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pdb|2CFS|A Chain A, Crystal Structure Of Human Pyridoxal 5'-Phos...   505   
e-141 
ref|NP_064711.1| pyridoxal (pyridoxine, vitamin B6) phosphatase ...   501   
e-140 
pdb|2CFR|A Chain A, Crystal Structure Of Human Pyridoxal 5'-Phos...   496   
e-138 
pdb|2OYC|A Chain A, Crystal Structure Of Human Pyridoxal Phospha...   493   
e-138 
ref|NP_001030207.1| pyridoxal (pyridoxine, vitamin B6) phosphata...   473   
e-132 
gb|AAI66563.1| Unknown (protein for MGC:188190) [Rattus norvegicus]   468   
e-130 
sp|Q8VD52|PLPP_RAT Pyridoxal phosphate phosphatase (PLP phosphat...   464   
e-129 
ref|NP_064667.2| pyridoxal phosphate phosphatase [Mus musculus]       457   
e-127 
ref|XP_001376550.1| PREDICTED: similar to OTTHUMP00000042130 [Mo...   399   
e-109 
gb|AAH69982.1| Pdxp protein [Mus musculus]                            349   
2e-094 
gb|AAH09756.2| PDXP protein [Homo sapiens]                            317   
8e-085 
gb|AAL37168.1|AF318578_1 reg I binding protein I [Rattus norvegi...   297   
5e-079 
gb|AAH58388.1| Pdxp protein [Mus musculus]                            295   
3e-078 
ref|XP_689525.1| PREDICTED: hypothetical protein [Danio rerio]        270   
1e-070 
emb|CAG09614.1| unnamed protein product [Tetraodon nigroviridis]      247   
8e-064 
ref|NP_001025809.1| hypothetical protein LOC416559 [Gallus gallus]    245   
2e-063 
emb|CAG04471.1| unnamed protein product [Tetraodon nigroviridis]      219   
2e-055 
ref|NP_997891.1| hypothetical protein LOC792824 [Danio rerio]         218   
5e-055 



gb|AAH37010.1| Pdxp protein [Mus musculus]                            214   
6e-054 
ref|NP_080230.2| hypothetical protein LOC67078 [Mus musculus]         211   
5e-053 
ref|XP_001161839.1| PREDICTED: hypothetical protein isoform 4 [P...   210   
8e-053 
ref|XP_213235.3| PREDICTED: similar to pyridoxal (pyridoxine, vi...   210   
8e-053 
dbj|BAC86732.1| unnamed protein product [Homo sapiens]                210   
8e-053 
gb|EDM03833.1| similar to RIKEN cDNA 1700012G19 gene (predicted)...   210   
8e-053 
ref|XP_001088993.1| PREDICTED: SH3-domain binding protein 1 [Mac...   210   
1e-052 
ref|XP_001084229.1| PREDICTED: similar to pyridoxal (pyridoxine,...   209   
2e-052 
ref|XP_001234473.1| PREDICTED: similar to OTTHUMP00000042130 [Ga...   209   
2e-052 
ref|NP_001035830.1| hypothetical protein LOC283871 [Homo sapiens]     207   
5e-052 
ref|NP_001033261.1| hypothetical protein LOC538173 [Bos taurus]       206   
1e-051 
ref|XP_001363637.1| PREDICTED: hypothetical protein [Monodelphis...   205   
3e-051 
ref|XP_001162359.1| PREDICTED: hypothetical protein [Pan troglod...   204   
5e-051 
ref|XP_538386.2| PREDICTED: similar to SH3-domain binding protei...   200   
9e-050 
ref|XP_235500.4| PREDICTED: similar to SH3 domain-binding protei...   199   
2e-049 
ref|XP_001516666.1| PREDICTED: hypothetical protein, partial [Or...   190   
1e-046 
ref|XP_974660.1| PREDICTED: similar to CG5567-PA [Tribolium cast...   170   
1e-040 
ref|XP_309300.4| AGAP011350-PA [Anopheles gambiae str. PEST]          164   
7e-039 
emb|CAQ09782.1| pyridoxal (pyridoxine, vitamin B6) phosphatase [...   162   
3e-038 
ref|NP_001062708.1| Os09g0261300 [Oryza sativa (japonica cultiva...   154   
9e-036 
dbj|BAD29554.1| putative phosphoglycolate phosphatase precursor ...   154   
9e-036 
ref|XP_853602.1| PREDICTED: similar to pyridoxal (pyridoxine, vi...   153   
2e-035 
ref|XP_001498171.1| PREDICTED: hypothetical protein [Equus cabal...   152   
3e-035 
ref|XP_504528.1| hypothetical protein [Yarrowia lipolytica]           150   
1e-034 
ref|XP_001419146.1| predicted protein [Ostreococcus lucimarinus ...   147   
9e-034 
ref|XP_001660159.1| 4-nitrophenylphosphatase [Aedes aegypti]          145   
3e-033 
ref|XP_001752953.1| predicted protein [Physcomitrella patens sub...   144   
1e-032 
ref|XP_001696217.1| phosphoglycolate phosphatase [Chlamydomonas ...   144   
1e-032 



dbj|BAA97552.1| N-glyceraldehyde-2-phosphotransferase-like [Arab...   144   
1e-032 
ref|XP_001732277.1| hypothetical protein MGL_0052 [Malassezia gl...   142   
2e-032 
ref|XP_001353955.1| GA18976-PA [Drosophila pseudoobscura]             142   
3e-032 
emb|CAL54968.1| phosphoglycolate phosphatase precursor (ISS) [Os...   141   
5e-032 
gb|EAY94644.1| hypothetical protein OsI_015877 [Oryza sativa (in...   140   
1e-031 
ref|XP_001758778.1| predicted protein [Physcomitrella patens sub...   139   
3e-031 
gb|EAZ31186.1| hypothetical protein OsJ_014669 [Oryza sativa (ja...   139   
3e-031 
ref|NP_199587.1| ATPK5 (Arabidopsis thaliana serine/threonine pr...   138   
4e-031 
dbj|BAB11323.1| 4-nitrophenylphosphatase-like protein [Arabidops...   138   
4e-031 
emb|CAO48346.1| unnamed protein product [Vitis vinifera]              138   
5e-031 
ref|NP_198495.1| phosphoglycolate phosphatase, putative [Arabido...   138   
5e-031 
gb|AAM65152.1| 4-nitrophenylphosphatase-like protein [Arabidopsi...   138   
5e-031 
emb|CAH67343.1| OSIGBa0130B08.3 [Oryza sativa (indica cultivar-g...   137   
7e-031 
ref|XP_001838048.1| hypothetical protein CC1G_07538 [Coprinopsis...   137   
9e-031 
gb|ABK96026.1| unknown [Populus trichocarpa]                          136   
2e-030 
ref|XP_393558.1| PREDICTED: similar to CG5567-PA [Apis mellifera]     136   
2e-030 
ref|NP_001053167.1| Os04g0490800 [Oryza sativa (japonica cultiva...   136   
2e-030 
ref|XP_001193132.1| PREDICTED: hypothetical protein [Strongyloce...   136   
2e-030 
dbj|BAC42546.1| putative p-nitrophenylphosphatase [Arabidopsis t...   135   
3e-030 
gb|ABK95024.1| unknown [Populus trichocarpa]                          135   
4e-030 
emb|CAO63941.1| unnamed protein product [Vitis vinifera]              134   
6e-030 
ref|XP_001604657.1| PREDICTED: similar to 4-nitrophenylphosphata...   134   
6e-030 
ref|XP_001703502.1| phosphoglycolate phosphatase 1 [Chlamydomona...   134   
6e-030 
ref|XP_001520582.1| PREDICTED: hypothetical protein [Ornithorhyn...   134   
1e-029 
dbj|BAA98057.1| 4-nitrophenylphosphatase-like [Arabidopsis thali...   133   
1e-029 
ref|XP_001895356.1| haloacid dehalogenase-like hydrolase family ...   132   
2e-029 
ref|XP_001885204.1| predicted protein [Laccaria bicolor S238N-H82]    131   
5e-029 
gb|ABK24589.1| unknown [Picea sitchensis]                             131   
5e-029 



ref|XP_568941.1| 4-nitrophenylphosphatase [Cryptococcus neoforma...   130   
8e-029 
ref|XP_001674235.1| Hypothetical protein CBG09323 [Caenorhabditi...   130   
1e-028 
ref|XP_761126.1| hypothetical protein UM04979.1 [Ustilago maydis...   130   
1e-028 
ref|XP_957212.1| 4-nitrophenylphosphatase [Neurospora crassa OR74A]   130   
1e-028 
ref|NP_504509.1| K09H11.7 [Caenorhabditis elegans]                    129   
2e-028 
ref|NP_504512.1| F44E7.2 [Caenorhabditis elegans]                     129   
3e-028 
ref|NP_504511.1| C53A3.2 [Caenorhabditis elegans]                     129   
3e-028 
ref|XP_777337.1| hypothetical protein CNBB1390 [Cryptococcus neo...   128   
5e-028 
ref|XP_568933.1| 4-nitrophenylphosphatase [Cryptococcus neoforma...   127   
7e-028 
ref|NP_649015.2| CG5567 CG5567-PA [Drosophila melanogaster]           127   
9e-028 
ref|NP_596255.1| 4-nitrophenylphosphatase (PMID 1645660) [Schizo...   127   
9e-028 
ref|XP_001742750.1| predicted protein [Monosiga brevicollis MX1]      127   
1e-027 
ref|XP_001603048.1| PREDICTED: similar to ENSANGP00000018510 [Na...   127   
1e-027 
ref|NP_982763.1| ABL184Wp [Ashbya gossypii ATCC 10895]                126   
2e-027 
ref|XP_001674234.1| Hypothetical protein CBG09325 [Caenorhabditi...   125   
3e-027 
ref|XP_001354807.1| GA13927-PA [Drosophila pseudoobscura]             125   
5e-027 
ref|XP_638376.1| hypothetical protein DDBDRAFT_0186160 [Dictyost...   124   
1e-026 
ref|XP_001908284.1| unnamed protein product [Podospora anserina]      123   
2e-026 
ref|XP_001521615.1| PREDICTED: hypothetical protein, partial [Or...   120   
9e-026 
ref|XP_001273643.1| 4-nitrophenylphosphatase, putative [Aspergil...   120   
1e-025 
ref|XP_001848163.1| 4-nitrophenylphosphatase [Culex pipiens quin...   119   
3e-025 
ref|XP_001352722.1| GA16941-PA [Drosophila pseudoobscura]             119   
3e-025 
gb|ABX00714.1| AT31245p [Drosophila melanogaster]                     118   
4e-025 
ref|NP_728791.1| CG32487 CG32487-PA [Drosophila melanogaster]         118   
4e-025 
ref|XP_001270852.1| 4-nitrophenylphosphatase [Aspergillus clavat...   118   
6e-025 
ref|YP_001431946.1| phosphoglycolate phosphatase [Roseiflexus ca...   117   
7e-025 
ref|XP_001352721.1| GA16942-PA [Drosophila pseudoobscura]             117   
7e-025 
gb|AAB51111.1| 4-nitrophenylphosphatase                               116   
2e-024 



ref|XP_001297981.1| haloacid dehalogenase-like hydrolase family ...   115   
4e-024 
ref|NP_728790.1| CG32488 CG32488-PA [Drosophila melanogaster]         114   
6e-024 
dbj|BAB26698.1| unnamed protein product [Mus musculus]                114   
8e-024 
ref|NP_902914.1| N-acetylglucosamine metabolism protein [Chromob...   114   
8e-024 
ref|YP_001277074.1| phosphoglycolate phosphatase [Roseiflexus sp...   114   
1e-023 
dbj|BAG29888.1| putative phosphatase [Kocuria rhizophila DC2201]      113   
1e-023 
gb|EAZ43959.1| hypothetical protein OsJ_027442 [Oryza sativa (ja...   113   
1e-023 
ref|NP_572760.1| CG15739 CG15739-PA [Drosophila melanogaster]         113   
1e-023 
ref|XP_001304315.1| haloacid dehalogenase-like hydrolase family ...   112   
2e-023 
ref|XP_001240453.1| hypothetical protein CIMG_07616 [Coccidioide...   112   
2e-023 
ref|XP_001658123.1| 4-nitrophenylphosphatase [Aedes aegypti]          112   
4e-023 
ref|XP_001658125.1| 4-nitrophenylphosphatase [Aedes aegypti]          112   
4e-023 
ref|XP_001658124.1| 4-nitrophenylphosphatase [Aedes aegypti]          111   
7e-023 
ref|XP_001221893.1| hypothetical protein CHGG_05798 [Chaetomium ...   110   
1e-022 
ref|XP_001382554.1| p-nitrophenyl phosphatase [Pichia stipitis C...   110   
2e-022 
ref|XP_001263607.1| 4-nitrophenylphosphatase [Neosartorya fische...   109   
3e-022 
ref|XP_746320.1| 4-nitrophenylphosphatase [Aspergillus fumigatus...   109   
3e-022 
ref|XP_001353954.1| GA18982-PA [Drosophila pseudoobscura]             109   
3e-022 
ref|ZP_02733637.1| N-acetylglucosamine-6-phoshatase or p-nitroph...   108   
3e-022 
ref|NP_143780.1| hypothetical protein PH1952 [Pyrococcus horikos...   108   
3e-022 
gb|AAH83113.1| 1700012G19Rik protein [Mus musculus]                   108   
4e-022 
ref|YP_001636398.1| HAD-superfamily hydrolase, subfamily IIA [Ch...   108   
4e-022 
ref|XP_001818366.1| hypothetical protein [Aspergillus oryzae RIB40]   108   
6e-022 
ref|XP_001540463.1| conserved hypothetical protein [Ajellomyces ...   107   
8e-022 
ref|XP_001267455.1| 4-nitrophenylphosphatase, putative [Neosarto...   107   
8e-022 
ref|NP_127281.1| hypopthetical 4-nitrophenylphosphatase. [Pyroco...   107   
8e-022 
ref|ZP_02839909.1| HAD-superfamily hydrolase, subfamily IIA [Art...   107   
1e-021 
ref|NP_578161.1| putative sugar-catabolism phosphotransferase [P...   107   
1e-021 



ref|XP_001528050.1| conserved hypothetical protein [Lodderomyces...   106   
2e-021 
ref|NP_279720.1| AraL [Halobacterium sp. NRC-1]                       106   
2e-021 
ref|YP_001363890.1| HAD-superfamily hydrolase, subfamily IIA [Ki...   106   
2e-021 
ref|XP_001545741.1| hypothetical protein BC1G_15715 [Botryotinia...   105   
3e-021 
ref|ZP_01516436.1| HAD-superfamily hydrolase, subfamily IIA [Chl...   105   
3e-021 
emb|CAI64354.1| conserved hypothetical protein [uncultured archa...   105   
3e-021 
ref|NP_868759.1| N-acetylglucosamine-6-phoshatase or p-nitrophen...   105   
3e-021 
ref|XP_453922.1| unnamed protein product [Kluyveromyces lactis]       105   
4e-021 
ref|YP_074615.1| hypothetical protein STH786 [Symbiobacterium th...   105   
5e-021 
ref|XP_714670.1| p-nitrophenyl phosphatase [Candida albicans SC5...   105   
5e-021 
ref|XP_001867828.1| 4-nitrophenylphosphatase [Culex pipiens quin...   104   
6e-021 
ref|XP_458157.1| hypothetical protein DEHA0C11924g [Debaryomyces...   104   
6e-021 
ref|XP_001690570.1| phosphoglycolate phosphatase [Chlamydomonas ...   104   
8e-021 
ref|XP_001482125.1| hypothetical protein PGUG_05888 [Pichia guil...   104   
8e-021 
ref|YP_001544363.1| HAD-superfamily hydrolase, subfamily IIA [He...   104   
8e-021 
ref|XP_714090.1| p-nitrophenyl phosphatase [Candida albicans SC5...   104   
8e-021 
ref|XP_001688766.1| AGAP005972-PA [Anopheles gambiae str. PEST]       103   
1e-020 
ref|XP_001384338.2| p-Nitrophenyl phosphatase [Pichia stipitis C...   103   
1e-020 
ref|YP_001222730.1| conserved hypothetical protein, putative hyd...   103   
1e-020 
ref|XP_001658126.1| 4-nitrophenylphosphatase [Aedes aegypti]          103   
1e-020 
ref|YP_001709982.1| hypothetical protein CMS1244 [Clavibacter mi...   102   
2e-020 
ref|YP_953017.1| HAD-superfamily hydrolase, subfamily IIA [Mycob...   102   
2e-020 
ref|YP_001159837.1| HAD-superfamily hydrolase, subfamily IIA [Sa...   102   
3e-020 
ref|YP_446001.1| pyridoxal phosphate phosphatase [Salinibacter r...   102   
4e-020 
ref|ZP_01129603.1| N-acetylglucosamine metabolism protein [marin...   102   
4e-020 
ref|ZP_02930896.1| N-acetylglucosamine-6-phoshatase or p-nitroph...   101   
5e-020 
ref|XP_001581765.1| HAD-superfamily hydrolase, subfamily IIA con...   101   
5e-020 
ref|YP_639140.1| HAD-superfamily hydrolase, subfamily IIA [Mycob...   101   
5e-020 



ref|YP_001070234.1| HAD-superfamily hydrolase, subfamily IIA [My...   101   
7e-020 
ref|YP_702198.1| possible N-acetylglucosamine metabolism protein...   101   
7e-020 
ref|XP_386894.1| hypothetical protein FG06718.1 [Gibberella zeae...   101   
7e-020 
ref|ZP_01855903.1| N-acetylglucosamine-6-phoshatase or p-nitroph...   100   
9e-020 
ref|XP_001654244.1| 4-nitrophenylphosphatase [Aedes aegypti]          100   
9e-020 
ref|YP_001538043.1| HAD-superfamily hydrolase, subfamily IIA [Sa...   100   
1e-019 
ref|XP_001662402.1| 4-nitrophenylphosphatase [Aedes aegypti]          100   
1e-019 
ref|YP_001546134.1| HAD-superfamily hydrolase, subfamily IIA [He...   100   
2e-019 
ref|ZP_01088472.1| N-acetylglucosamine-6-phoshatase or p-nitroph...   100   
2e-019 
ref|ZP_00996235.1| putative N-acetyl-glucosamine catabolism prot...   100   
2e-019 
ref|YP_946359.1| putative sugar phosphatase/hydrolase of the HAD...   100   
2e-019 
ref|YP_184147.1| predicted sugar phosphatase, HAD superfamily [T...   100   
2e-019 
ref|XP_754783.1| 4-nitrophenylphosphatase [Aspergillus fumigatus...   100   
2e-019 
ref|XP_001354639.1| GA15426-PA [Drosophila pseudoobscura]             100   
2e-019 
ref|YP_001623967.1| HAD-superfamily hydrolase, subfamily IIA [Re...    99   
3e-019 
ref|YP_886791.1| HAD-superfamily protein hydrolase, subfamily pr...    99   
3e-019 
ref|YP_572850.1| HAD-superfamily hydrolase, subfamily IIA [Chrom...    99   
3e-019 
gb|AAU14865.1| plastid phosphoglycolate phosphatase [Bigelowiell...    99   
4e-019 
ref|YP_445614.1| protein nagD [Salinibacter ruber DSM 13855]           99   
4e-019 
ref|YP_831008.1| HAD-superfamily hydrolase, subfamily IIA [Arthr...    99   
5e-019 
ref|NP_010045.1| Alkaline phosphatase specific for p-nitrophenyl...    98   
6e-019 
ref|XP_001858497.1| pyridoxal phosphate phosphatase [Culex pipie...    98   
8e-019 
ref|YP_947413.1| putative haloacid dehalogenase-like hydrolase [...    97   
1e-018 
ref|ZP_01514347.1| HAD-superfamily hydrolase, subfamily IIA [Chl...    97   
1e-018 
ref|YP_001275664.1| HAD-superfamily hydrolase, subfamily IIA [Ro...    97   
1e-018 
ref|YP_001041311.1| HAD-superfamily hydrolase, subfamily IIA [St...    97   
1e-018 
ref|YP_001431753.1| HAD-superfamily hydrolase, subfamily IIA [Ro...    97   
1e-018 
ref|XP_001850558.1| pyridoxal phosphate phosphatase [Culex pipie...    97   
2e-018 



emb|CAA44597.1| p-nitrophenylphosphatase [Schizosaccharomyces po...    97   
2e-018 
ref|YP_001626526.1| haloacid dehalogenase-like hydrolase [Reniba...    96   
2e-018 
ref|XP_001024155.2| haloacid dehalogenase-like hydrolase family ...    96   
2e-018 
ref|YP_056630.1| predicted sugar phosphatase/hydrolase [Propioni...    96   
2e-018 
ref|YP_001221224.1| putative N-acetylglucosamine-6-phosphate dea...    96   
3e-018 
ref|YP_063093.1| N-acetylglucosamine metabolism protein [Leifson...    96   
3e-018 
gb|ABC72335.1| signal-transducing histidine kinase [uncultured h...    96   
3e-018 
ref|YP_830014.1| HAD-superfamily hydrolase, subfamily IIA [Arthr...    96   
3e-018 
ref|XP_001400325.1| hypothetical protein An02g11970 [Aspergillus...    96   
4e-018 
ref|YP_001635630.1| HAD-superfamily hydrolase, subfamily IIA [Ch...    96   
4e-018 
gb|ABY48803.1| Hypothetical protein K02D10.1c [Caenorhabditis el...    95   
7e-018 
ref|YP_289818.1| HAD-superfamily hydrolase, subfamily IIA [Therm...    95   
7e-018 
ref|YP_001709025.1| putative N-acetylglucosamine-6-phosphate dea...    94   
9e-018 
gb|AAM49997.1| RE47284p [Drosophila melanogaster]                      94   
9e-018 
ref|NP_570021.1| CG2680 CG2680-PA [Drosophila melanogaster]            94   
9e-018 
emb|CAB56540.1| p-nitrophenylphosphatase [Saccharomyces cerevisiae]    94   
9e-018 
ref|NP_627072.1| N-acetylglucosamine-6-phosphate deacetylase [St...    94   
9e-018 
ref|ZP_02945756.1| HAD-superfamily hydrolase, subfamily IIA [Mic...    94   
1e-017 
ref|XP_001617155.1| phosphoglycolate phosphatase precursor, puta...    94   
1e-017 
ref|YP_001102845.1| HAD-superfamily hydrolase, subfamily IIA [Sa...    94   
1e-017 
gb|AAC38756.1| putative N-glyceraldehyde-2-phosphotransferase [S...    94   
1e-017 
ref|YP_482968.1| HAD-superfamily hydrolase, subfamily IIA [Frank...    94   
1e-017 
ref|YP_327037.1| probable sugar phosphatase [Natronomonas pharao...    94   
1e-017 
ref|YP_001179034.1| HAD-superfamily hydrolase, subfamily IIA [Ca...    94   
1e-017 
ref|YP_001420195.1| hypothetical protein RBAM_005720 [Bacillus a...    93   
2e-017 
ref|YP_658016.1| putative N-acetyl-glucosamine catabolism protei...    93   
2e-017 
emb|CAI34063.2| putative phosphotransferase [Streptococcus pneum...    93   
2e-017 
ref|NP_444200.1| p-nitrophenyl phosphatase [Halobacterium sp. NR...    93   
2e-017 



emb|CAM57980.1| para nitrophenyl phosphate phosphatase [Plasmodi...    93   
3e-017 
ref|ZP_01834510.1| NagD protein [Streptococcus pneumoniae SP23-B...    93   
3e-017 
ref|XP_001349053.1| 4-nitrophenylphosphatase, putative [Plasmodi...    93   
3e-017 
gb|AAC69537.1| Cps23fN [Streptococcus pneumoniae]                      93   
3e-017 
emb|CAI33824.1| putative phosphotransferase [Streptococcus pneum...    93   
3e-017 
emb|CAI33847.1| putative phosphotransferase [Streptococcus pneum...    93   
3e-017 
ref|YP_001536774.1| HAD-superfamily hydrolase, subfamily IIA [Sa...    92   
3e-017 
ref|YP_001512677.1| HAD-superfamily hydrolase, subfamily IIA [Al...    92   
3e-017 
gb|AAP76302.1| putative glyceraldehyde-2-phosphotransferase [Str...    92   
3e-017 
emb|CAI33398.1| putative phosphotransferase [Streptococcus pneum...    92   
3e-017 
emb|CAI33352.1| putative phosphotransferase [Streptococcus pneum...    92   
3e-017 
ref|YP_001826211.1| putative N-acetylglucosamine metabolism prot...    92   
4e-017 
ref|XP_462491.1| hypothetical protein DEHA0G23100g [Debaryomyces...    92   
4e-017 
ref|YP_061321.1| 4-nitrophenylphosphatase [Leifsonia xyli subsp....    92   
4e-017 
ref|NP_244295.1| p-nitrophenyl phosphatase [Bacillus halodurans ...    92   
4e-017 
ref|XP_001300390.1| HAD-superfamily hydrolase, subfamily IIA con...    92   
6e-017 
ref|YP_001158747.1| HAD-superfamily hydrolase, subfamily IIA [Sa...    92   
6e-017 
ref|XP_660574.1| hypothetical protein AN2970.2 [Aspergillus nidu...    92   
6e-017 
ref|ZP_02273939.1| NagD protein [Fusobacterium nucleatum subsp. ...    91   
7e-017 
ref|ZP_02596858.1| 4-nitrophenylphosphatase (p-nitrophenylphosph...    91   
1e-016 
ref|ZP_02539488.1| 4-nitrophenylphosphatase (p-nitrophenylphosph...    91   
1e-016 
ref|YP_897195.1| hydrolase, haloacid dehalogenase-like family, p...    91   
1e-016 
ref|YP_086257.1| 4-nitrophenylphosphatase (p-nitrophenylphosphat...    91   
1e-016 
ref|NP_834630.1| 4-nitrophenylphosphatase [Bacillus cereus ATCC ...    91   
1e-016 
ref|YP_743385.1| HAD-superfamily subfamily IIA hydrolase like pr...    91   
1e-016 
ref|ZP_00237712.1| HAD-superfamily subfamily IIA hydrolase, TIGR...    91   
1e-016 
ref|XP_001328825.1| haloacid dehalogenase-like hydrolase family ...    91   
1e-016 
ref|ZP_02580578.1| 4-nitrophenylphosphatase (p-nitrophenylphosph...    90   
2e-016 



ref|NP_738155.1| hypothetical protein CE1545 [Corynebacterium ef...    90   
2e-016 
ref|ZP_00995567.1| putative hydrolase [Janibacter sp. HTCC2649]        90   
2e-016 
ref|ZP_02586935.1| 4-nitrophenylphosphatase (p-nitrophenylphosph...    90   
2e-016 
ref|YP_716338.1| N-acetylglucosamine-6-phosphate deacetylase [Fr...    90   
2e-016 
emb|CAL57687.1| p-Nitrophenyl phosphatase (ISS) [Ostreococcus ta...    89   
3e-016 
ref|NP_847375.1| phosphatase,haloacid dehalogenase family [Bacil...    89   
3e-016 
sp|P46351|YTH1_PANTH Uncharacterized 45.4 kDa protein in thiamin...    89   
3e-016 
ref|YP_922443.1| HAD-superfamily hydrolase, subfamily IIA [Nocar...    89   
3e-016 
ref|XP_729032.1| phosphoglycolate phosphatase, eukaryotic [Plasm...    89   
3e-016 
ref|ZP_01506373.1| HAD-superfamily hydrolase, subfamily IIA [Bur...    89   
4e-016 
ref|YP_135219.1| arabinose operon protein AraL [Haloarcula maris...    89   
4e-016 
ref|NP_604152.1| NagD protein [Fusobacterium nucleatum subsp. nu...    89   
4e-016 
ref|YP_118204.1| putative hydrolase [Nocardia farcinica IFM 10152]     89   
4e-016 
ref|YP_121565.1| putative N-acetylglucosamine metabolism protein...    89   
4e-016 
ref|YP_843083.1| HAD-superfamily subfamily IIA hydrolase like pr...    89   
4e-016 
ref|XP_001645853.1| hypothetical protein Kpol_1054p42 [Vanderwal...    89   
5e-016 
ref|XP_678108.1| 4-nitrophenylphosphatase [Plasmodium berghei st...    89   
5e-016 
ref|XP_311058.4| AGAP000094-PA [Anopheles gambiae str. PEST]           88   
6e-016 
ref|YP_873008.1| HAD-superfamily hydrolase, subfamily IIA [Acido...    88   
6e-016 
ref|YP_001318848.1| HAD-superfamily hydrolase, subfamily IIA [Al...    88   
6e-016 
ref|NP_649014.1| CG5577 CG5577-PA [Drosophila melanogaster]            88   
8e-016 
ref|ZP_02913956.1| HAD-superfamily subfamily IIA hydrolase like ...    87   
1e-015 
ref|NP_826391.1| N-acetyl-glucosamine catabolism protein [Strept...    87   
1e-015 
ref|YP_001647558.1| HAD-superfamily subfamily IIA hydrolase like...    87   
1e-015 
ref|ZP_02014963.1| HAD-superfamily hydrolase, subfamily IIA [Hal...    87   
1e-015 
gb|ABF72879.1| CG5567-like [Belgica antarctica]                        87   
1e-015 
ref|YP_001138365.1| hypothetical protein cgR_1471 [Corynebacteri...    87   
2e-015 
ref|NP_600628.1| predicted sugar phosphatase of the HAD superfam...    87   
2e-015 



gb|AAM29189.1| thermostable NPPase [Geobacillus stearothermophilus]    86   
2e-015 
ref|YP_080515.1| putative HAD-superfamily subfamily IIA hydrolas...    86   
2e-015 
ref|XP_745884.1| 4-nitrophenylphosphatase [Plasmodium chabaudi c...    86   
2e-015 
ref|YP_001271168.1| HAD-superfamily subfamily IIA hydrolase like...    86   
2e-015 
ref|ZP_01274551.1| HAD-superfamily subfamily IIA hydrolase, hypo...    86   
3e-015 
ref|XP_001666083.1| hypothetical protein CBG06913 [Caenorhabditi...    86   
3e-015 
ref|ZP_01059239.1| N-acetylglucosamine-6-phoshatase or p-nitroph...    86   
3e-015 
ref|ZP_00379814.1| COG0647: Predicted sugar phosphatases of the ...    86   
3e-015 
ref|XP_001567254.1| p-nitrophenylphosphatase, putative [Leishman...    86   
4e-015 
ref|XP_001445053.1| hypothetical protein GSPATT00013144001 [Para...    86   
4e-015 
ref|XP_001654245.1| 4-nitrophenylphosphatase [Aedes aegypti]           86   
4e-015 
ref|XP_001467559.1| p-nitrophenylphosphatase [Leishmania infantu...    85   
5e-015 
gb|EAZ08349.1| hypothetical protein OsI_029581 [Oryza sativa (in...    85   
5e-015 
ref|YP_138187.1| L-arabinose operon protein AraL [Haloarcula mar...    85   
5e-015 
ref|YP_001422502.1| YutF [Bacillus amyloliquefaciens FZB42]            85   
7e-015 
ref|YP_290094.1| HAD-superfamily hydrolase, subfamily IIA [Therm...    85   
7e-015 
ref|YP_001506093.1| HAD-superfamily hydrolase, subfamily IIA [Fr...    85   
7e-015 
ref|ZP_02438242.1| hypothetical protein CLOSS21_00683 [Clostridi...    84   
9e-015 
ref|YP_056984.1| conserved L-arabinose operon protein, hydrolase...    84   
9e-015 
ref|YP_001800493.1| conserved hypothetical protein [Corynebacter...    84   
1e-014 
ref|YP_001701393.1| Putative HAD-superfamily hydrolase [Mycobact...    84   
1e-014 
ref|ZP_02837222.1| HAD-superfamily hydrolase, subfamily IIA [Art...    84   
1e-014 
ref|YP_001739112.1| HAD-superfamily hydrolase, subfamily IIA [Th...    84   
1e-014 
ref|XP_001467558.1| p-nitrophenylphosphatase [Leishmania infantu...    84   
1e-014 
gb|AAK95491.1|AF233387_3 unknown [Rhodococcus equi]                    84   
1e-014 
ref|NP_229540.1| nagD protein, putative [Thermotoga maritima MSB8]     84   
1e-014 
ref|NP_498939.3| K02D10.1a [Caenorhabditis elegans]                    84   
1e-014 
ref|ZP_00834476.1| COG0647: Predicted sugar phosphatases of the ...    84   
1e-014 



ref|YP_679100.1| possible sugar phosphatase, HAD superfamily [Cy...    84   
1e-014 
ref|ZP_02421182.1| hypothetical protein ANACAC_03836 [Anaerostip...    84   
2e-014 
ref|XP_001591743.1| hypothetical protein SS1G_07189 [Sclerotinia...    84   
2e-014 
ref|ZP_01861542.1| 4-nitrophenylphosphatase (p-nitrophenylphosph...    84   
2e-014 
ref|YP_001244631.1| HAD-superfamily hydrolase, subfamily IIA [Th...    84   
2e-014 
ref|XP_365929.1| hypothetical protein MGG_10149 [Magnaporthe gri...    84   
2e-014 
ref|YP_001131430.1| transcriptional regulator, Fis family [Mycob...    84   
2e-014 
ref|YP_001409757.1| HAD-superfamily hydrolase, subfamily IIA [Fe...    83   
2e-014 
ref|NP_148052.2| putative phosphatase [Aeropyrum pernix K1]            83   
2e-014 
ref|YP_700926.1| possible phosphatase [Rhodococcus sp. RHA1]           83   
2e-014 
ref|XP_001685221.1| p-nitrophenylphosphatase, putative [Leishman...    83   
2e-014 
ref|NP_069210.1| p-nitrophenyl phosphatase (pho2) [Archaeoglobus...    83   
2e-014 
ref|YP_001376756.1| HAD-superfamily subfamily IIA hydrolase like...    83   
2e-014 
ref|ZP_00825388.1| COG0647: Predicted sugar phosphatases of the ...    83   
2e-014 
ref|ZP_02440374.1| hypothetical protein CLOSS21_02877 [Clostridi...    83   
3e-014 
ref|XP_811450.1| P-nitrophenylphosphatase, putative [Trypanosoma...    83   
3e-014 
ref|NP_215741.1| hypothetical protein Rv1225c [Mycobacterium tub...    83   
3e-014 
ref|YP_001438740.1| hypothetical protein ESA_02664 [Enterobacter...    82   
3e-014 
ref|YP_001127008.1| 4-nitrophenylphosphatase [Geobacillus thermo...    82   
3e-014 
pdb|1VJR|A Chain A, Crystal Structure Of 4-Nitrophenylphosphatas...    82   
3e-014 
ref|YP_001334369.1| N-acetylglucosamine metabolism [Klebsiella p...    82   
4e-014 
ref|XP_001079917.1| PREDICTED: similar to Pyridoxal phosphate ph...    82   
4e-014 
ref|NP_572761.1| CG10352 CG10352-PA [Drosophila melanogaster]          82   
4e-014 
ref|ZP_01173420.1| YutF [Bacillus sp. NRRL B-14911]                    82   
4e-014 
ref|YP_001422172.1| AraL [Bacillus amyloliquefaciens FZB42]            82   
6e-014 
ref|YP_888050.1| hydrolase [Mycobacterium smegmatis str. MC2 155]      82   
6e-014 
pdb|1PW5|A Chain A, Putative Nagd Protein                              82   
6e-014 
ref|YP_001309614.1| HAD-superfamily hydrolase, subfamily IIA [Cl...    82   
6e-014 



ref|YP_001471275.1| HAD-superfamily hydrolase, subfamily IIA [Th...    81   
8e-014 
ref|YP_001125894.1| AraL protein [Geobacillus thermodenitrifican...    81   
1e-013 
ref|YP_301936.1| putative sugar phosphatase [Staphylococcus sapr...    81   
1e-013 
ref|YP_174354.1| hypothetical protein ABC0854 [Bacillus clausii ...    81   
1e-013 
ref|XP_001670919.1| Hypothetical protein CBG19872 [Caenorhabditi...    81   
1e-013 
ref|ZP_00828605.1| COG0647: Predicted sugar phosphatases of the ...    81   
1e-013 
ref|YP_001007171.1| UMP phosphatase [Yersinia enterocolitica sub...    80   
1e-013 
ref|NP_391109.1| hypothetical protein BSU32290 [Bacillus subtili...    80   
1e-013 
ref|XP_805505.1| P-nitrophenylphosphatase, putative [Trypanosoma...    80   
1e-013 
ref|ZP_00380007.1| COG0647: Predicted sugar phosphatases of the ...    80   
1e-013 
ref|YP_001850803.1| phosphatase [Mycobacterium marinum M]              80   
2e-013 
ref|ZP_02850944.1| HAD-superfamily subfamily IIA hydrolase like ...    80   
2e-013 
ref|XP_847580.1| p-nitrophenylphosphatase, putative [Trypanosoma...    80   
2e-013 
ref|YP_040313.1| haloacid dehalogenase-like hydrolase [Staphyloc...    80   
2e-013 
ref|NP_371453.1| N-acetyl-glucosamine catabolism-like protein [S...    80   
2e-013 
ref|ZP_01994999.1| hypothetical protein DORLON_00990 [Dorea long...    80   
2e-013 
ref|NP_611656.2| CG11291 CG11291-PA [Drosophila melanogaster]          80   
2e-013 
ref|NP_787870.1| sugar phosphatase [Tropheryma whipplei str. Twist]    80   
2e-013 
ref|ZP_02948001.1| Cps23fN [Clostridium butyricum 5521]                79   
3e-013 
pdb|2HX1|A Chain A, Crystal Structure Of Possible Sugar Phosphat...    79   
3e-013 
ref|YP_416285.1| probable 4-nitrophenylphosphatase [Staphylococc...    79   
3e-013 
ref|YP_951600.1| HAD-superfamily hydrolase, subfamily IIA [Mycob...    79   
4e-013 
ref|YP_954096.1| HAD-superfamily hydrolase, subfamily IIA [Mycob...    79   
4e-013 
ref|NP_693281.1| N-acetyl-glucosamine catabolism [Oceanobacillus...    79   
4e-013 
ref|ZP_00820907.1| COG0647: Predicted sugar phosphatases of the ...    79   
4e-013 
ref|NP_216208.1| PROBABLE PHOSPHATASE [Mycobacterium tuberculosi...    79   
4e-013 
ref|ZP_02078480.1| hypothetical protein EUBDOL_02300 [Eubacteriu...    79   
5e-013 
ref|XP_001421347.1| predicted protein [Ostreococcus lucimarinus ...    79   
5e-013 



ref|ZP_01696403.1| HAD-superfamily subfamily IIA hydrolase like ...    79   
5e-013 
ref|YP_905641.1| phosphatase [Mycobacterium ulcerans Agy99]            79   
5e-013 
gb|AAW25628.1| SJCHGC00750 protein [Schistosoma japonicum]             79   
5e-013 
ref|NP_823379.1| hydrolase [Streptomyces avermitilis MA-4680]          79   
5e-013 
ref|YP_659057.1| probable sugar phosphatase [Haloquadratum walsb...    78   
6e-013 
ref|NP_500857.2| C45E5.1 [Caenorhabditis elegans]                      78   
6e-013 
ref|YP_001729664.1| UMP phosphatase [Escherichia coli str. K-12 ...    78   
6e-013 
ref|YP_407057.1| UMP phosphatase [Shigella boydii Sb227]               78   
6e-013 
ref|NP_752680.1| UMP phosphatase [Escherichia coli CFT073]             78   
6e-013 
ref|NP_286389.1| UMP phosphatase [Escherichia coli O157:H7 EDL933]     78   
6e-013 
ref|ZP_02902388.1| nagD protein [Escherichia albertii TW07627]         78   
8e-013 
ref|YP_001703092.1| HAD-superfamily hydrolase [Mycobacterium abs...    78   
8e-013 
ref|ZP_02233287.1| hypothetical protein DORFOR_00119 [Dorea form...    78   
8e-013 
ref|YP_001488107.1| haloacid dehalogenase (HAD) superfamily hydr...    78   
8e-013 
ref|YP_001107417.1| HAD-superfamily hydrolase, subfamily IIA [Sa...    78   
8e-013 
ref|YP_715362.1| putative Pyridoxal phosphate phosphatase [Frank...    78   
8e-013 
ref|YP_711896.1| Putative hydrolase [Frankia alni ACN14a]              78   
8e-013 
ref|YP_011158.1| HAD-superfamily hydrolase, subfamily IIA [Desul...    78   
8e-013 
ref|YP_148821.1| hypothetical protein GK2968 [Geobacillus kausto...    78   
8e-013 
ref|NP_738760.1| hypothetical protein CE2150 [Corynebacterium ef...    78   
8e-013 
ref|YP_482249.1| HAD-superfamily hydrolase, subfamily IIA [Frank...    77   
1e-012 
ref|YP_173907.1| L-arabinose operon protein AraL [Bacillus claus...    77   
1e-012 
ref|ZP_02329146.1| HAD-superfamily hydrolase, subfamily IIA [Pae...    77   
1e-012 
ref|YP_001477456.1| HAD-superfamily hydrolase, subfamily IIA [Se...    77   
1e-012 
ref|XP_973223.1| PREDICTED: similar to CG15739-PA [Tribolium cas...    77   
1e-012 
emb|CAA19644.1| EG:100G10.4 [Drosophila melanogaster]                  77   
1e-012 
gb|AAG19324.1| p-nitrophenyl phosphatase [Halobacterium sp. NRC-1]     77   
1e-012 
ref|YP_176440.1| 4-nitrophenylphosphatase [Bacillus clausii KSM-...    77   
1e-012 



ref|NP_768534.1| probable phosphotransferase [Bradyrhizobium jap...    77   
1e-012 
ref|XP_001030364.1| HAD-superfamily hydrolase, subfamily IIA con...    77   
2e-012 
ref|ZP_01130139.1| 4-nitrophenylphosphatase [marine actinobacter...    77   
2e-012 
ref|NP_406150.1| UMP phosphatase [Yersinia pestis CO92]                77   
2e-012 
ref|YP_001696323.1| NagD-like protein [Lysinibacillus sphaericus...    76   
2e-012 
emb|CAJ20671.1| phosphoglycolate phosphatase, putative [Toxoplas...    76   
2e-012 
ref|YP_001604943.1| hydrolase NagD [Yersinia pestis Angola]            76   
2e-012 
ref|XP_319122.4| AGAP009985-PA [Anopheles gambiae str. PEST]           76   
3e-012 
ref|ZP_02043575.1| hypothetical protein ACTODO_00419 [Actinomyce...    76   
3e-012 
ref|XP_973144.1| PREDICTED: similar to CG15739-PA [Tribolium cas...    76   
3e-012 
ref|YP_927974.1| UMP phosphatase [Shewanella amazonensis SB2B]         76   
3e-012 
ref|ZP_00233482.1| HAD-superfamily hydrolase, subfamily IIA [Lis...    76   
3e-012 
ref|YP_001814791.1| HAD-superfamily subfamily IIA hydrolase like...    76   
3e-012 
ref|YP_850545.1| HAD-superfamily hydrolase, subfamily IIA [Liste...    75   
4e-012 
ref|YP_637776.1| HAD-superfamily hydrolase, subfamily IIA [Mycob...    75   
4e-012 
ref|ZP_02420216.1| hypothetical protein ANACAC_02833 [Anaerostip...    75   
5e-012 
ref|YP_001139032.1| hypothetical protein cgR_2128 [Corynebacteri...    75   
5e-012 
ref|YP_857163.1| UMP phosphatase [Aeromonas hydrophila subsp. hy...    75   
5e-012 
ref|XP_001790789.1| hypothetical protein SNOG_00094 [Phaeosphaer...    75   
5e-012 
ref|NP_601455.1| predicted sugar phosphatase of the HAD superfam...    75   
5e-012 
ref|YP_014964.1| HAD-superfamily hydrolase, subfamily IIA [Liste...    75   
5e-012 
ref|XP_001850557.1| 4-nitrophenylphosphatase [Culex pipiens quin...    75   
7e-012 
ref|ZP_02309994.1| hypothetical protein LmonocytFSL_19876 [Liste...    75   
7e-012 
ref|ZP_01941563.1| hypothetical protein LMRG_01847 [Listeria mon...    75   
7e-012 
ref|YP_226498.1| PUTATIVE PHOSPHATASE IN N-ACETYLGLUCOSAMINE MET...    75   
7e-012 
ref|ZP_02280744.1| hypothetical protein LmonF_24190 [Listeria mo...    74   
9e-012 
ref|ZP_01930961.1| hypothetical protein LMIG_01478 [Listeria mon...    74   
9e-012 
ref|XP_445414.1| unnamed protein product [Candida glabrata]            74   
9e-012 



ref|NP_465924.1| hypothetical protein lmo2401 [Listeria monocyto...    74   
9e-012 
ref|NP_471830.1| hypothetical protein lin2500 [Listeria innocua ...    74   
9e-012 
ref|ZP_02171589.1| protein of unknown function DUF881 [Bacillus ...    74   
1e-011 
ref|ZP_02184123.1| N-acetyl-glucosamine matabolism [Carnobacteri...    74   
1e-011 
ref|ZP_01724220.1| putative sugar phosphatase [Bacillus sp. B14905]    74   
1e-011 
ref|YP_806099.1| Predicted sugar phosphatase of the HAD superfam...    74   
1e-011 
ref|NP_964524.1| hypothetical protein LJ0498 [Lactobacillus john...    74   
1e-011 
ref|YP_817565.1| Predicted sugar phosphatase of the HAD superfam...    74   
1e-011 
ref|ZP_02688621.1| hypothetical protein LmonFSL_15055 [Listeria ...    74   
2e-011 
ref|YP_001142286.1| UMP phosphatase [Aeromonas salmonicida subsp...    74   
2e-011 
ref|YP_001071238.1| HAD-superfamily hydrolase, subfamily IIA [My...    74   
2e-011 
ref|NP_940031.1| Putative N-acetylglucosamine related protein [C...    74   
2e-011 
ref|ZP_01924724.1| HAD-superfamily hydrolase, subfamily IIA [Vic...    73   
2e-011 
ref|YP_001473579.1| HAD-superfamily hydrolase, subfamily IIA [Sh...    73   
2e-011 
ref|NP_693643.1| L-arabinose operon protein [Oceanobacillus ihey...    73   
2e-011 
ref|YP_001568802.1| HAD-superfamily hydrolase, subfamily IIA [Pe...    73   
3e-011 
ref|YP_001107713.1| hydrolase, haloacid dehalogenase-like family...    73   
3e-011 
ref|YP_640116.1| HAD-superfamily hydrolase, subfamily IIA [Mycob...    73   
3e-011 
ref|YP_001761117.1| HAD-superfamily hydrolase, subfamily IIA [Sh...    72   
4e-011 
ref|ZP_01872731.1| N-acetylglucosamine-6-phoshatase or p-nitroph...    72   
4e-011 
gb|AAL90108.1| AT19180p [Drosophila melanogaster]                      72   
4e-011 
ref|YP_250644.1| hypothetical protein jk0862 [Corynebacterium je...    72   
4e-011 
ref|YP_001673900.1| HAD-superfamily hydrolase, subfamily IIA [Sh...    72   
5e-011 
ref|XP_001209000.1| conserved hypothetical protein [Aspergillus ...    72   
5e-011 
ref|NP_939535.1| hypothetical protein DIP1178 [Corynebacterium d...    72   
5e-011 
ref|YP_001435238.1| HAD-superfamily hydrolase, subfamily IIA [Ig...    72   
6e-011 
gb|ABI14259.1| predicted HAD superfamily sugar phosphatase [Pfie...    72   
6e-011 
ref|NP_960333.1| hypothetical protein MAP1399 [Mycobacterium avi...    72   
6e-011 



ref|YP_001309481.1| HAD-superfamily hydrolase, subfamily IIA [Cl...    72   
6e-011 
ref|YP_814287.1| Predicted sugar phosphatase of the HAD superfam...    72   
6e-011 
ref|ZP_00389908.1| COG0647: Predicted sugar phosphatases of the ...    72   
6e-011 
ref|YP_885269.1| hydrolase [Mycobacterium smegmatis str. MC2 155]      71   
8e-011 
ref|YP_882263.1| HAD-superfamily protein hydrolase, subfamily pr...    71   
8e-011 
ref|YP_253939.1| hypothetical protein SH2024 [Staphylococcus hae...    71   
8e-011 
ref|YP_923670.1| HAD-superfamily hydrolase, subfamily IIA [Nocar...    71   
8e-011 
ref|XP_712776.1| p-nitrophenyl phosphatase [Candida albicans SC5...    71   
8e-011 
ref|YP_001736646.1| HAD-superfamily hydrolase, subfamily IIA [Ca...    71   
1e-010 
ref|ZP_02436393.1| hypothetical protein BACSTE_02651 [Bacteroide...    71   
1e-010 
ref|YP_001175922.1| UMP phosphatase [Enterobacter sp. 638]             71   
1e-010 
ref|YP_395045.1| Putative sugar phosphatase, HAD superfamily [La...    71   
1e-010 
ref|YP_001093637.1| UMP phosphatase [Shewanella loihica PV-4]          71   
1e-010 
ref|YP_795321.1| Predicted sugar phosphatase of the HAD superfam...    70   
1e-010 
ref|XP_794419.1| PREDICTED: hypothetical protein, partial [Stron...    70   
1e-010 
ref|YP_001502436.1| HAD-superfamily hydrolase, subfamily IIA [Sh...    70   
2e-010 
ref|NP_764176.1| N-acetyl-glucosamine catabolism-like protein [S...    70   
2e-010 
ref|ZP_02158702.1| nagD protein [Shewanella benthica KT99]             70   
2e-010 
ref|NP_814917.1| hydrolase, haloacid dehalogenase family [Entero...    70   
2e-010 
pdb|1YV9|A Chain A, Crystal Structure Of A Had-Like Phosphatase ...    70   
2e-010 
ref|ZP_00603326.1| HAD-superfamily subfamily IIA hydrolase, hypo...    70   
2e-010 
ref|YP_001728958.1| Predicted sugar phosphatases of the HAD supe...    69   
3e-010 
ref|ZP_00144661.1| 4-nitrophenylphosphatase [Fusobacterium nucle...    69   
3e-010 
ref|YP_001152760.1| HAD-superfamily hydrolase, subfamily IIA [Py...    69   
5e-010 
ref|YP_001362878.1| HAD-superfamily hydrolase, subfamily IIA [Ki...    68   
7e-010 
ref|ZP_02272249.1| 4-nitrophenylphosphatase [Fusobacterium nucle...    68   
7e-010 
ref|YP_619376.1| Putative sugar phosphatase (HAD superfamily) [L...    68   
7e-010 
ref|YP_160307.1| sugar phosphatase of the HAD superfamily [Azoar...    68   
7e-010 



ref|YP_001050111.1| UMP phosphatase [Shewanella baltica OS155]         68   
7e-010 
ref|YP_813400.1| Predicted sugar phosphatase of the HAD superfam...    68   
7e-010 
ref|YP_001454042.1| hypothetical protein CKO_02489 [Citrobacter ...    68   
9e-010 
ref|YP_001305304.1| HAD-superfamily hydrolase, subfamily IIA [Th...    68   
9e-010 
ref|ZP_01451626.1| haloacid dehalogenase-like protein [Mariprofu...    68   
9e-010 
ref|YP_188107.1| hydrolase, haloacid dehalogenase-like family [S...    68   
9e-010 
ref|NP_718344.1| UMP phosphatase [Shewanella oneidensis MR-1]          68   
9e-010 
ref|XP_001526026.1| conserved hypothetical protein [Lodderomyces...    67   
1e-009 
gb|AAQ06974.1|AF496301_1 N-acetyl glucosamine catabolic protein ...    67   
1e-009 
gb|AAZ99810.1| Ptx16 [Pseudomonas syringae pv. phaseolicola]           67   
1e-009 
ref|YP_001356516.1| HAD-superfamily hydrolase, subfamily IIA [Ni...    67   
1e-009 
ref|YP_562847.1| UMP phosphatase [Shewanella denitrificans OS217]      67   
1e-009 
ref|YP_276422.1| hydrolase, HAD-superfamily, subfamily IIA [Pseu...    67   
1e-009 
ref|YP_151274.1| UMP phosphatase [Salmonella enterica subsp. ent...    67   
1e-009 
ref|NP_455242.1| UMP phosphatase [Salmonella enterica subsp. ent...    67   
1e-009 
ref|ZP_02946803.1| HAD-superfamily subfamily IIA hydrolase like ...    67   
2e-009 
emb|CAA61932.1| AraL protein [Bacillus subtilis]                       67   
2e-009 
ref|NP_390755.1| arabinose operon protein L [Bacillus subtilis s...    67   
2e-009 
ref|XP_001674311.1| Hypothetical protein CBG18893 [Caenorhabditi...    66   
3e-009 
ref|NP_785726.1| sugar phosphatase of the HAD superfamily (putat...    66   
3e-009 
ref|YP_734510.1| UMP phosphatase [Shewanella sp. MR-4]                 66   
3e-009 
ref|YP_750294.1| UMP phosphatase [Shewanella frigidimarina NCIMB...    66   
3e-009 
dbj|BAG26889.1| sugar phosphatase [Lactobacillus fermentum IFO 3...    66   
3e-009 
ref|YP_963806.1| UMP phosphatase [Shewanella sp. W3-18-1]              66   
3e-009 
ref|YP_738496.1| UMP phosphatase [Shewanella sp. MR-7]                 66   
3e-009 
emb|CAJ75726.1| predicted sugar phosphatases of the HAD superfam...    65   
4e-009 
ref|YP_504259.1| HAD-superfamily subfamily IIA hydrolase, hypoth...    65   
4e-009 
ref|YP_001048126.1| HAD-superfamily hydrolase, subfamily IA, var...    65   
6e-009 



ref|XP_319146.4| AGAP010002-PA [Anopheles gambiae str. PEST]           65   
7e-009 
ref|NP_687906.1| hydrolase, haloacid dehalogenase-like family [S...    64   
1e-008 
ref|NP_504597.1| K08B12.3 [Caenorhabditis elegans]                     64   
1e-008 
ref|XP_001484781.1| hypothetical protein PGUG_02510 [Pichia guil...    64   
2e-008 
emb|CAA06779.1| hypothetical protein [Acidianus ambivalens]            64   
2e-008 
ref|YP_193358.1| n-acetylglucosamine catabolic protein [Lactobac...    64   
2e-008 
 
>pdb|2CFS|A Chain A, Crystal Structure Of Human Pyridoxal 5'-Phosphate 
           Phosphatase 
          Length = 298 
 
 Score =  505 bits (1300), Expect = e-141 
 Identities = 257/298 (86%), Positives = 257/298 (86%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 
Sbjct: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXX 120 
           NNSRRARPELALRFARLGFGGLRAEQLFSS            PGPPDAPGAVFV       
Sbjct: 61  NNSRRARPELALRFARLGFGGLRAEQLFSSALCAARLLRQRLPGPPDAPGAVFVLGGEGL 120 
 
Query: 121 XXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDR 180 
                                  RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDR 
Sbjct: 121 RAELRAAGLRLAGDPSAGDGAAPRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDR 180 
 
Query: 181 DPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGD 240 
           DPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGD 
Sbjct: 181 DPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGD 240 
 
Query: 241 RLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           RLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 
Sbjct: 241 RLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
 
 
>ref|NP_064711.1| pyridoxal (pyridoxine, vitamin B6) phosphatase [Homo 
sapiens] 
          Length = 296 
 
 Score =  501 bits (1290), Expect = e-140 
 Identities = 255/296 (86%), Positives = 255/296 (86%) 
 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 
Sbjct: 1   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXX 122 
           SRRARPELALRFARLGFGGLRAEQLFSS            PGPPDAPGAVFV         
Sbjct: 61  SRRARPELALRFARLGFGGLRAEQLFSSALCAARLLRQRLPGPPDAPGAVFVLGGEGLRA 120 
 
Query: 123 XXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 182 



                                RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 
Sbjct: 121 ELRAAGLRLAGDPSAGDGAAPRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 180 
 
Query: 183 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 242 
           WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 
Sbjct: 181 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 240 
 
Query: 243 ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 
Sbjct: 241 ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 296 
 
 
>pdb|2CFR|A Chain A, Crystal Structure Of Human Pyridoxal 5'-Phosphate 
           Phosphatase 
          Length = 298 
 
 Score =  496 bits (1276), Expect = e-138 
 Identities = 253/298 (84%), Positives = 253/298 (84%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           GA ARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 
Sbjct: 1   GAXARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXX 120 
           NNSRRARPELALRFARLGFGGLRAEQLFSS            PGPPDAPGAVFV       
Sbjct: 61  NNSRRARPELALRFARLGFGGLRAEQLFSSALCAARLLRQRLPGPPDAPGAVFVLGGEGL 120 
 
Query: 121 XXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDR 180 
                                  RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDR 
Sbjct: 121 RAELRAAGLRLAGDPSAGDGAAPRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDR 180 
 
Query: 181 DPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGD 240 
           DPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPY FECITENFSIDPARTL VGD 
Sbjct: 181 DPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYXFECITENFSIDPARTLXVGD 240 
 
Query: 241 RLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           RLETDILFGHRCG TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 
Sbjct: 241 RLETDILFGHRCGXTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
 
 
>pdb|2OYC|A Chain A, Crystal Structure Of Human Pyridoxal Phosphate 
Phosphatase 
          Length = 306 
 
 Score =  493 bits (1270), Expect = e-138 
 Identities = 251/297 (84%), Positives = 253/297 (85%) 
 
Query: 2   AMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSN 61 
           ++ARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSN 
Sbjct: 2   SLARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSN 61 
 
Query: 62  NSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXX 121 
           NSRRARPELALRFARLGFGGLRAEQLFSS            PGPPDAPGAVFV        
Sbjct: 62  NSRRARPELALRFARLGFGGLRAEQLFSSALCAARLLRQRLPGPPDAPGAVFVLGGEGLR 121 
 
Query: 122 XXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRD 181 
                                 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRD 



Sbjct: 122 AELRAAGLRLAGDPSAGDGAAPRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRD 181 
 
Query: 182 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDR 241 
           PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPY FECITENFSIDPARTL VGDR 
Sbjct: 182 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYXFECITENFSIDPARTLXVGDR 241 
 
Query: 242 LETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           LETDILFGHRCG TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 
Sbjct: 242 LETDILFGHRCGXTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
 
 
>ref|NP_001030207.1| pyridoxal (pyridoxine, vitamin B6) phosphatase [Bos 
taurus] 
          Length = 296 
 
 Score =  473 bits (1216), Expect = e-132 
 Identities = 240/296 (81%), Positives = 247/296 (83%) 
 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MARCERLRGAALRDV+GRAQGVLFDC+GVLWNGERAVPGAPELLERLA+AGKA LFVSNN 
Sbjct: 1   MARCERLRGAALRDVVGRAQGVLFDCNGVLWNGERAVPGAPELLERLAQAGKATLFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXX 122 
           SRRARPELALRFARLGFGGLR+EQLFSS             GPPD  GAVFV         
Sbjct: 61  SRRARPELALRFARLGFGGLRSEQLFSSALCAARLLRQRLLGPPDTQGAVFVLGGEGLRA 120 
 
Query: 123 XXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 182 
                                RVRAVLVGYDEHFSFAKL EACAHLRDP+CLLVATDRDP 
Sbjct: 121 ELRAAGLRLAGDPSEDPGAAPRVRAVLVGYDEHFSFAKLSEACAHLRDPDCLLVATDRDP 180 
 
Query: 183 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 242 
           WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITE+FS+DP RTLMVGDRL 
Sbjct: 181 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITEHFSVDPGRTLMVGDRL 240 
 
Query: 243 ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           ETDILFGHRCGMTTVLTLTGVS LEEAQAYLAAGQHDLVPHYYVESIADL EGLED 
Sbjct: 241 ETDILFGHRCGMTTVLTLTGVSSLEEAQAYLAAGQHDLVPHYYVESIADLMEGLED 296 
 
 
>gb|AAI66563.1| Unknown (protein for MGC:188190) [Rattus norvegicus] 
          Length = 292 
 
 Score =  468 bits (1205), Expect = e-130 
 Identities = 239/296 (80%), Positives = 248/296 (83%), Gaps = 4/296 (1%) 
 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MARCERLRGAALRDVLG+AQGVLFDCDGVLWNGER VPGAPELL+RLA+AGKA LFVSNN 
Sbjct: 1   MARCERLRGAALRDVLGQAQGVLFDCDGVLWNGERIVPGAPELLQRLAQAGKATLFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXX 122 
           SRRARPELALRFARLGF GLRAE+LFSS            PGPPDAPGAVFV         
Sbjct: 61  SRRARPELALRFARLGFTGLRAEELFSSAVCAARLLRQRLPGPPDAPGAVFVLGGEGLRA 120 
 
Query: 123 XXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 182 
                                RVRAVLVGYDEHFSFAKL EACAHLRDP+CLLVATDRDP 
Sbjct: 121 ELRAAGLRLAGDPGDDP----RVRAVLVGYDEHFSFAKLTEACAHLRDPDCLLVATDRDP 176 
 



Query: 183 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 242 
           WHPL+DGSRTPGTGSLAAAVETASGRQALVVGKPSPYMF+CITE+FS+DPAR LMVGDRL 
Sbjct: 177 WHPLTDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFQCITEDFSVDPARMLMVGDRL 236 
 
Query: 243 ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           ETDILFGHRCGMTTVLTLTGVS LEEAQAYLAAGQHDLVPHYYVESIADL EGLED 
Sbjct: 237 ETDILFGHRCGMTTVLTLTGVSSLEEAQAYLAAGQHDLVPHYYVESIADLMEGLED 292 
 
 
>sp|Q8VD52|PLPP_RAT Pyridoxal phosphate phosphatase (PLP phosphatase) (Reg I-
binding 
           protein 1) 
          Length = 309 
 
 Score =  464 bits (1194), Expect = e-129 
 Identities = 237/294 (80%), Positives = 246/294 (83%), Gaps = 4/294 (1%) 
 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MARCERLRGAALRDVLG+AQGVLFDCDGVLWNGER VPGAPELL+RLA+AGKA LFVSNN 
Sbjct: 1   MARCERLRGAALRDVLGQAQGVLFDCDGVLWNGERIVPGAPELLQRLAQAGKATLFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXX 122 
           SRRARPELALRFARLGF GLRAE+LFSS            PGPPDAPGAVFV         
Sbjct: 61  SRRARPELALRFARLGFTGLRAEELFSSAVCAARLLRQRLPGPPDAPGAVFVLGGEGLRA 120 
 
Query: 123 XXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 182 
                                RVRAVLVGYDEHFSFAKL EACAHLRDP+CLLVATDRDP 
Sbjct: 121 ELRAAGLRLAGDPGDDP----RVRAVLVGYDEHFSFAKLTEACAHLRDPDCLLVATDRDP 176 
 
Query: 183 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 242 
           WHPL+DGSRTPGTGSLAAAVETASGRQALVVGKPSPYMF+CITE+FS+DPAR LMVGDRL 
Sbjct: 177 WHPLTDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFQCITEDFSVDPARMLMVGDRL 236 
 
Query: 243 ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
           ETDILFGHRCGMTTVLTLTGVS LEEAQAYLAAGQHDLVPHYYVESIADL EGL 
Sbjct: 237 ETDILFGHRCGMTTVLTLTGVSSLEEAQAYLAAGQHDLVPHYYVESIADLMEGL 290 
 
 
>ref|NP_064667.2| pyridoxal phosphate phosphatase [Mus musculus] 
          Length = 292 
 
 Score =  457 bits (1175), Expect = e-127 
 Identities = 235/296 (79%), Positives = 243/296 (82%), Gaps = 4/296 (1%) 
 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MARCERLRGAALRDVLG+AQGVLFDCDGVLWNGER VPGAPELL+RLARAGK  LFVSNN 
Sbjct: 1   MARCERLRGAALRDVLGQAQGVLFDCDGVLWNGERIVPGAPELLQRLARAGKNTLFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXX 122 
           SRRARPELALRFARLGF GLRAEQLFSS             GPPDA GAVFV         
Sbjct: 61  SRRARPELALRFARLGFAGLRAEQLFSSALCAARLLRQRLSGPPDASGAVFVLGGEGLRA 120 
 
Query: 123 XXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 182 
                                RVRAVLVGYDE FSF++L EACAHLRDP+CLLVATDRDP 
Sbjct: 121 ELRAAGLRLAGDPGEDP----RVRAVLVGYDEQFSFSRLTEACAHLRDPDCLLVATDRDP 176 
 
Query: 183 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 242 



           WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMF+CITE+FS+DPARTLMVGDRL 
Sbjct: 177 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFQCITEDFSVDPARTLMVGDRL 236 
 
Query: 243 ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           ETDILFGHRCGMTTVLTLTGVS LEEAQAYL AGQ DLVPHYYVESIADL EGLED 
Sbjct: 237 ETDILFGHRCGMTTVLTLTGVSSLEEAQAYLTAGQRDLVPHYYVESIADLMEGLED 292 
 
 
>ref|XP_001376550.1| PREDICTED: similar to OTTHUMP00000042130 [Monodelphis 
domestica] 
          Length = 289 
 
 Score =  399 bits (1025), Expect = e-109 
 Identities = 211/295 (71%), Positives = 224/295 (75%), Gaps = 7/295 (2%) 
 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MA CERL G ALR++L R QGVLFDCDGVLWNGE AV GAPELLERL R GKAALFVSNN 
Sbjct: 1   MAVCERLGGNALRELLARTQGVLFDCDGVLWNGELAVTGAPELLERLGRGGKAALFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXX 122 
           SRR+  ELA RFARLGF G+ AEQLFSS            P P   PGAVFV         
Sbjct: 61  SRRSVEELAARFARLGFRGVAAEQLFSSALCAARLLRQRLPRPCP-PGAVFVLGGEGLRG 119 
 
Query: 123 XXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDP 182 
                                 VRAVLVGYDEHF+FAKL EACAHLRDP+CLLVATD DP 
Sbjct: 120 ELRAAGLRLAGDEPGP------VRAVLVGYDEHFTFAKLSEACAHLRDPDCLLVATDVDP 173 
 
Query: 183 WHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRL 242 
           WHPLSDG  TPGTGSL AAVETASGRQALVVGKPS YMFECITE F +DPARTLMVGDRL 
Sbjct: 174 WHPLSDGRTTPGTGSLTAAVETASGRQALVVGKPSTYMFECITERFGVDPARTLMVGDRL 233 
 
Query: 243 ETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           ETDILFGHRCG+TTVLTLTGVSRLE+AQAYLAAG+ +LVPHYYV+S+ADL  GLE 
Sbjct: 234 ETDILFGHRCGLTTVLTLTGVSRLEQAQAYLAAGKPELVPHYYVDSVADLMAGLE 288 
 
 
>gb|AAH69982.1| Pdxp protein [Mus musculus] 
          Length = 233 
 
 Score =  349 bits (895), Expect = 2e-094 
 Identities = 181/237 (76%), Positives = 187/237 (78%), Gaps = 4/237 (1%) 
 
Query: 62  NSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXX 121 
           NSRRARPELALRFARLGF GLRAEQLFSS             GPPDA GAVFV        
Sbjct: 1   NSRRARPELALRFARLGFAGLRAEQLFSSALCAARLLRQRLSGPPDASGAVFVLGGEGLR 60 
 
Query: 122 XXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRD 181 
                                 RVRAVLVGYDE FSF++L EACAHLRDP+CLLVATDRD 
Sbjct: 61  AELRAAGLRLAGDPGEDP----RVRAVLVGYDEQFSFSRLTEACAHLRDPDCLLVATDRD 116 
 
Query: 182 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDR 241 
           PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMF+CITE+FS+DPARTLMVGDR 
Sbjct: 117 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFQCITEDFSVDPARTLMVGDR 176 
 
Query: 242 LETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           LETDILFGHRCGMTTVLTLTGVS LEEAQAYL AGQ DLVPHYYVESIADL EGLED 
Sbjct: 177 LETDILFGHRCGMTTVLTLTGVSSLEEAQAYLTAGQRDLVPHYYVESIADLMEGLED 233 



 
 
>gb|AAH09756.2| PDXP protein [Homo sapiens] 
          Length = 176 
 
 Score =  317 bits (811), Expect = 8e-085 
 Identities = 155/155 (100%), Positives = 155/155 (100%) 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
           RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 
Sbjct: 22  RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 81 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
           TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 
Sbjct: 82  TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 141 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 
Sbjct: 142 SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 176 
 
 
>gb|AAL37168.1|AF318578_1 reg I binding protein I [Rattus norvegicus] 
          Length = 204 
 
 Score =  297 bits (761), Expect = 5e-079 
 Identities = 144/153 (94%), Positives = 149/153 (97%) 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
           RVRAVLVGYDEHFSFAKL EACAHLRDP+CLLVATDRDPWHPL+DGSRTPGTGSLAAAVE 
Sbjct: 33  RVRAVLVGYDEHFSFAKLTEACAHLRDPDCLLVATDRDPWHPLTDGSRTPGTGSLAAAVE 92 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
           TASGRQALVVGKPSPYMF+CITE+FS+DPAR LMVGDRLETDILFGHRCGMTTVLTLTGV 
Sbjct: 93  TASGRQALVVGKPSPYMFQCITEDFSVDPARMLMVGDRLETDILFGHRCGMTTVLTLTGV 152 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
           S LEEAQAYLAAGQHDLVPHYYVESIADL EGL 
Sbjct: 153 SSLEEAQAYLAAGQHDLVPHYYVESIADLMEGL 185 
 
 
>gb|AAH58388.1| Pdxp protein [Mus musculus] 
          Length = 157 
 
 Score =  295 bits (755), Expect = 3e-078 
 Identities = 143/155 (92%), Positives = 149/155 (96%) 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
           RVRAVLVGYDE FSF++L EACAHLRDP+CLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 
Sbjct: 3   RVRAVLVGYDEQFSFSRLTEACAHLRDPDCLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 62 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
           TASGRQALVVGKPSPYMF+CITE+FS+DPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 
Sbjct: 63  TASGRQALVVGKPSPYMFQCITEDFSVDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 122 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           S LEEAQAYL AGQ DLVPHYYVESIADL EGLED 
Sbjct: 123 SSLEEAQAYLTAGQRDLVPHYYVESIADLMEGLED 157 



 
 
>ref|XP_689525.1| PREDICTED: hypothetical protein [Danio rerio] 
          Length = 308 
 
 Score =  270 bits (689), Expect = 1e-070 
 Identities = 146/300 (48%), Positives = 181/300 (60%), Gaps = 7/300 (2%) 
 
Query: 6   CERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRR 65 
           C  LRGA +RD+L     VLFDCDGV+WNGE AV GAPE++  L + GK   FV+NN  R 
Sbjct: 8   CVALRGAQIRDLLDAKHNVLFDCDGVIWNGETAVAGAPEVVSLLKQRGKRVFFVTNNCTR 67 
 
Query: 66  ARPELALRFARLGFGGLRAEQLFSSX--XXXXXXXXXXXPGPPDA--PGAVFVXXXXXXX 121 
            R     +F+RLGF  +  E++FSS               G   A   G V          
Sbjct: 68  PRENYVQKFSRLGFADVAEEEIFSSAYCSAAYLRDVARLQGKVYAIGGGGVLKELRDAGV 127 
 
Query: 122 XXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRD 181 
                                  VRAVLVGYDE F+F KL +AC +LRD ECL +ATD D 
Sbjct: 128 PVVEEPAEQEEGTSIYNCPLDPDVRAVLVGYDESFTFMKLAKACCYLRDAECLFLATDPD 187 
 
Query: 182 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDR 241 
           PWHPL  G  TPG+GSL AA+ETAS R+A V+GKPS +MF+CI+  F +DP+R+LM+GDR 
Sbjct: 188 PWHPLRGGRITPGSGSLTAALETASSRKATVIGKPSRFMFDCISSQFDLDPSRSLMIGDR 247 
 
Query: 242 LETDILFGHRCGMTTVLTLTGVSRLEEAQAY---LAAGQHDLVPHYYVESIADLTEGLED 298 
           LETDILFG  CG++TVLTLTGVS L+EAQ Y    +  Q D  P + VES+AD  + LE+ 
Sbjct: 248 LETDILFGSNCGLSTVLTLTGVSTLDEAQRYRDSQSPEQKDCAPDFVVESVADFLQVLEE 307 
 
 
>emb|CAG09614.1| unnamed protein product [Tetraodon nigroviridis] 
          Length = 302 
 
 Score =  247 bits (630), Expect = 8e-064 
 Identities = 134/296 (45%), Positives = 174/296 (58%), Gaps = 14/296 (4%) 
 
Query: 6   CERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRR 65 
           C+++ GA +R +L     +LFDCDGV+WNGE+A+ GA  ++  L R GK  +FV+NN  R 
Sbjct: 10  CQKIGGAQIRSLLAAKDFILFDCDGVIWNGEKAIAGAVAVVSSLIRLGKNVVFVTNNCTR 69 
 
Query: 66  ARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXX 125 
            R     +F RLGF  +  EQ+FSS                   G VFV            
Sbjct: 70  PRENYVHKFCRLGFTDVMLEQIFSSSYCSALYLRDVV----QVRGQVFVIGCDGLRRELQ 125 
 
Query: 126 XXX------XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATD 179 
                                    V+AVLVG+D+  +F KL +A  +LRDP+CL +ATD 
Sbjct: 126 EAGVPCLEDADEPNATIFDCALAPDVKAVLVGHDDKMTFLKLAKASCYLRDPDCLFLATD 185 
 
Query: 180 RDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFS-IDPARTLMV 238 
            DPWHPLS G   PG+GSL AA+E ASGR+A V+GKPS +MFECI+  FS +DPA+ LM+ 
Sbjct: 186 NDPWHPLSSGRILPGSGSLTAALEVASGRKATVIGKPSRFMFECISSQFSGVDPAQCLMI 245 
 
Query: 239 GDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAY---LAAGQHDLVPHYYVESIAD 291 
           GDRL+TD+LFG  CG+ TVLTLTGVS++EEAQ Y          LVP Y V++IAD 
Sbjct: 246 GDRLQTDMLFGSNCGLDTVLTLTGVSQMEEAQEYSNSQLTSHRSLVPDYVVDTIAD 301 
 
 
>ref|NP_001025809.1| hypothetical protein LOC416559 [Gallus gallus] 



          Length = 312 
 
 Score =  245 bits (626), Expect = 2e-063 
 Identities = 144/307 (46%), Positives = 172/307 (56%), Gaps = 15/307 (4%) 
 
Query: 5   RCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSR 64 
           RC RL G   R VL     +LFDCDGVLW GE A+ GAP  L RLA AGK   +V+NNS  
Sbjct: 8   RCRRLEGETARAVLANVDTLLFDCDGVLWRGEAALSGAPAALGRLAAAGKRLCYVTNNSS 67 
 
Query: 65  RARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXP---------GPPDAPGAVFVX 115 
           R R     +  RLGF       +F S            P         GP  A  A     
Sbjct: 68  RTRVAYTEKLRRLGFPPAEPRHVFGSAFCAARYLRQALPPGAAAYVLGGP--ALSAELEA 125 
 
Query: 116 XXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECL 174 
                                        VRAVLVG+DEHFS+AKL +A  +L R P+CL 
Sbjct: 126 AGIPHLGPGPAALPGPAPADWAQAPLEPAVRAVLVGFDEHFSYAKLCQALRYLLRGPDCL 185 
 
Query: 175 LVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPAR 234 
           LV T+RD   PL  GS  PGTG L  AVETA+ R+AL+VGKPS Y+F+C+   F IDPAR 
Sbjct: 186 LVGTNRDNRLPLEGGSAIPGTGCLVKAVETAAEREALIVGKPSRYIFDCVASEFDIDPAR 245 
 
Query: 235 TLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAA---GQHDLVPHYYVESIAD 291 
           T+MVGDRL+TDIL G+ CG+TT+LTLTGVS LEE + +  +    +  LVP YYV+SIAD 
Sbjct: 246 TIMVGDRLDTDILMGNTCGLTTLLTLTGVSTLEEVRGHQESDCPARQGLVPDYYVDSIAD 305 
 
Query: 292 LTEGLED 298 
           L   LED 
Sbjct: 306 LLPALED 312 
 
 
>emb|CAG04471.1| unnamed protein product [Tetraodon nigroviridis] 
          Length = 315 
 
 Score =  219 bits (557), Expect = 2e-055 
 Identities = 124/307 (40%), Positives = 168/307 (54%), Gaps = 18/307 (5%) 
 
Query: 4   ARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNS 63 
           A+C RL GA ++ +L     VLFDCDGV+W G++A+PGAP+++  L + GK   FV+NNS 
Sbjct: 13  AKCVRLNGALIKQLLDSVDSVLFDCDGVIWRGDQAIPGAPQVINLLKQKGKHVFFVTNNS 72 
 
Query: 64  RRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXX 123 
            + R   A + A LGF  +  E++F +                   G V++          
Sbjct: 73  TKTRKMYADKMASLGFN-VSEEEIFGTAYCCARYLKSVC----GLEGKVYLIGSPAMEQE 127 
 
Query: 124 XXXXXXXXXXXXXXXXXXXXR----------VRAVLVGYDEHFSFAKLREACAHLRDPEC 173 
                                          V+AV+VG+DEHFS+ KL  A  +L      
Sbjct: 128 LEAVGIRQTGAGPDLIAGKQNDWANVALDPEVKAVVVGFDEHFSYMKLNRALQYLSQRGS 187 
 
Query: 174 LLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPA 233 
           L V T+RD   PL +G   PGTG L  AVETA+ RQA  VGKPS YMF+C+   F ++P  
Sbjct: 188 LFVGTNRDTRLPLEEGRAVPGTGCLLQAVETAAQRQAHTVGKPSHYMFDCVASQFPVEPG 247 
 
Query: 234 RTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAG---QHDLVPHYYVESIA 290 
           R LMVGDRL+TDIL G  CG+ T+LTLTGVS L +A+ + A+G   +  +VP YYVESIA 
Sbjct: 248 RCLMVGDRLDTDILLGSNCGLRTLLTLTGVSTLADAEEHRASGCPQRQAMVPDYYVESIA 307 
 
Query: 291 DLTEGLE 297 



           D+   L+ 
Sbjct: 308 DVLPALQ 314 
 
 
>ref|NP_997891.1| hypothetical protein LOC792824 [Danio rerio] 
          Length = 306 
 
 Score =  218 bits (554), Expect = 5e-055 
 Identities = 124/309 (40%), Positives = 168/309 (54%), Gaps = 18/309 (5%) 
 
Query: 2   AMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSN 61 
           A ++C RL GA  R +L     VLFDCDGV+W G++A+PGAPE++  L + GK   FV+N 
Sbjct: 2   AASKCVRLNGALSRQLLDSVDCVLFDCDGVIWRGDQAIPGAPEVINSLKKHGKQVFFVTN 61 
 
Query: 62  NSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXX 121 
           NS + R   A +  +LGF    A+++F +                   G V++        
Sbjct: 62  NSTKTRQMYADKLGKLGFDAA-ADEVFGTAYCSAQYLKNVCK----LDGKVYLIGSKAMK 116 
 
Query: 122 XXXXXXXX----------XXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDP 171 
                                            V+AVLVG+DEHFS+ KL  A  +L DP 
Sbjct: 117 QELEEVGIQPVGVGPDLISGVQIDWANVPLDQEVQAVLVGFDEHFSYMKLNRALQYLCDP 176 
 
Query: 172 ECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSID 231 
           +C  V T+ D   PL  G   PGTG L  AVETA+ RQA VVGKPS +MFEC+   F++  
Sbjct: 177 DCQFVGTNTDTRLPLEGGKAVPGTGCLLRAVETAAQRQAQVVGKPSNFMFECVASQFNLK 236 
 
Query: 232 PARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAA---GQHDLVPHYYVES 288 
           P R LMVGDRL+TDI+ G  CG+ T+LTLTGVS + EA+A   +    +  +VP YY++S 
Sbjct: 237 PQRCLMVGDRLDTDIMLGSNCGLKTLLTLTGVSTVAEAEANQKSECPQKQRMVPDYYIDS 296 
 
Query: 289 IADLTEGLE 297 
           IAD+   L+ 
Sbjct: 297 IADILPALQ 305 
 
 
>gb|AAH37010.1| Pdxp protein [Mus musculus] 
          Length = 117 
 
 Score =  214 bits (545), Expect = 6e-054 
 Identities = 106/113 (93%), Positives = 109/113 (96%) 
 
Query: 186 LSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETD 245 
           LSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMF+CITE+FS+DPARTLMVGDRLETD 
Sbjct: 5   LSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFQCITEDFSVDPARTLMVGDRLETD 64 
 
Query: 246 ILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           ILFGHRCGMTTVLTLTGVS LEEAQAYL AGQ DLVPHYYVESIADL EGLED 
Sbjct: 65  ILFGHRCGMTTVLTLTGVSSLEEAQAYLTAGQRDLVPHYYVESIADLMEGLED 117 
 
 
>ref|NP_080230.2| hypothetical protein LOC67078 [Mus musculus] 
          Length = 321 
 
 Score =  211 bits (537), Expect = 5e-053 
 Identities = 123/313 (39%), Positives = 166/313 (53%), Gaps = 16/313 (5%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 



           G  ARC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 
Sbjct: 8   GDEARCVRLSAERAKLLLAEVDTLLFDCDGVLWRGETAVPGAPETLRALRARGKRLGFIT 67 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAEQ----LFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGFGG    +    +F +             G PD    V     
Sbjct: 68  NNSSKTRTAYAEKLRRLGFGGPVGPEAGLEVFGTAYCSALYLRQRLAGVPDPKAYVLGSP 127 
 
Query: 117 XXXXXXXXXXXXXXXXXXXXXXXXXXXR---------VRAVLVGYDEHFSFAKLREACAH 167 
                                                VRAV+VG+D HFS+ KL +A  + 
Sbjct: 128 ALAAELEAVGVTSVGVGPDVLHGDGPSDWLAVPLEPDVRAVVVGFDPHFSYMKLTKAVRY 187 
 
Query: 168 LRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITEN 227 
           L+ P+CLLV T+ D   PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++  
Sbjct: 188 LQQPDCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQE 247 
 
Query: 228 FSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAG---QHDLVPHY 284 
           + I+P RT+MVGDRL+TDIL G  C + T+LTLTGVS LE+ ++   +    +  +VP + 
Sbjct: 248 YGINPERTVMVGDRLDTDILLGSTCSLKTILTLTGVSSLEDVKSNQESDCMFKKKMVPDF 307 
 
Query: 285 YVESIADLTEGLE 297 
           YV+SIADL   L+ 
Sbjct: 308 YVDSIADLLPALQ 320 
 
 
>ref|XP_001161839.1| PREDICTED: hypothetical protein isoform 4 [Pan 
troglodytes] 
          Length = 669 
 
 Score =  210 bits (535), Expect = 8e-053 
 Identities = 107/114 (93%), Positives = 109/114 (95%), Gaps = 1/114 (0%) 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
           P+ D +R   TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 
Sbjct: 557 PVEDMARR-STGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 615 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 
Sbjct: 616 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 669 
 
 
>ref|XP_213235.3| PREDICTED: similar to pyridoxal (pyridoxine, vitamin B6) 
           phosphatase [Rattus norvegicus] 
          Length = 418 
 
 Score =  210 bits (535), Expect = 8e-053 
 Identities = 122/313 (38%), Positives = 165/313 (52%), Gaps = 16/313 (5%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G   RC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 
Sbjct: 105 GDEVRCVRLSAERAKLLLAEVDTLLFDCDGVLWRGETAVPGAPETLRALRARGKRLGFIT 164 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAEQ----LFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGFGG    +    +F +             G PD    V     
Sbjct: 165 NNSSKTRTAYAEKLRRLGFGGPMGPEAGLEVFGTAYCSALYLRQRLAGVPDPKAYVLGSP 224 
 
Query: 117 XXXXXXXXXXXXXXXXXXXXXXXXXXXR---------VRAVLVGYDEHFSFAKLREACAH 167 
                                                VRAV+VG+D HFS+ KL +A  + 



Sbjct: 225 ALAAELEAVGVTSVGVGPDVLHGDGPSDWLAVPLEPDVRAVVVGFDPHFSYMKLTKAVRY 284 
 
Query: 168 LRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITEN 227 
           L+ P+CLLV T+ D   PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++  
Sbjct: 285 LQQPDCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQE 344 
 
Query: 228 FSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAG---QHDLVPHY 284 
           + I+P RT+MVGDRL+TDIL G  C + T+LTLTGVS LE+ ++   +    +  +VP + 
Sbjct: 345 YGINPERTVMVGDRLDTDILLGSTCSLKTILTLTGVSSLEDVKSNQESDCMFKKKMVPDF 404 
 
Query: 285 YVESIADLTEGLE 297 
           YV+SIADL   L+ 
Sbjct: 405 YVDSIADLLPALQ 417 
 
 
>dbj|BAC86732.1| unnamed protein product [Homo sapiens] 
          Length = 605 
 
 Score =  210 bits (535), Expect = 8e-053 
 Identities = 107/114 (93%), Positives = 109/114 (95%), Gaps = 1/114 (0%) 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
           P+ D +R   TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 
Sbjct: 493 PVEDMARR-STGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 551 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 
Sbjct: 552 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 605 
 
 
>gb|EDM03833.1| similar to RIKEN cDNA 1700012G19 gene (predicted) [Rattus 
           norvegicus] 
          Length = 321 
 
 Score =  210 bits (535), Expect = 8e-053 
 Identities = 122/313 (38%), Positives = 165/313 (52%), Gaps = 16/313 (5%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G   RC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 
Sbjct: 8   GDEVRCVRLSAERAKLLLAEVDTLLFDCDGVLWRGETAVPGAPETLRALRARGKRLGFIT 67 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAEQ----LFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGFGG    +    +F +             G PD    V     
Sbjct: 68  NNSSKTRTAYAEKLRRLGFGGPMGPEAGLEVFGTAYCSALYLRQRLAGVPDPKAYVLGSP 127 
 
Query: 117 XXXXXXXXXXXXXXXXXXXXXXXXXXXR---------VRAVLVGYDEHFSFAKLREACAH 167 
                                                VRAV+VG+D HFS+ KL +A  + 
Sbjct: 128 ALAAELEAVGVTSVGVGPDVLHGDGPSDWLAVPLEPDVRAVVVGFDPHFSYMKLTKAVRY 187 
 
Query: 168 LRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITEN 227 
           L+ P+CLLV T+ D   PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++  
Sbjct: 188 LQQPDCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQE 247 
 
Query: 228 FSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAG---QHDLVPHY 284 
           + I+P RT+MVGDRL+TDIL G  C + T+LTLTGVS LE+ ++   +    +  +VP + 
Sbjct: 248 YGINPERTVMVGDRLDTDILLGSTCSLKTILTLTGVSSLEDVKSNQESDCMFKKKMVPDF 307 
 



Query: 285 YVESIADLTEGLE 297 
           YV+SIADL   L+ 
Sbjct: 308 YVDSIADLLPALQ 320 
 
 
>ref|XP_001088993.1| PREDICTED: SH3-domain binding protein 1 [Macaca mulatta] 
          Length = 757 
 
 Score =  210 bits (534), Expect = 1e-052 
 Identities = 106/114 (92%), Positives = 109/114 (95%), Gaps = 1/114 (0%) 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
           P+ D +R   TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 
Sbjct: 645 PVEDMARR-STGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 703 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVES+ADLTEGLED 
Sbjct: 704 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESVADLTEGLED 757 
 
 
>ref|XP_001084229.1| PREDICTED: similar to pyridoxal (pyridoxine, vitamin B6) 
           phosphatase [Macaca mulatta] 
          Length = 453 
 
 Score =  209 bits (532), Expect = 2e-052 
 Identities = 125/314 (39%), Positives = 166/314 (52%), Gaps = 18/314 (5%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G  ARC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 
Sbjct: 140 GDDARCVRLSAERAQALLADVDTLLFDCDGVLWRGETAVPGAPEALRALRARGKRLGFIT 199 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAE----QLFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGFGG        ++F +             G P AP A  +   
Sbjct: 200 NNSSKTRAAYAEKLRRLGFGGPAGPGAGLEVFGTAYCTALYLSQRLAGAP-APKAYVLGS 258 
 
Query: 117 XXXXXXXXXXXXXXXXXXXX----------XXXXXXXRVRAVLVGYDEHFSFAKLREACA 166 
                                                 VRAV+VG+D HFS+ KL +A   
Sbjct: 259 PALAAELEAVGVTSVGVGPEPLQGEGPGDWLHAPLEPDVRAVVVGFDPHFSYMKLTKALR 318 
 
Query: 167 HLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITE 226 
           +L+ P+CLLV T+ D   PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++ 
Sbjct: 319 YLQQPDCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQ 378 
 
Query: 227 NFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEA---QAYLAAGQHDLVPH 283 
            + I+P RT+MVGDRL+TDIL G  CG+ T+LTLTGVS L +    Q      +  +VP  
Sbjct: 379 EYGINPERTVMVGDRLDTDILLGVTCGLKTILTLTGVSTLGDVKNNQESDCVSKKKMVPD 438 
 
Query: 284 YYVESIADLTEGLE 297 
           +YV+SIADL   L+ 
Sbjct: 439 FYVDSIADLLPALQ 452 
 
 
>ref|XP_001234473.1| PREDICTED: similar to OTTHUMP00000042130 [Gallus gallus] 
          Length = 196 
 
 Score =  209 bits (531), Expect = 2e-052 
 Identities = 114/196 (58%), Positives = 126/196 (64%), Gaps = 7/196 (3%) 



 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MA C RL GAALR+VLG AQG+LFDCDGVLW GE AVPGAPELLERL R GKAALFVSNN 
Sbjct: 1   MASCRRLSGAALREVLGSAQGLLFDCDGVLWAGESAVPGAPELLERLQRGGKAALFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXX----XXXXXXXPGPPDAPGAVFVXXXX 118 
           SRR+  EL LRF+RLGF G+RAE +FSS                 G   A G VFV     
Sbjct: 61  SRRSVAELELRFSRLGFRGVRAEHVFSSALCSALFLRQHLLSGGAGDSSAVGRVFV---L 117 
 
Query: 119 XXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVAT 178 
                                    +V AVLVGYD+ F+FAKL +ACA+LRDP C+LVAT 
Sbjct: 118 GGEGLRGEVRDAGLRLVGEGEQGAEQVHAVLVGYDDQFTFAKLAQACAYLRDPRCMLVAT 177 
 
Query: 179 DRDPWHPLSDGSRTPG 194 
           D DPWHPLSDG RTPG 
Sbjct: 178 DPDPWHPLSDGQRTPG 193 
 
 
>ref|NP_001035830.1| hypothetical protein LOC283871 [Homo sapiens] 
          Length = 321 
 
 Score =  207 bits (528), Expect = 5e-052 
 Identities = 125/314 (39%), Positives = 165/314 (52%), Gaps = 18/314 (5%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G  ARC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 
Sbjct: 8   GDDARCVRLSAERAQALLADVDTLLFDCDGVLWRGETAVPGAPEALRALRARGKRLGFIT 67 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAE----QLFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGFGG        ++F +             G P AP A  +   
Sbjct: 68  NNSSKTRAAYAEKLRRLGFGGPAGPGASLEVFGTAYCTALYLRQRLAGAP-APKAYVLGS 126 
 
Query: 117 XXXXXXXXXXXXXXXXXXXX----------XXXXXXXRVRAVLVGYDEHFSFAKLREACA 166 
                                                 VRAV+VG+D HFS+ KL +A   
Sbjct: 127 PALAAELEAVGVASVGVGPEPLQGEGPGDWLHAPLEPDVRAVVVGFDPHFSYMKLTKALR 186 
 
Query: 167 HLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITE 226 
           +L+ P CLLV T+ D   PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++ 
Sbjct: 187 YLQQPGCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQ 246 
 
Query: 227 NFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEA---QAYLAAGQHDLVPH 283 
            + I+P RT+MVGDRL+TDIL G  CG+ T+LTLTGVS L +    Q      +  +VP  
Sbjct: 247 EYGINPERTVMVGDRLDTDILLGATCGLKTILTLTGVSTLGDVKNNQESDCVSKKKMVPD 306 
 
Query: 284 YYVESIADLTEGLE 297 
           +YV+SIADL   L+ 
Sbjct: 307 FYVDSIADLLPALQ 320 
 
 
>ref|NP_001033261.1| hypothetical protein LOC538173 [Bos taurus] 
          Length = 321 
 
 Score =  206 bits (525), Expect = 1e-051 
 Identities = 122/314 (38%), Positives = 165/314 (52%), Gaps = 18/314 (5%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G   RC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 



Sbjct: 8   GDDGRCVRLNAERAQALLADVDTLLFDCDGVLWRGETAVPGAPETLTALRARGKRLAFIT 67 
 
Query: 61  NNSRRARPELALRFARLGFGGLRA----EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +   LGFG         ++F +             GPP AP A  +   
Sbjct: 68  NNSSKTREAYAEKLRCLGFGAPAGPDAGREVFGTAYCTALYLRQRLTGPP-APKAYVLGS 126 
 
Query: 117 XXXXXXXXXXXXXXXXXX----------XXXXXXXXXRVRAVLVGYDEHFSFAKLREACA 166 
                                                 VRAV+VG+D HFS+ KL +A   
Sbjct: 127 VALAAELEAVGVSCVGVGPEPLLGDGPGAWLDAPLEPDVRAVVVGFDPHFSYMKLTKAVR 186 
 
Query: 167 HLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITE 226 
           +L+ P+CLLV T+ D   PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++ 
Sbjct: 187 YLQQPDCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQ 246 
 
Query: 227 NFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAA---GQHDLVPH 283 
            + I P RT+MVGDRL+TDIL G  CG+ T+LTLTGVS L + ++   +    +  +VP  
Sbjct: 247 EYGIHPERTVMVGDRLDTDILLGVTCGLKTILTLTGVSSLRDVKSNQESDCMAKKKMVPD 306 
 
Query: 284 YYVESIADLTEGLE 297 
           +YV+SIADL   L+ 
Sbjct: 307 FYVDSIADLLPALQ 320 
 
 
>ref|XP_001363637.1| PREDICTED: hypothetical protein [Monodelphis domestica] 
          Length = 322 
 
 Score =  205 bits (522), Expect = 3e-051 
 Identities = 126/316 (39%), Positives = 163/316 (51%), Gaps = 19/316 (6%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G   RC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   FV+ 
Sbjct: 8   GDDGRCVRLSADRAQTLLADVDTLLFDCDGVLWRGETAVPGAPEALNALRAQGKRLGFVT 67 
 
Query: 61  NNSRRARPELALRFARLGF----GGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGF    G     ++F +             G    P   +V   
Sbjct: 68  NNSSKTREAYAEKLQRLGFGGPAGPGAGLEVFGTAYCAALYLRQRLEGG-GVPAKAYVLG 126 
 
Query: 117 XXXXXXXXXXXXXXXXXXXXX-----------XXXXXXRVRAVLVGYDEHFSFAKLREAC 165 
                                                  V AV+VG+D HFS+AKL +A  
Sbjct: 127 SPALAAELEAVGIESVGVGPEPLHGVGPGDWLAEPLDSGVGAVVVGFDPHFSYAKLTKAV 186 
 
Query: 166 AHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECIT 225 
            +L+ P CLLV T+ D   PL  GS   GTG L  AVE A+ RQA ++GKPS ++F+C+  
Sbjct: 187 RYLQQPGCLLVGTNMDNRLPLEGGSYIAGTGCLVRAVEMAAQRQAEIIGKPSRFIFDCVA 246 
 
Query: 226 ENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEA---QAYLAAGQHDLVP 282 
           + F ++P RT+MVGDRL+TDIL G  CG+ T+LTLTGVS LE+    Q    + +  +VP 
Sbjct: 247 KEFGLNPERTVMVGDRLDTDILLGVTCGLKTILTLTGVSSLEDVKGNQESDCSHRKKMVP 306 
 
Query: 283 HYYVESIADLTEGLED 298 
            +YV+SIADL   LED 
Sbjct: 307 DFYVDSIADLIPALED 322 
 
 
>ref|XP_001162359.1| PREDICTED: hypothetical protein [Pan troglodytes] 
          Length = 321 
 



 Score =  204 bits (520), Expect = 5e-051 
 Identities = 124/314 (39%), Positives = 164/314 (52%), Gaps = 18/314 (5%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G  ARC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 
Sbjct: 8   GDDARCVRLSAERAQALLADVDTLLFDCDGVLWRGETAVPGAPEALRALRARGKRLGFIT 67 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAE----QLFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGFGG        ++F +               P AP A  +   
Sbjct: 68  NNSSKTRAAYAEKLRRLGFGGPAGPGASLEVFGTAYCTALYLRQRLASAP-APKAYVLGS 126 
 
Query: 117 XXXXXXXXXXXXXXXXXXXX----------XXXXXXXRVRAVLVGYDEHFSFAKLREACA 166 
                                                 VRAV+VG+D HFS+ KL +A   
Sbjct: 127 PALAEELEAVGVASVGVGPEPLQGEGPGDWLHAPLEPDVRAVVVGFDPHFSYMKLTKALR 186 
 
Query: 167 HLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITE 226 
           +L+ P CLLV T+ D   PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++ 
Sbjct: 187 YLQQPGCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQ 246 
 
Query: 227 NFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEA---QAYLAAGQHDLVPH 283 
            + I+P RT+MVGDRL+TDIL G  CG+ T+LTLTGVS L +    Q      +  +VP  
Sbjct: 247 EYGINPERTVMVGDRLDTDILLGVTCGLKTILTLTGVSTLGDVKNNQESDCVSKKKMVPD 306 
 
Query: 284 YYVESIADLTEGLE 297 
           +YV+SIADL   L+ 
Sbjct: 307 FYVDSIADLLPALQ 320 
 
 
>ref|XP_538386.2| PREDICTED: similar to SH3-domain binding protein 1 (3BP-1) 
[Canis 
           familiaris] 
          Length = 703 
 
 Score =  200 bits (509), Expect = 9e-050 
 Identities = 101/114 (88%), Positives = 106/114 (92%), Gaps = 1/114 (0%) 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
           P  D +R   TGSLAAAVE ASGRQALVVGKPSPYMFECITE+FS+DPARTLMVGDRLET 
Sbjct: 591 PAEDMARR-STGSLAAAVEIASGRQALVVGKPSPYMFECITEHFSVDPARTLMVGDRLET 649 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           DILFGHRCGMTT+LTLTGVSRLEEAQAYLA+GQHDLVPHYYVESIADL EGLED 
Sbjct: 650 DILFGHRCGMTTLLTLTGVSRLEEAQAYLASGQHDLVPHYYVESIADLMEGLED 703 
 
 
>ref|XP_235500.4| PREDICTED: similar to SH3 domain-binding protein 1 (3BP-1) 
[Rattus 
           norvegicus] 
          Length = 664 
 
 Score =  199 bits (506), Expect = 2e-049 
 Identities = 99/113 (87%), Positives = 104/113 (92%) 
 
Query: 186 LSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETD 245 
           L++      TGSLAAAVETASGRQALVVGKPSPYMF+CITE+FS+DPAR LMVGDRLETD 
Sbjct: 552 LAEDMTRKSTGSLAAAVETASGRQALVVGKPSPYMFQCITEDFSVDPARMLMVGDRLETD 611 
 



Query: 246 ILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           ILFGHRCGMTTVLTLTGVS LEEAQAYLAAGQHDLVPHYYVESIADL EGLED 
Sbjct: 612 ILFGHRCGMTTVLTLTGVSSLEEAQAYLAAGQHDLVPHYYVESIADLMEGLED 664 
 
 
>ref|XP_001516666.1| PREDICTED: hypothetical protein, partial 
[Ornithorhynchus anatinus] 
          Length = 109 
 
 Score =  190 bits (482), Expect = 1e-046 
 Identities = 93/109 (85%), Positives = 101/109 (92%) 
 
Query: 190 SRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFG 249 
           +RTPGTGSL AAVETASGRQALVVGKPS YMFECITE F +DPARTLMVGDRLETDILFG 
Sbjct: 1   ARTPGTGSLVAAVETASGRQALVVGKPSTYMFECITERFDVDPARTLMVGDRLETDILFG 60 
 
Query: 250 HRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           HRCG+TTVLTLTGVS+LEEAQAY+A+G+ DLVP YYV+SIADL  GLED 
Sbjct: 61  HRCGLTTVLTLTGVSQLEEAQAYMASGRPDLVPDYYVDSIADLIAGLED 109 
 
 
>ref|XP_974660.1| PREDICTED: similar to CG5567-PA [Tribolium castaneum] 
          Length = 305 
 
 Score =  170 bits (430), Expect = 1e-040 
 Identities = 97/283 (34%), Positives = 148/283 (52%), Gaps = 20/283 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VLFDCDGVLW     + G+  ++ RL   GK   FV+NNS + R E A++  R+ F  +  
Sbjct: 24  VLFDCDGVLWLDNEPISGSVPVVNRLRELGKRIFFVTNNSTKMRNEFAVKAKRMNFN-IE 82 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXX-----------XX 132 
            +++ S+                D   +V+V                              
Sbjct: 83  TDEIISTAYLAAAYLKNM-----DFKQSVYVVGSRGITQELDAVGIKHYGVGPDVLQNAL 137 
 
Query: 133 XXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRT 192 
                       V AV+VGYDEHFS+ K+ +A ++L +P CL +AT+ D   P+S      
Sbjct: 138 VHVIENFQMESDVGAVIVGYDEHFSYVKMMKAASYLNNPNCLFIATNTDERFPMSTDLVI 197 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRC 252 
           PGTG++ +AVET + R  +VVGKP+PY+ + + + + I P RTLM+GDR+ TDIL G RC 
Sbjct: 198 PGTGAIVSAVETCAQRSPIVVGKPNPYIVDDLIKKYGIVPKRTLMIGDRVNTDILLGTRC 257 
 
Query: 253 GMTTVLTLTGVSRLEEAQAYLAAGQ---HDLVPHYYVESIADL 292 
           G  T+L L+GV+ L+EA A   + +    ++V  +Y+E + D+ 
Sbjct: 258 GFQTLLVLSGVTTLKEAVALKNSHKKEDKEMVADFYLEKLGDI 300 
 
 
>ref|XP_309300.4| AGAP011350-PA [Anopheles gambiae str. PEST] 
          Length = 322 
 
 Score =  164 bits (415), Expect = 7e-039 
 Identities = 101/299 (33%), Positives = 142/299 (47%), Gaps = 23/299 (7%) 
 
Query: 9   LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
           L  A ++  L     VL DCDGV+W     +PGAPE++ R    GK   FV+NNS + RP 
Sbjct: 28  LSPAEIKQWLDSFDTVLTDCDGVIWVDNNPLPGAPEVINRFIANGKKLFFVTNNSTKTRP 87 



 
Query: 69  ELALRFARLGFG---------GLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXX 119 
           E   +  +LGF             A Q   S             G      AV +      
Sbjct: 88  EFVEKAVKLGFNVTIDNIISTAYLAAQYLKSVGFSKTVYTIGSTGITKELDAVGIRHIGI 147 
 
Query: 120 XXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATD 179 
                                    V AV+VG+DEHFSF K+ +A ++L +P+ + + T+ 
Sbjct: 148 GPDTIQGSLADTVASFVPDPD----VSAVIVGFDEHFSFVKMMKAASYLNNPDVIFIGTN 203 
 
Query: 180 RDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVG 239 
            D   P+ D    PGTGS+  A+ T S R+ +V+GKP+P++ E I   + +DPARTLM+G 
Sbjct: 204 TDERFPMPDRV-IPGTGSIVQAMVTCSEREPIVMGKPNPHICEIIRREYDVDPARTLMIG 262 
 
Query: 240 DRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHD------LVPHYYVESIADL 292 
           DR  TDIL G  C   T+L  TG+ + E+   Y   GQ +      LVP  Y+  + DL 
Sbjct: 263 DRCNTDILLGKNCDFQTLLVETGIHKAEDIAKY---GQSEDPAVRALVPDVYLPKLGDL 318 
 
 
>emb|CAQ09782.1| pyridoxal (pyridoxine, vitamin B6) phosphatase [Homo 
sapiens] 
          Length = 79 
 
 Score =  162 bits (410), Expect = 3e-038 
 Identities = 79/79 (100%), Positives = 79/79 (100%) 
 
Query: 220 MFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHD 279 
           MFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHD 
Sbjct: 1   MFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHD 60 
 
Query: 280 LVPHYYVESIADLTEGLED 298 
           LVPHYYVESIADLTEGLED 
Sbjct: 61  LVPHYYVESIADLTEGLED 79 
 
 
>ref|NP_001062708.1| Os09g0261300 [Oryza sativa (japonica cultivar-group)] 
          Length = 325 
 
 Score =  154 bits (388), Expect = 9e-036 
 Identities = 93/293 (31%), Positives = 147/293 (50%), Gaps = 14/293 (4%) 
 
Query: 9   LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
           L   A R ++      LFDCDGV+W G++ + G PE L+ L + GK  +FV+NNSR++R  
Sbjct: 32  LTADAARSLVDSVDAFLFDCDGVIWKGDQLIEGVPETLDLLRKMGKKLVFVTNNSRKSRR 91 
 
Query: 69  ELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXX- 127 
           + A +F  LG   +  E++F+S              P      V                 
Sbjct: 92  QYAKKFRALGLE-VTEEEIFTSSFAAAMFLKLNNFSPEKKVYVVGEDGILEELRLAGFEC 150 
 
Query: 128 -------XXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATD 179 
                                   V AV+VG D++F++ K++ A   +R+ P CL +AT+ 
Sbjct: 151 LGGPEDGKKNILLEANFYFEHDKSVGAVIVGLDQYFNYYKMQYASLCIRENPGCLFIATN 210 
 
Query: 180 RDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVG 239 
           RDP   ++     PG G++ AAV  +  ++ +VVGKPS ++ + + ++F+++ +R  MVG 
Sbjct: 211 RDPTGHMTSVQEWPGAGTMVAAVSCSVQKEPIVVGKPSSFLMDFLLKSFNLETSRMCMVG 270 
 
Query: 240 DRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 



           DRL+TDILFG   G  T+L L+GV+ L E Q       + + P  Y  S+ DL 
Sbjct: 271 DRLDTDILFGQNTGCKTLLVLSGVTTLPELQ----DASNTIHPDLYTNSVYDL 319 
 
 
>dbj|BAD29554.1| putative phosphoglycolate phosphatase precursor [Oryza 
sativa 
           Japonica Group] 
          Length = 303 
 
 Score =  154 bits (388), Expect = 9e-036 
 Identities = 93/293 (31%), Positives = 147/293 (50%), Gaps = 14/293 (4%) 
 
Query: 9   LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
           L   A R ++      LFDCDGV+W G++ + G PE L+ L + GK  +FV+NNSR++R  
Sbjct: 10  LTADAARSLVDSVDAFLFDCDGVIWKGDQLIEGVPETLDLLRKMGKKLVFVTNNSRKSRR 69 
 
Query: 69  ELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXX- 127 
           + A +F  LG   +  E++F+S              P      V                 
Sbjct: 70  QYAKKFRALGLE-VTEEEIFTSSFAAAMFLKLNNFSPEKKVYVVGEDGILEELRLAGFEC 128 
 
Query: 128 -------XXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATD 179 
                                   V AV+VG D++F++ K++ A   +R+ P CL +AT+ 
Sbjct: 129 LGGPEDGKKNILLEANFYFEHDKSVGAVIVGLDQYFNYYKMQYASLCIRENPGCLFIATN 188 
 
Query: 180 RDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVG 239 
           RDP   ++     PG G++ AAV  +  ++ +VVGKPS ++ + + ++F+++ +R  MVG 
Sbjct: 189 RDPTGHMTSVQEWPGAGTMVAAVSCSVQKEPIVVGKPSSFLMDFLLKSFNLETSRMCMVG 248 
 
Query: 240 DRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           DRL+TDILFG   G  T+L L+GV+ L E Q       + + P  Y  S+ DL 
Sbjct: 249 DRLDTDILFGQNTGCKTLLVLSGVTTLPELQ----DASNTIHPDLYTNSVYDL 297 
 
 
>ref|XP_853602.1| PREDICTED: similar to pyridoxal (pyridoxine, vitamin B6) 
           phosphatase [Canis familiaris] 
          Length = 323 
 
 Score =  153 bits (386), Expect = 2e-035 
 Identities = 77/156 (49%), Positives = 109/156 (69%), Gaps = 3/156 (1%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           VRAV+VG+D HFS+ KL +A  +L+ P CLLV T+ D   PL +G    GTG L  AVE  
Sbjct: 167 VRAVVVGFDPHFSYMKLTKAVRYLQQPGCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEM 226 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+ RQA ++GKPS ++F+C+++ + I+P RT+MVGDRL+TDIL G  CG+ T+LTLTGVS 
Sbjct: 227 AAQRQADIIGKPSRFIFDCVSQEYGINPERTVMVGDRLDTDILLGVTCGLKTILTLTGVS 286 
 
Query: 265 RLEEAQAYLAA---GQHDLVPHYYVESIADLTEGLE 297 
            L + ++   +    +  +VP +YV+SIADL   L+ 
Sbjct: 287 TLGDVKSNQESDCMSKKKMVPDFYVDSIADLLPALQ 322 
 
 
>ref|XP_001498171.1| PREDICTED: hypothetical protein [Equus caballus] 
          Length = 233 
 
 Score =  152 bits (384), Expect = 3e-035 



 Identities = 77/156 (49%), Positives = 108/156 (69%), Gaps = 3/156 (1%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           VRAV+VG+D HFS+ KL +A  +L+ P CLLV T+ D   PL +G    GTG L  AVE  
Sbjct: 77  VRAVVVGFDPHFSYMKLTKAVRYLQQPGCLLVGTNMDNRLPLENGRFIAGTGCLVRAVEM 136 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           AS RQA ++GKPS ++F+C+++ + I+P RT+MVGDRL+TDIL G  CG+ T+LTLTGVS 
Sbjct: 137 ASQRQADIIGKPSRFIFDCVSQEYGINPERTVMVGDRLDTDILLGVTCGLKTILTLTGVS 196 
 
Query: 265 RLEEAQAYLAA---GQHDLVPHYYVESIADLTEGLE 297 
            L + ++   +    +  +VP +YV+SIAD    L+ 
Sbjct: 197 TLGDVKSNQESDCMSKKTVVPDFYVDSIADFLPALQ 232 
 
 
>ref|XP_504528.1| hypothetical protein [Yarrowia lipolytica] 
          Length = 299 
 
 Score =  150 bits (379), Expect = 1e-034 
 Identities = 92/284 (32%), Positives = 131/284 (46%), Gaps = 16/284 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGVLW G   +P  PE L+ L   GK  +FV+NNS ++R     +F + G   +   
Sbjct: 22  LFDCDGVLWQGNHLLPHVPETLQLLRDNGKRLIFVTNNSTKSRQAYTKKFEKFGIK-VNK 80 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXX----------XXXXXXXXXXXXX 134 
           E++F S              P D    V                                 
Sbjct: 81  EEIFGSAYSAAVYLQKVVKFPKDKKVLVVGETGLEEELTEAGIPWLGATDAAYNRVADDE 140 
 
Query: 135 XXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPG 194 
                     + AVL G D H ++ K+  A   L+DPE L +AT+ D  +P S G   PG 
Sbjct: 141 ALSSIVRDKSIGAVLCGLDFHINYYKIANALIQLQDPETLFLATNIDSTYP-SHGKLLPG 199 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
            G++   +ET+SGR+ + +GKPS  M +CI   F  DP++  MVGDRL TD+ FG   G+ 
Sbjct: 200 AGTIVGTLETSSGRKPVALGKPSQAMMDCIKAQFEFDPSKACMVGDRLNTDMRFGEEGGL 259 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
            T+  L+GV   E  +   A  +    P YY + + DL E L++ 
Sbjct: 260 GTLFVLSGVDTEESIKKEDAVAK----PKYYADKLGDLYELLKN 299 
 
 
>ref|XP_001419146.1| predicted protein [Ostreococcus lucimarinus CCE9901] 
          Length = 308 
 
 Score =  147 bits (371), Expect = 9e-034 
 Identities = 90/301 (29%), Positives = 147/301 (48%), Gaps = 22/301 (7%) 
 
Query: 4   ARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNS 63 
           A+  RL+  + ++++   +  +FDCDGV+W G+  + G PE LE L   GK  +FV+NNS 
Sbjct: 10  AKANRLQEKSAQELVDATETFIFDCDGVIWKGDSLIEGVPETLELLRSMGKRLIFVTNNS 69 
 
Query: 64  RRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXX 123 
            ++R     +F  LG   + AE++FSS                D     +V          
Sbjct: 70  TKSRAGYTKKFESLGLK-VNAEEIFSSSFAAAAYLESI-----DFKKKAYVVGETGILEE 123 
 
Query: 124 X-----------XXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-P 171 



                                           V AV+VG+D + ++ K++ A   +R+ P 
Sbjct: 124 LDGVGIKHIGGESDAGKQVTLASGELMHHDEDVGAVIVGFDRNINYYKIQYATLCIRENP 183 
 
Query: 172 ECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSID 231 
            C+ +AT+ D    L+D     G GS+  A++ ++ R+ +VVGKP+ +M + I   F I  
Sbjct: 184 GCMFIATNTDAVTHLTDAQEWAGNGSMVGAIKGSTKREPIVVGKPAAFMLDYIANKFQIR 243 
 
Query: 232 PARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
             +  MVGDRL+TDILFG+  G+ T+L L+GV+     +  L +  + + P YY + +AD 
Sbjct: 244 KDQITMVGDRLDTDILFGNDGGLNTMLVLSGVT----TKDMLCSDDNTIAPTYYTDKLAD 299 
 
Query: 292 L 292 
           L 
Sbjct: 300 L 300 
 
 
>ref|XP_001660159.1| 4-nitrophenylphosphatase [Aedes aegypti] 
          Length = 317 
 
 Score =  145 bits (366), Expect = 3e-033 
 Identities = 87/278 (31%), Positives = 130/278 (46%), Gaps = 14/278 (5%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFG--- 80 
           VL DCDGV+W     +P A +++ +L   GK   FV+NNS + RPE   +  +LGF     
Sbjct: 41  VLTDCDGVIWVDNDTLPHATDVINKLIENGKQLFFVTNNSTKTRPEFVAKSVKLGFNVGV 100 
 
Query: 81  ------GLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXX 134 
                    A Q   +             G      AV +                     
Sbjct: 101 DNIISTAYLAAQYLKNIGFSKKVYVVGSTGITRELDAVGIQHTGIGPDVLGGSLADAVHN 160 
 
Query: 135 XXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPG 194 
                     V AV+VG+DEHF+F K+ +A ++L  P+ + + T+ D   P+ D    PG 
Sbjct: 161 FTPDP----EVGAVIVGFDEHFNFIKMMKAASYLDKPDVIFIGTNTDERFPMPD-CVIPG 215 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
           TGS+  AV T + R+  V+GKP+ ++ + + + + +DP+RTLM+GDRL TDIL G  CG  
Sbjct: 216 TGSIVNAVTTCAERKPTVMGKPNKHICDILQKEYKVDPSRTLMIGDRLNTDILLGKNCGF 275 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            T+L  TG+ +  +      A     VP  Y   + DL 
Sbjct: 276 QTLLVETGIHKAADFSQTEDAEIKQCVPDVYTSKLGDL 313 
 
 
>ref|XP_001752953.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 313 
 
 Score =  144 bits (362), Expect = 1e-032 
 Identities = 87/278 (31%), Positives = 138/278 (49%), Gaps = 16/278 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGV+W G+  + G PE L+ L   GK  +FV+NNS ++R +   +F  LG   + A 
Sbjct: 32  IFDCDGVIWKGDSLIDGVPETLDMLRSMGKRLVFVTNNSTKSRKQYGKKFESLGLS-VSA 90 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E++F +              P D    +                                 
Sbjct: 91  EEIF-ASSFAAAAYLKSMKFPTDKKVYIIGEAGIQLELKQAGINYIGGPEDGDKRIDLTP 149 
 



Query: 145 ---------VRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPG 194 
                    V AV+VG+D + ++ KL+ A   +R+ P C+ +AT+ D    L+D     G 
Sbjct: 150 GQLMEHDHDVGAVVVGFDRYLNYYKLQYATLCIRENPGCMFIATNCDAVIHLTDAQEWAG 209 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
            GS+  A++ ++ ++ LVVGKPS +M +C+   F+I  ++  MVGDRL+TDILFG   G  
Sbjct: 210 GGSMVGAIKGSTKKEPLVVGKPSTFMMDCLASEFNIKTSQICMVGDRLDTDILFGQNGGC 269 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            T+L L+GV+ LE  Q    + ++ + P +Y   I+DL 
Sbjct: 270 ATLLVLSGVTTLETLQ----SSENKIQPDFYTNKISDL 303 
 
 
>ref|XP_001696217.1| phosphoglycolate phosphatase [Chlamydomonas reinhardtii] 
          Length = 347 
 
 Score =  144 bits (362), Expect = 1e-032 
 Identities = 97/284 (34%), Positives = 136/284 (47%), Gaps = 20/284 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++FDCDGVLW G   +  APE L+   R GK  LFV+NNS ++R     +F+ LG   +  
Sbjct: 64  LIFDCDGVLWRGSEIIHNAPEALKEFRRQGKRLLFVTNNSSKSRAGYVAKFSSLGLE-VA 122 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX------------ 131 
           AE++ SS             GP  +     V                              
Sbjct: 123 AEEIVSSSYCAAAYLTSQGFGPGGSRPCSKVLLLGWSGVEQELEQAGIPYVGGRALKVPP 182 
 
Query: 132 --XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSD 188 
                          V AV+VG+D +FS+++L  A  HLR+ P CLLVAT+ D    +   
Sbjct: 183 MDDLDAMKALKVDPDVGAVVVGWDPNFSYSRLVYASIHLRELPGCLLVATNMDCADHIGG 242 
 
Query: 189 GSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILF 248 
           G   PGTG L  AVETASG  A+ V K   ++   +   + ++PA T +VGDR++TDI   
Sbjct: 243 GRMMPGTGGLVKAVETASGVSAVNVAKGGEWLLPYLCRTYGLEPAHTAIVGDRMDTDIHL 302 
 
Query: 249 GHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           G + G+ T L LTGV+ L+  +  L A +H   P   V S+A L 
Sbjct: 303 GRQGGLFTCLPLTGVTTLKRLEG-LPASEH---PDVVVRSVAQL 342 
 
 
>dbj|BAA97552.1| N-glyceraldehyde-2-phosphotransferase-like [Arabidopsis 
thaliana] 
          Length = 289 
 
 Score =  144 bits (362), Expect = 1e-032 
 Identities = 86/268 (32%), Positives = 137/268 (51%), Gaps = 18/268 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGV+W G++ + G PE L+ L   GK  +FV+NNS ++R +   +F  LG   +   
Sbjct: 30  IFDCDGVIWKGDKLIEGVPETLDMLRAKGKRLVFVTNNSTKSRKQYGKKFETLGLN-VNE 88 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E++F+S              P D    V                                 
Sbjct: 89  EEIFASSFAAAAYLQSIN-FPKDKKVYVI-----------GEEGILKELELAGFQYLGGP 136 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
           V AV+VG+D +F++ K++     +R+ P CL +AT+RD    L+D     G GS+  A+  



Sbjct: 137 VGAVVVGFDRYFNYYKIQYGTLCIRENPGCLFIATNRDAVTHLTDAQEWAGGGSMVGALV 196 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            ++ R+ LVVGKPS +M + + + F I  ++  MVGDRL+TDILFG   G  T+L L+GV 
Sbjct: 197 GSTQREPLVVGKPSTFMMDYLADKFGIQKSQICMVGDRLDTDILFGQNGGCKTLLVLSGV 256 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           + +    + L + ++ + P +Y   I+D 
Sbjct: 257 TSI----SMLESPENKIQPDFYTSKISD 280 
 
 
>ref|XP_001732277.1| hypothetical protein MGL_0052 [Malassezia globosa CBS 
7966] 
          Length = 320 
 
 Score =  142 bits (359), Expect = 2e-032 
 Identities = 101/301 (33%), Positives = 134/301 (44%), Gaps = 37/301 (12%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGVLW+G   +PG      +L   GK  LFVSNN+ ++R  L  R   +G  G R  
Sbjct: 27  LFDCDGVLWSGPTVLPGVVSFFRKLRERGKRILFVSNNASKSRRTLLERINAMGIDG-RE 85 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPD----------------APGAVFVXXXXXXXXXXXXXX 128 
           +++FSS              P D                A G  ++               
Sbjct: 86  DEVFSSAYATAAYLKDVLRFPTDRKAYVVGMNGLEDELDANGIQYIGGTDEQDCQGLDGL 145 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPE-------------CLL 175 
                           V AV+ G D  FS+ KL +A  ++  P              C   
Sbjct: 146 DFSPLASKDALDPS--VAAVVCGIDTKFSYRKLAKAFRYITRPGAEGEVRAGEQNGGCHF 203 
 
Query: 176 VATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPART 235 
           V T+ D   P S+G   PG G++   ++ +SGR  +VVGKP   M + I   F+ D +RT 
Sbjct: 204 VCTNEDVTFPSSEGL-FPGAGAVWKGIQVSSGRDPIVVGKPHQPMIDTIFARFAFDKSRT 262 
 
Query: 236 LMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEG 295 
           LMVGDRL+TDI FG R G+ T+L LTG+S LE   A  AA     VP Y V  + DL    
Sbjct: 263 LMVGDRLDTDIAFGQRGGIDTLLVLTGISTLEHVHASDAAA----VPTYVVNGLCDLDTA 318 
 
Query: 296 L 296 
           L 
Sbjct: 319 L 319 
 
 
>ref|XP_001353955.1| GA18976-PA [Drosophila pseudoobscura] 
          Length = 320 
 
 Score =  142 bits (358), Expect = 3e-032 
 Identities = 90/282 (31%), Positives = 133/282 (47%), Gaps = 10/282 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+ DCDGVLW   RA+ GA  ++       K   F +NNS + R EL  +   +GF     
Sbjct: 40  VITDCDGVLWVYGRAIDGAVSVINLFKSMRKNIYFCTNNSTKTREELLKKAQNMGFSITE 99 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E + ++                   G+  +                              
Sbjct: 100 GEIISTAHATAAYLKKRNFEKRVYVIGSDGITKELDAVGIGHTGCGPDPMKGTMAETTKI 159 
 



Query: 144 RVR----AVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
           ++     AV+VG+DEHFSF K+ +A ++L DP CL +AT+ D   P+ D    PG+G    
Sbjct: 160 QLETDIGAVVVGFDEHFSFPKMVKASSYLNDPNCLFIATNTDERFPM-DNMVVPGSGCFV 218 
 
Query: 200 AAVETASGRQALVVGKPSPYMFECITENF--SIDPARTLMVGDRLETDILFGHRCGMTTV 257 
            A+ET + R A V+GKP+P + E + +     IDPARTLM+GDR  TDIL G  CG  T+ 
Sbjct: 219 RAIETCAERTAKVIGKPNPAICEVLLQKEIGRIDPARTLMIGDRANTDILLGFNCGFQTL 278 
 
Query: 258 LTLTGVSRLEEAQAYLAAGQHD---LVPHYYVESIADLTEGL 296 
           L  TGV +L + + +  +   +   L+P  Y+  + DL   L 
Sbjct: 279 LVGTGVHQLSDVERWKKSKDLEDKKLIPDMYLPKLGDLLPAL 320 
 
 
>emb|CAL54968.1| phosphoglycolate phosphatase precursor (ISS) [Ostreococcus 
tauri] 
          Length = 342 
 
 Score =  141 bits (356), Expect = 5e-032 
 Identities = 89/301 (29%), Positives = 145/301 (48%), Gaps = 22/301 (7%) 
 
Query: 4   ARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNS 63 
           A+  RL  +  + ++   +  +FDCDGV+W G+  + G PE L+ L   GK  +FV+NNS 
Sbjct: 44  AKASRLGESEAKALVDATETFIFDCDGVIWKGDSLIEGVPETLDLLRSMGKRLIFVTNNS 103 
 
Query: 64  RRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXX 123 
            ++R     +F  LG   + AE++FSS                D     +V          
Sbjct: 104 TKSRAGYTKKFESLGLK-VNAEEIFSSSFAAAAYLESI-----DFKKKAYVIGETGILEE 157 
 
Query: 124 X-----------XXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-P 171 
                                           V AV+VG+D + ++ K++ A   +R+ P 
Sbjct: 158 LDNVGVKHIGGESDADKQVTLKSGELMHHDEDVGAVIVGFDRNINYYKIQYATLCIRENP 217 
 
Query: 172 ECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSID 231 
            C+ +AT+ D    L+D     G GS+  A++ ++ R+ +VVGKP+ +M + I   F+I  
Sbjct: 218 GCMFIATNTDAVTHLTDAQEWAGNGSMVGAIKGSTKREPIVVGKPAAFMLDYIANKFNIR 277 
 
Query: 232 PARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
             +  MVGDRL+TDILFG+  G+ T+L L+GV+  E     L +  + + P  Y + +AD 
Sbjct: 278 KDQITMVGDRLDTDILFGNDGGLNTLLVLSGVTTKE----MLCSDDNTIAPTNYTDKLAD 333 
 
Query: 292 L 292 
           L 
Sbjct: 334 L 334 
 
 
>gb|EAY94644.1| hypothetical protein OsI_015877 [Oryza sativa (indica 
           cultivar-group)] 
          Length = 372 
 
 Score =  140 bits (352), Expect = 1e-031 
 Identities = 89/307 (28%), Positives = 143/307 (46%), Gaps = 22/307 (7%) 
 
Query: 3   MARCERLRGAALRD---VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFV 59 
           MA    +  A L D   ++   +  +FDCDGV+W G++ + G PE L+ L   GK  +FV 
Sbjct: 61  MAAAGAVPAAKLEDADALIDSVETFIFDCDGVIWKGDKLIDGVPETLDMLRSKGKRLVFV 120 
 
Query: 60  SNNSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPP------------- 106 



           +NNS ++R +   +F  LG      E   SS            P                 
Sbjct: 121 TNNSTKSRKQYGKKFETLGLNVNEEEIFASSFAAAAYLQSIDFPKDKKVYVIGEDGILKE 180 
 
Query: 107 -DAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREAC 165 
            +  G  ++                              V AV+VG+D +F++ K++    
Sbjct: 181 LELAGFQYLGGPSDGDKKIELKPGFYMEHDKDVTTIPTLVGAVVVGFDRYFNYYKVQYGT 240 
 
Query: 166 AHLRD-PECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECI 224 
             +R+ P CL +AT+RD    L+D     G GS+  A+  ++ ++ LVVGKPS +M + + 
Sbjct: 241 LCIRENPGCLFIATNRDAVTHLTDAQEWAGGGSMVGAILGSTKQEPLVVGKPSTFMMDYL 300 
 
Query: 225 TENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHY 284 
            + F I  ++  MVGDRL+TDILFG   G  T+L L+GV+ ++     L +  + + P + 
Sbjct: 301 AKKFGITTSQICMVGDRLDTDILFGQNGGCKTLLVLSGVTSVQ----MLQSPDNSIQPDF 356 
 
Query: 285 YVESIAD 291 
           Y   I+D 
Sbjct: 357 YTNQISD 363 
 
 
>ref|XP_001758778.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 369 
 
 Score =  139 bits (349), Expect = 3e-031 
 Identities = 86/280 (30%), Positives = 134/280 (47%), Gaps = 20/280 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGV+W G+  + G PE L+ L   GK  +FV+NNS ++R +   +F  LG       
Sbjct: 89  IFDCDGVIWKGDSLIEGVPETLDMLRSMGKRLVFVTNNSTKSRKQYGKKFESLGLSVSEE 148 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXX----------- 133 
           E   SS            P        V++                               
Sbjct: 149 EIFASSFAAAAYLKSIKFPSDKK----VYIIGEAGIQLELKQAGINYIGGPEDGDKRIDL 204 
 
Query: 134 XXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRT 192 
                      V AV+VG+D + ++ KL+ A   +R+ P C+ +AT+ D    L+D     
Sbjct: 205 APGQLMEHDHDVGAVVVGFDRYLNYYKLQYATLCIRENPGCMFIATNCDAVTHLTDAQEW 264 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRC 252 
            G GS+  A++ ++ ++ LVVGKPS +M + +   F+I  ++  MVGDRL+TDILFG    
Sbjct: 265 AGGGSMVGAIKGSTKKEPLVVGKPSTFMMDYLASEFNIKTSQICMVGDRLDTDILFGQNG 324 
 
Query: 253 GMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           G  T+L L+GV+ LE  Q    + ++ + P +Y   I+DL 
Sbjct: 325 GCATLLVLSGVTTLETLQ----SPENKIQPDFYTTKISDL 360 
 
 
>gb|EAZ31186.1| hypothetical protein OsJ_014669 [Oryza sativa (japonica 
           cultivar-group)] 
          Length = 372 
 
 Score =  139 bits (349), Expect = 3e-031 
 Identities = 84/282 (29%), Positives = 134/282 (47%), Gaps = 19/282 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGV+W G++ + G PE L+ L   GK  +FV+NNS ++R +   +F  LG       
Sbjct: 86  IFDCDGVIWKGDKLIDGVPETLDMLRSKGKRLVFVTNNSTKSRKQYGKKFETLGLNVNEE 145 



 
Query: 85  EQLFSSXXXXXXXXXXXXPGPP--------------DAPGAVFVXXXXXXXXXXXXXXXX 130 
           E   SS            P                 +  G  ++                 
Sbjct: 146 EIFASSFAAAAYLQSIDFPKDKKVYVIGEDGILKELELAGFQYLGGPSDGDKKIELKPGF 205 
 
Query: 131 XXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDG 189 
                         V AV+VG+D +F++ K++     +R+ P CL +AT+RD    L+D  
Sbjct: 206 YMEHDKDVTTIPTLVGAVVVGFDRYFNYYKVQYGTLCIRENPGCLFIATNRDAVTHLTDA 265 
 
Query: 190 SRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFG 249 
               G GS+  A+  ++ ++ LVVGKPS +M + + + F I  ++  MVGDRL+TDILFG 
Sbjct: 266 QEWAGGGSMVGAILGSTKQEPLVVGKPSTFMMDYLAKKFGITTSQICMVGDRLDTDILFG 325 
 
Query: 250 HRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
              G  T+L L+GV+ ++     L +  + + P +Y   I+D 
Sbjct: 326 QNGGCKTLLVLSGVTSVQ----MLQSPDNSIQPDFYTNQISD 363 
 
 
>ref|NP_199587.1| ATPK5 (Arabidopsis thaliana serine/threonine protein kinase 
5); 
           phosphoglycolate phosphatase 
          Length = 301 
 
 Score =  138 bits (348), Expect = 4e-031 
 Identities = 87/283 (30%), Positives = 139/283 (49%), Gaps = 15/283 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGV+W GE  + G  + L+ +   GK  +FV+NNS ++R + A +F  LG   +   
Sbjct: 22  LFDCDGVIWKGETLIDGVSQTLDLIRSKGKNVVFVTNNSVKSRRQYAEKFRSLGVTSITQ 81 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXX---------XXXXX 135 
           +++FSS              P D    V                                 
Sbjct: 82  DEIFSSSFAAAMYLKVNN-FPKDKKVYVIGGEGVLEELQIAGFTGLGGPEDGEKKAQWKS 140 
 
Query: 136 XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPG 194 
                    V AV+VG D + ++ KL+     +R+ P CL +AT+RD    ++D    PG 
Sbjct: 141 NSLFEHDKSVGAVVVGLDPNINYYKLQYGTLCVRENPGCLFIATNRDAVGHMTDLQEWPG 200 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
            G + AA+  ++ R+ +VVGKPS +M + + + F  + +R  MVGDRL+TDILFG   G  
Sbjct: 201 AGCMVAAMCGSTEREPIVVGKPSTFMMDFLLQKFGTETSRMCMVGDRLDTDILFGQNAGC 260 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
            T+L LTGV+    +++ L    + + P YY  +++D+ + +E 
Sbjct: 261 KTLLVLTGVT----SESNLLDKGNKIEPDYYTSTVSDIIKLME 299 
 
 
>dbj|BAB11323.1| 4-nitrophenylphosphatase-like protein [Arabidopsis thaliana] 
          Length = 311 
 
 Score =  138 bits (348), Expect = 4e-031 
 Identities = 87/283 (30%), Positives = 139/283 (49%), Gaps = 15/283 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGV+W GE  + G  + L+ +   GK  +FV+NNS ++R + A +F  LG   +   
Sbjct: 22  LFDCDGVIWKGETLIDGVSQTLDLIRSKGKNVVFVTNNSVKSRRQYAEKFRSLGVTSITQ 81 
 



Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXX---------XXXXX 135 
           +++FSS              P D    V                                 
Sbjct: 82  DEIFSSSFAAAMYLKVNN-FPKDKKVYVIGGEGVLEELQIAGFTGLGGPEDGEKKAQWKS 140 
 
Query: 136 XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPG 194 
                    V AV+VG D + ++ KL+     +R+ P CL +AT+RD    ++D    PG 
Sbjct: 141 NSLFEHDKSVGAVVVGLDPNINYYKLQYGTLCVRENPGCLFIATNRDAVGHMTDLQEWPG 200 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
            G + AA+  ++ R+ +VVGKPS +M + + + F  + +R  MVGDRL+TDILFG   G  
Sbjct: 201 AGCMVAAMCGSTEREPIVVGKPSTFMMDFLLQKFGTETSRMCMVGDRLDTDILFGQNAGC 260 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
            T+L LTGV+    +++ L    + + P YY  +++D+ + +E 
Sbjct: 261 KTLLVLTGVT----SESNLLDKGNKIEPDYYTSTVSDIIKLME 299 
 
 
>emb|CAO48346.1| unnamed protein product [Vitis vinifera] 
          Length = 362 
 
 Score =  138 bits (347), Expect = 5e-031 
 Identities = 86/284 (30%), Positives = 133/284 (46%), Gaps = 12/284 (4%) 
 
Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           +++   +  +FDCDGV+W G+  + G PE L+ L   GK  +FV+NNS ++R +   +F  
Sbjct: 74  ELIDSVETFIFDCDGVIWKGDSLIDGVPETLDMLRSRGKRLVFVTNNSTKSRKQYGKKFE 133 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXXPGPP-------DAPGAVFVXXXXXXXXXXXXXX 128 
            LG      E   SS            P          D                      
Sbjct: 134 TLGLSVSEEEIFASSFAAAAYLKSINFPKDKKVYVIGEDGILKELELAGFEYLGGPEDGG 193 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLS 187 
                           V AV+VG+D +F++ K++     +R+ P CL +AT+RD    L+ 
Sbjct: 194 KKIELKPGFLMEHDENVGAVVVGFDRYFNYYKIQYGTLCIRENPGCLFIATNRDAVTHLT 253 
 
Query: 188 DGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDIL 247 
           D     G GS+  A+  ++ R+ LVVGKPS +M + +   F I  ++  MVGDRL+TDIL 
Sbjct: 254 DAQEWAGGGSMVGALAGSTQREPLVVGKPSTFMMDYLANKFGILKSQICMVGDRLDTDIL 313 
 
Query: 248 FGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           FG   G  T+L L+GV+ L    + L +  + + P +Y   I+D 
Sbjct: 314 FGQNGGCKTLLVLSGVTSL----SMLQSPNNSIQPDFYTSKISD 353 
 
 
>ref|NP_198495.1| phosphoglycolate phosphatase, putative [Arabidopsis 
thaliana] 
          Length = 362 
 
 Score =  138 bits (347), Expect = 5e-031 
 Identities = 86/279 (30%), Positives = 134/279 (48%), Gaps = 20/279 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGV+W G++ + G PE L+ L   GK  +FV+NNS ++R +   +F  LG       
Sbjct: 83  IFDCDGVIWKGDKLIEGVPETLDMLRAKGKRLVFVTNNSTKSRKQYGKKFETLGLNVNEE 142 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E   SS            P        V+V                               



Sbjct: 143 EIFASSFAAAAYLQSINFPKDKK----VYVIGEEGILKELELAGFQYLGGPDDGKRQIEL 198 
 
Query: 145 -----------VRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRT 192 
                      V AV+VG+D +F++ K++     +R+ P CL +AT+RD    L+D     
Sbjct: 199 KPGFLMEHDHDVGAVVVGFDRYFNYYKIQYGTLCIRENPGCLFIATNRDAVTHLTDAQEW 258 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRC 252 
            G GS+  A+  ++ R+ LVVGKPS +M + + + F I  ++  MVGDRL+TDILFG    
Sbjct: 259 AGGGSMVGALVGSTQREPLVVGKPSTFMMDYLADKFGIQKSQICMVGDRLDTDILFGQNG 318 
 
Query: 253 GMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           G  T+L L+GV+ +    + L + ++ + P +Y   I+D 
Sbjct: 319 GCKTLLVLSGVTSI----SMLESPENKIQPDFYTSKISD 353 
 
 
>gb|AAM65152.1| 4-nitrophenylphosphatase-like protein [Arabidopsis thaliana] 
          Length = 301 
 
 Score =  138 bits (347), Expect = 5e-031 
 Identities = 87/283 (30%), Positives = 139/283 (49%), Gaps = 15/283 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGV+W GE  + G  + L+ +   GK  +FV+NNS ++R + A +F  LG   +   
Sbjct: 22  LFDCDGVIWKGETLIDGVSQTLDLIRSKGKNVVFVTNNSVKSRRQYAEKFRSLGVTSVTQ 81 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXX---------XXXXX 135 
           +++FSS              P D    V                                 
Sbjct: 82  DEIFSSSFAAAMYLKINN-FPKDKKVYVIGGEGVLEELQIAGFTGLGGPEDGEKKAQWKS 140 
 
Query: 136 XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPG 194 
                    V AV+VG D + ++ KL+     +R+ P CL +AT+RD    ++D    PG 
Sbjct: 141 NSLFEHDKSVGAVVVGLDPNINYYKLQYGTLCVRENPGCLFIATNRDAVGHMTDLQEWPG 200 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
            G + AA+  ++ R+ +VVGKPS +M + + + F  + +R  MVGDRL+TDILFG   G  
Sbjct: 201 AGCMVAAMCGSTEREPIVVGKPSTFMMDFLLQKFGTETSRMCMVGDRLDTDILFGQNAGC 260 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
            T+L LTGV+    +++ L    + + P YY  +++D+ + +E 
Sbjct: 261 KTLLVLTGVT----SESNLLDKGNKIEPDYYTSTVSDIIKLME 299 
 
 
>emb|CAH67343.1| OSIGBa0130B08.3 [Oryza sativa (indica cultivar-group)] 
          Length = 365 
 
 Score =  137 bits (346), Expect = 7e-031 
 Identities = 89/300 (29%), Positives = 140/300 (46%), Gaps = 15/300 (5%) 
 
Query: 3   MARCERLRGAALRD---VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFV 59 
           MA    +  A L D   ++   +  +FDCDGV+W G++ + G PE L+ L   GK  +FV 
Sbjct: 61  MAAAGAVPAAKLEDADALIDSVETFIFDCDGVIWKGDKLIDGVPETLDMLRSKGKRLVFV 120 
 
Query: 60  SNNSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPP-------DAPGAV 112 
           +NNS ++R +   +F  LG      E   SS            P          D      
Sbjct: 121 TNNSTKSRKQYGKKFETLGLNVNEEEIFASSFAAAAYLQSIDFPKDKKVYVIGEDGILKE 180 
 
Query: 113 FVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-P 171 



                                           V AV+VG+D +F++ K++     +R+ P 
Sbjct: 181 LELAGFQYLGGPSDGDKKIELKPGFYMEHDKDVGAVVVGFDRYFNYYKVQYGTLCIRENP 240 
 
Query: 172 ECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSID 231 
            CL +AT+RD    L+D     G GS+  A+  ++ ++ LVVGKPS +M + + + F I  
Sbjct: 241 GCLFIATNRDAVTHLTDAQEWAGGGSMVGAILGSTKQEPLVVGKPSTFMMDYLAKKFGIT 300 
 
Query: 232 PARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
            ++  MVGDRL+TDILFG   G  T+L L+GV+ ++     L +  + + P +Y   I+D 
Sbjct: 301 TSQICMVGDRLDTDILFGQNGGCKTLLVLSGVTSVQ----MLQSPDNSIQPDFYTNQISD 356 
 
 
>ref|XP_001838048.1| hypothetical protein CC1G_07538 [Coprinopsis cinerea 
okayama7#130] 
          Length = 301 
 
 Score =  137 bits (345), Expect = 9e-031 
 Identities = 86/277 (31%), Positives = 131/277 (47%), Gaps = 15/277 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGVLW G+  + GA E+L+ L R  K  +FV+NN+ ++R     +F  LG       
Sbjct: 22  LFDCDGVLWRGDHLLDGAVEVLDLLRRRNKKVVFVTNNATKSRRSYKSKFDDLGVEA-HV 80 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           ++++ S              P      V                                 
Sbjct: 81  DEIYGSAYAAAVYISSVIKLPKTKKVYVIGMAGLEEELQNEGITILGGTDPADNTLESFN 140 
 
Query: 145 ---------VRAVLVGYDEHFSFAKLREACAHL-RDPECLLVATDRDPWHPLSDGSRTPG 194 
                    V AV+ G D   ++ KL +A  +L  + +CL +AT+ D  +P S G   PG 
Sbjct: 141 LADFVRDPDVGAVVCGLDTKINYTKLSKAFQYLLHNQDCLFIATNEDSTYPSSHGL-LPG 199 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
            GS++A +  A G+  +  GKP+  M +CI    + DP RT+MVGDRL TDILFG   G+ 
Sbjct: 200 AGSISAPLRCALGKNPICTGKPASTMLDCIKAKVNFDPKRTIMVGDRLNTDILFGQNGGL 259 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
            T+L LTG++++ + Q   A+    +VP +  E++ D 
Sbjct: 260 ATLLVLTGITKVTDIQGPNAS---PIVPDFVTEALGD 293 
 
 
>gb|ABK96026.1| unknown [Populus trichocarpa] 
          Length = 304 
 
 Score =  136 bits (343), Expect = 2e-030 
 Identities = 89/291 (30%), Positives = 136/291 (46%), Gaps = 20/291 (6%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           +R +    +  LFDCDGV+W G++ + G  + L+ L   GK  +FV+NNS ++R + A + 
Sbjct: 16  IRSLFESVEAFLFDCDGVIWKGDKLIDGVSQTLDWLRSKGKKLVFVTNNSLKSRIQYAKK 75 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXX 133 
           F  LG      E   SS            P        V+V                    
Sbjct: 76  FHSLGISVAEDEIFSSSFAAAMYLKVNNFPQEKK----VYVIGGEGILEELQLAGYTGLG 131 
 
Query: 134 XXXXXXXXXX-----------RVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRD 181 
                                 V AV+VG D   ++ KL+     +R+ P CL +AT+RD 
Sbjct: 132 GPEDGEKRVELKPNSPFEHDKSVGAVVVGIDPRINYYKLQYGTLCIRENPGCLFIATNRD 191 



 
Query: 182 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDR 241 
               ++D    PG GS+ AA+  ++ R+ +VVGKPS +M + + + F I+ ++  MVGDR 
Sbjct: 192 AVGHMTDLQEWPGAGSMVAAMCGSTEREPIVVGKPSTFMMDFLLQKFHINTSKMCMVGDR 251 
 
Query: 242 LETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           L+TDILFG   G  T+L L+GV+     Q  L    + + P YY   ++DL 
Sbjct: 252 LDTDILFGQNAGCKTLLVLSGVT----TQTTLRDPSNSVQPDYYTSQVSDL 298 
 
 
>ref|XP_393558.1| PREDICTED: similar to CG5567-PA [Apis mellifera] 
          Length = 307 
 
 Score =  136 bits (343), Expect = 2e-030 
 Identities = 79/279 (28%), Positives = 128/279 (45%), Gaps = 8/279 (2%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VL DCDGVLW     +  +PE +++L   GK   +++NN+ + R E   +   L +     
Sbjct: 24  VLSDCDGVLWRETEVIQNSPETVKKLKELGKKFFYITNNNTKTRAEFLKKCNDLNYDATI 83 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E + +S                   G+V +                              
Sbjct: 84  DEIVCTSFLAAVYLKEKEFNKKVYVVGSVGIGKELEAVGIQHYGSGPDIIEGDEVELVKN 143 
 
Query: 144 -----RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSL 198 
                 V AV++G+D+ FSF K+ +A  +L DP    + T+ D   P    ++ PGTG   
Sbjct: 144 FKPDPEVGAVVIGFDKDFSFPKIVKAVTYLNDPNVHFIGTNNDIERPSPSANKFPGTGCF 203 
 
Query: 199 AAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVL 258 
              +E A  R A+++GKP  ++ E IT+ + ++P RTLM+GD   TDIL G RCG  T++ 
Sbjct: 204 IKNIEAACNRSAVILGKPESFVSEYITKKYGLNPERTLMIGDNCNTDILLGKRCGFKTLV 263 
 
Query: 259 TLTGVSR---LEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            LTG++    +E   A     ++ ++P YY   + D+ E 
Sbjct: 264 VLTGITTQNDIENMNASDINTKNLIIPDYYANELGDILE 302 
 
 
>ref|NP_001053167.1| Os04g0490800 [Oryza sativa (japonica cultivar-group)] 
          Length = 365 
 
 Score =  136 bits (343), Expect = 2e-030 
 Identities = 84/275 (30%), Positives = 131/275 (47%), Gaps = 12/275 (4%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGV+W G++ + G PE L+ L   GK  +FV+NNS ++R +   +F  LG       
Sbjct: 86  IFDCDGVIWKGDKLIDGVPETLDMLRSKGKRLVFVTNNSTKSRKQYGKKFETLGLNVNEE 145 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPP-------DAPGAVFVXXXXXXXXXXXXXXXXXXXXXXX 137 
           E   SS            P          D                               
Sbjct: 146 EIFASSFAAAAYLQSIDFPKDKKVYVIGEDGILKELELAGFQYLGGPSDGDKKIELKPGF 205 
 
Query: 138 XXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPGTG 196 
                  V AV+VG+D +F++ K++     +R+ P CL +AT+RD    L+D     G G 
Sbjct: 206 YMEHDKDVGAVVVGFDRYFNYYKVQYGTLCIRENPGCLFIATNRDAVTHLTDAQEWAGGG 265 
 
Query: 197 SLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTT 256 
           S+  A+  ++ ++ LVVGKPS +M + + + F I  ++  MVGDRL+TDILFG   G  T 



Sbjct: 266 SMVGAILGSTKQEPLVVGKPSTFMMDYLAKKFGITTSQICMVGDRLDTDILFGQNGGCKT 325 
 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           +L L+GV+ ++     L +  + + P +Y   I+D 
Sbjct: 326 LLVLSGVTSVQ----MLQSPDNSIQPDFYTNQISD 356 
 
 
>ref|XP_001193132.1| PREDICTED: hypothetical protein [Strongylocentrotus 
purpuratus] 
          Length = 306 
 
 Score =  136 bits (342), Expect = 2e-030 
 Identities = 70/157 (44%), Positives = 99/157 (63%), Gaps = 4/157 (2%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRT-PGTGSLAAAVE 203 
           V  V+VG+D++FSF KL +A ++L+ P  + + T+ D   P+ +     PGTGSL   VE 
Sbjct: 150 VNGVVVGFDQYFSFMKLLKAASYLKRPNSVFIGTNIDQQFPMRNSELIMPGTGSLVRPVE 209 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            AS R A  +GKPS +MFECI E F ++P RT+M+GDRL TDIL G  CG+ T+  LTGV 
Sbjct: 210 VASNRTATTLGKPSKFMFECIQEKFDVNPQRTIMIGDRLNTDILLGKNCGLKTLAVLTGV 269 
 
Query: 264 SRLEEAQAYLAA---GQHDLVPHYYVESIADLTEGLE 297 
           +  EE   +  +    + +LVP  Y+ESI  L + L+ 
Sbjct: 270 TSEEEILGFQGSEKEKERELVPDLYIESIGHLGKLLD 306 
 
 
 
 Score = 69.3 bits (168), Expect = 3e-010 
 Identities = 30/77 (38%), Positives = 47/77 (61%) 
 
Query: 3  MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
          MA C +L    ++++L     +L DCDGVLW+   A PGA E + +L   GK  +FV+NN 
Sbjct: 1  MATCRKLTKQLMKELLDSIDTILLDCDGVLWHSNMAFPGAAETINKLRSMGKQPIFVTNN 60 
 
Query: 63 SRRARPELALRFARLGF 79 
          S ++R +   +F ++GF 
Sbjct: 61 STKSRLQYQEKFTKMGF 77 
 
 
>dbj|BAC42546.1| putative p-nitrophenylphosphatase [Arabidopsis thaliana] 
          Length = 309 
 
 Score =  135 bits (341), Expect = 3e-030 
 Identities = 85/279 (30%), Positives = 133/279 (47%), Gaps = 20/279 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           + DCDGV+W G++ + G PE L+ L   GK  +FV+NNS ++R +   +F  LG       
Sbjct: 30  ILDCDGVIWKGDKLIEGVPETLDMLRAKGKRLVFVTNNSTKSRKQYGKKFETLGLNVNEE 89 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E   SS            P        V+V                               
Sbjct: 90  EIFASSFAAAAYLQSINFPKDKK----VYVIGEEGILKELELAGFQYLGGPDDGKRQIEL 145 
 
Query: 145 -----------VRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRT 192 
                      V AV+VG+D +F++ K++     +R+ P CL +AT+RD    L+D     
Sbjct: 146 KPGFLMEHDHDVGAVVVGFDRYFNYYKIQYGTLCIRENPGCLFIATNRDAVTHLTDAQEW 205 



 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRC 252 
            G GS+  A+  ++ R+ LVVGKPS +M + + + F I  ++  MVGDRL+TDILFG    
Sbjct: 206 AGGGSMVGALVGSTQREPLVVGKPSTFMMDYLADKFGIQKSQICMVGDRLDTDILFGQNG 265 
 
Query: 253 GMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           G  T+L L+GV+ +    + L + ++ + P +Y   I+D 
Sbjct: 266 GCKTLLVLSGVTSI----SMLESPENKIQPDFYTSKISD 300 
 
 
>gb|ABK95024.1| unknown [Populus trichocarpa] 
          Length = 371 
 
 Score =  135 bits (339), Expect = 4e-030 
 Identities = 89/298 (29%), Positives = 139/298 (46%), Gaps = 14/298 (4%) 
 
Query: 2   AMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSN 61 
           A A  + L+ A   +++   +  +FDCDGV+W G++ + G P+ L+ L   GK  +FV+N 
Sbjct: 71  ASAAAQPLKNAD--ELIDSVETFIFDCDGVIWKGDKLIDGVPQTLDMLRSRGKRLVFVTN 128 
 
Query: 62  NSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPP-------DAPGAVFV 114 
           NS ++R +   +F  LG      E   SS            P          D        
Sbjct: 129 NSTKSRKQYGKKFETLGLDVSEEEIFASSFAAAAYLKSIDFPKDKKVYVVGEDGILKELE 188 
 
Query: 115 XXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PEC 173 
                                         V AV+VG+D +F++ K++     +R+ P C 
Sbjct: 189 LAGFQYLGGPEDGGKKIELKPGFLMEHDKDVGAVVVGFDRYFNYYKVQYGTLCIRENPGC 248 
 
Query: 174 LLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPA 233 
           L +AT+RD    L+D     G GS+  A   ++ R+ LVVGKPS +M + +   F I  + 
Sbjct: 249 LFIATNRDAVTHLTDAQEWAGGGSMVGAFVGSTQREPLVVGKPSTFMMDYLANKFGILKS 308 
 
Query: 234 RTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           +  MVGDRL+TDILFG   G  T+L L+GV+ L    + L +  + + P +Y   I+D 
Sbjct: 309 QICMVGDRLDTDILFGQNGGCKTLLVLSGVTSL----SMLQSPGNSIQPDFYTNKISD 362 
 
 
>emb|CAO63941.1| unnamed protein product [Vitis vinifera] 
          Length = 306 
 
 Score =  134 bits (338), Expect = 6e-030 
 Identities = 89/298 (29%), Positives = 138/298 (46%), Gaps = 12/298 (4%) 
 
Query: 2   AMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSN 61 
           A A  E L     R +L   +  LFDCDGV+W G++ + G  E L+ L   GK  +FV+N 
Sbjct: 8   AKAAPELLSPQNARLLLDSTEAFLFDCDGVIWKGDKLIDGVSETLDLLRSKGKKLVFVTN 67 
 
Query: 62  NSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDA-----PGAV--FV 114 
           NS ++R + A +F  LG      E   SS            P           G +     
Sbjct: 68  NSSKSRRQYAEKFNSLGIAVSEDEIFSSSFAAAMFLKVNDFPQEKKVYVIGGEGILEELQ 127 
 
Query: 115 XXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PEC 173 
                                         V AV+VG D + ++ KL+     +R+ P C 
Sbjct: 128 LAGFTGLGGPEDGKKTVELKSNCFFEHDKSVGAVVVGIDPYINYYKLQYGTLCIRENPGC 187 
 
Query: 174 LLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPA 233 
           L +AT+ D    ++D    PG G +  A+ +++ ++ +VVGKPS +M + + + + I+ + 



Sbjct: 188 LFIATNLDAVGHMTDLQEWPGAGCMVGAISSSTEKKPMVVGKPSTFMMDFLLQKYHINTS 247 
 
Query: 234 RTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           +  MVGDRL+TDILFG   G  T+L L+GV+     QA L    + + P YY   ++D 
Sbjct: 248 KMCMVGDRLDTDILFGQNAGCKTLLVLSGVT----TQAILQDPSNKIQPDYYTSKLSD 301 
 
 
>ref|XP_001604657.1| PREDICTED: similar to 4-nitrophenylphosphatase [Nasonia 
           vitripennis] 
          Length = 306 
 
 Score =  134 bits (338), Expect = 6e-030 
 Identities = 82/275 (29%), Positives = 125/275 (45%), Gaps = 6/275 (2%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VL DCDGVLW     +  + E++      GK   +V+NNS + R E A +   L F     
Sbjct: 24  VLTDCDGVLWMEMTPLYHSAEVMNTFQELGKRVFYVTNNSTKTREEFAEKCKLLNFKASE 83 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX- 142 
              L +S                   G   +                              
Sbjct: 84  ENILCTSHLAANYLKNISFNRKVYVIGKSGISQELDAQGIEHVGLGPDVTEGDELDILFK 143 
 
Query: 143 ----XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSL 198 
                 V AV+VG+D HFS+ K+ +A  +  D     + T+ D   P  +  R PG G   
Sbjct: 144 FKPDSEVGAVVVGFDRHFSYQKIVKAATYAYDKNIHFICTNPDVERPSPNTIRYPGAGCF 203 
 
Query: 199 AAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVL 258 
            +A+E  + R A++VGKP P++ E I + + +DPARTLM+GD L TDIL G RCG TT+L 
Sbjct: 204 LSAIEKIAKRSAIIVGKPEPFVSEVIKKKYGVDPARTLMIGDNLNTDILLGQRCGFTTLL 263 
 
Query: 259 TLTGVSRLEE-AQAYLAAGQHDLVPHYYVESIADL 292 
            ++G++  EE A          ++P++Y + ++D+ 
Sbjct: 264 VMSGITTPEELASIKKNPKGSPILPNFYADQLSDI 298 
 
 
>ref|XP_001703502.1| phosphoglycolate phosphatase 1 [Chlamydomonas 
reinhardtii] 
          Length = 330 
 
 Score =  134 bits (338), Expect = 6e-030 
 Identities = 88/303 (29%), Positives = 144/303 (47%), Gaps = 50/303 (16%) 
 
Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           ++L + +  +FDCDGV+W G++ + G PE L+ L   GK   FV+NNS ++R     +F  
Sbjct: 41  ELLKKVECFIFDCDGVIWLGDKVIEGVPETLDMLRGMGKKVFFVTNNSTKSRAGYMSKFQ 100 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXX-------------------------PGPPDAPG 110 
            LG   ++AE+++SS                                      GP DA   
Sbjct: 101 SLGLN-VKAEEIYSSSYAAAAYLESINFNKKVYVIGETGILEELDLKGIRHVGGPGDADK 159 
 
Query: 111 AVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRD 170 
            V +                              V AV+VG+D + ++ K++ A   +R+ 
Sbjct: 160 KVTLKSGEFMEHDHD-------------------VGAVVVGFDRYVNYYKIQYATLCIRE 200 
 
Query: 171 -PECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFS 229 
            P C+ +AT+RD    L+D     G GS+  A+  ++ R+ +VVGKPS +M + I+ +   
Sbjct: 201 NPGCMFIATNRDAVTHLTDAQEWAGNGSMVGAIVGSTKREPIVVGKPSDFMLKNISASLG 260 



 
Query: 230 IDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESI 289 
           + P +  MVGDRL+TDI+FG   G+ T L L+GV+  E     L +  + + P + + S+ 
Sbjct: 261 LRPDQIAMVGDRLDTDIMFGKNGGLATALVLSGVTTPE----VLNSPDNKVHPDFVLNSL 316 
 
Query: 290 ADL 292 
            DL 
Sbjct: 317 PDL 319 
 
 
>ref|XP_001520582.1| PREDICTED: hypothetical protein [Ornithorhynchus 
anatinus] 
          Length = 131 
 
 Score =  134 bits (336), Expect = 1e-029 
 Identities = 66/106 (62%), Positives = 79/106 (74%) 
 
Query: 3   MARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNN 62 
           MA C+ L G ALR+V+GR+QG+LFDCDGVLW+GER VPGAPELL+RL R GKAA FVSNN 
Sbjct: 1   MAGCKALSGGALREVVGRSQGILFDCDGVLWSGERPVPGAPELLDRLGRGGKAAFFVSNN 60 
 
Query: 63  SRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDA 108 
           SRR+R +L  RF+RLGF G+ AE+LFSS             GP +A 
Sbjct: 61  SRRSRQDLQRRFSRLGFRGVAAERLFSSALCSALLLRHRLLGPNEA 106 
 
 
>dbj|BAA98057.1| 4-nitrophenylphosphatase-like [Arabidopsis thaliana] 
          Length = 389 
 
 Score =  133 bits (335), Expect = 1e-029 
 Identities = 81/255 (31%), Positives = 123/255 (48%), Gaps = 16/255 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGV+W G++ + G PE L+ L   GK  +FV+NNS ++R +   +F  LG       
Sbjct: 83  IFDCDGVIWKGDKLIEGVPETLDMLRAKGKRLVFVTNNSTKSRKQYGKKFETLGLNVNEE 142 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E   SS            P        V+V                               
Sbjct: 143 EIFASSFAAAAYLQSINFPKDKK----VYVIGEEGILKELELAGFQYLGGPDDGKRQIEL 198 
 
Query: 145 -----------VRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRT 192 
                      V AV+VG+D +F++ K++     +R+ P CL +AT+RD    L+D     
Sbjct: 199 KPGFLMEHDHDVGAVVVGFDRYFNYYKIQYGTLCIRENPGCLFIATNRDAVTHLTDAQEW 258 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRC 252 
            G GS+  A+  ++ R+ LVVGKPS +M + + + F I  ++  MVGDRL+TDILFG    
Sbjct: 259 AGGGSMVGALVGSTQREPLVVGKPSTFMMDYLADKFGIQKSQICMVGDRLDTDILFGQNG 318 
 
Query: 253 GMTTVLTLTGVSRLE 267 
           G  T+L L+G++ L+ 
Sbjct: 319 GCKTLLVLSGITNLQ 333 
 
 
>ref|XP_001895356.1| haloacid dehalogenase-like hydrolase family protein 
[Brugia malayi] 
          Length = 301 
 



 Score =  132 bits (333), Expect = 2e-029 
 Identities = 87/303 (28%), Positives = 136/303 (44%), Gaps = 18/303 (5%) 
 
Query: 8   RLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRAR 67 
           R++ A    ++      LFD DGVLW  +  +PGA + L  L  AGK    ++NNS +   
Sbjct: 3   RVQQADGHQLISSFDSFLFDADGVLWLDDTXLPGAADFLRHLVSAGKNVFILTNNSTKTL 62 
 
Query: 68  PELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXX--------- 118 
            +   +  R+GF  L  + + S                P     V++              
Sbjct: 63  DDYVNKCKRIGFDMLSDDHILSPAKVLAHILAKEKSDLP-----VYIVGSSGLQRELKKE 117 
 
Query: 119 ---XXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLL 175 
                                       +VRAV+V +D H S+ K+  A  ++        
Sbjct: 118 GIESFGTGPDLVESYTNVESIQQMDISRKVRAVVVSFDIHLSYPKIMRAANYINQAGVRF 177 
 
Query: 176 VATDRDPWHPLS-DGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPAR 234 
            AT+ DP  P    G   PG+G    AV+TA+G++ +V+GKPS  MFE I E F++   + 
Sbjct: 178 YATNPDPRLPGPVPGVVIPGSGVSMRAVQTAAGKEPVVIGKPSKTMFEYIKERFNLKAEK 237 
 
Query: 235 TLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           +++ GD  ETDI FGH  G+T+VL  TGV  L + + +   G  D +P++Y  S+  L + 
Sbjct: 238 SVIFGDSCETDIKFGHVNGLTSVLVGTGVHDLNKVEEFEKXGYKDFIPNFYTPSLKVLFD 297 
 
Query: 295 GLE 297 
            L+ 
Sbjct: 298 ILQ 300 
 
 
>ref|XP_001885204.1| predicted protein [Laccaria bicolor S238N-H82] 
          Length = 303 
 
 Score =  131 bits (330), Expect = 5e-029 
 Identities = 83/277 (29%), Positives = 128/277 (46%), Gaps = 15/277 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGVLW G+  + G  E+L  L    K  +FV+NN+ ++R     +F +LG       
Sbjct: 22  LFDCDGVLWRGDELIDGVVEVLHMLRCLKKQVVFVTNNATKSRKSYKTKFDQLGVEA-HV 80 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXX---------XXXXXXXXXXXXXXXXX 135 
           +++F S              P      V                                 
Sbjct: 81  DEIFGSAYASAVYLSSVIKLPKTKKVYVIGMGGLEEELRDEGISYLGGTDPADNTLETFS 140 
 
Query: 136 XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECLLVATDRDPWHPLSDGSRTPG 194 
                    V AV+ G D   ++ KL +A  +L R+P C  +AT+ D  +P +DG   PG 
Sbjct: 141 LANFTLDPDVAAVVCGLDTQINYTKLSKAFQYLTRNPGCHFIATNEDSTYPGADGL-LPG 199 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
            GS++A +  A+GR  +  GKPS  M +C+    + D  RT+M+GDRL TDILFG   G+ 
Sbjct: 200 AGSISAPLRYAAGRAPICTGKPSNTMLDCVKAKINFDTERTIMIGDRLNTDILFGQNGGL 259 
 
Query: 255 TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           +T+L LTG++   +     A+    +VP +  +++ D 
Sbjct: 260 STLLVLTGITEEADITGPYAS---PIVPDFVTQALGD 293 
 
 
>gb|ABK24589.1| unknown [Picea sitchensis] 
          Length = 372 



 
 Score =  131 bits (330), Expect = 5e-029 
 Identities = 84/287 (29%), Positives = 138/287 (48%), Gaps = 16/287 (5%) 
 
Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           +++   +  +FDCDGV+W G+  + G PE L+ L   GK  +FV+NNS ++R +   +F  
Sbjct: 84  ELINSVETFIFDCDGVIWKGDSLIAGVPETLDMLRSKGKRLVFVTNNSTKSRKQYGKKFE 143 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAP----GAVFVXXXXXXXXXXXXXXXXX 131 
            LG   +  E++F+S              P D      G V +                  
Sbjct: 144 TLGLT-VGEEEIFASSFAAAAYLKSID-FPQDKKVYVIGEVGILKELELAGFKYLGGPDD 201 
 
Query: 132 XXXXXXXX-----XXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHP 185 
                             V AV+VG+D + ++ K++     +R+ P CL +AT+ D     
Sbjct: 202 GDRRIELKPGFLLEQDKEVGAVVVGFDRYVNYYKIQYGTLCIRENPGCLFIATNCDAVTH 261 
 
Query: 186 LSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETD 245 
           L+D     G GS+  A+  ++ +  +VVGKPS +M + +++ F I  ++  MVGDRL+TD 
Sbjct: 262 LTDAQEWAGGGSMVGALRGSTQKDPIVVGKPSTFMMDYVSKKFQISKSQICMVGDRLDTD 321 
 
Query: 246 ILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           ILFG   G  T+L L+GV+ L      L    + + P +Y   ++DL 
Sbjct: 322 ILFGQNGGCKTLLVLSGVTTL----PMLQNPSNSIQPDFYTNKVSDL 364 
 
 
>ref|XP_568941.1| 4-nitrophenylphosphatase [Cryptococcus neoformans var. 
neoformans 
           JEC21] 
          Length = 312 
 
 Score =  130 bits (328), Expect = 8e-029 
 Identities = 88/286 (30%), Positives = 132/286 (46%), Gaps = 23/286 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAA--------LFVSNNSRRARPELALRFAR 76 
           L DCDGVL++G++ V G   +L  L + GKA         +FV+NN+ ++R +L   F + 
Sbjct: 23  LLDCDGVLYHGKQVVEGVRTVLNMLRKKGKAQRFELGKKIIFVTNNATKSRRKLKETFDQ 82 
 
Query: 77  LGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXX-- 134 
           LG      ++ F S              P D    VF                        
Sbjct: 83  LGLNA-SIDECFGSAYASAVYISEVLNFPKDKKVYVFGEEGLEEELDQCGIAHCGGSDPV 141 
 
Query: 135 --------XXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPL 186 
                             + AVL G+D   ++ KL +A  +LR+PEC L+ T+ DP  P  
Sbjct: 142 DREFKAPIDFTVFKADDSIGAVLCGFDSWINYQKLAKAMTYLRNPECKLILTNTDPTFP- 200 
 
Query: 187 SDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDI 246 
           + G   PG+GSL+  +  AS R+ LV+GKP+  M + I  +   DP+R LMVGD L TDI 
Sbjct: 201 THGDVFPGSGSLSIPIVNASKRKPLVIGKPNKMMMDAILAHHMFDPSRALMVGDNLATDI 260 
 
Query: 247 LFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            FG    + T+L + GV++ E+         +++VP   + S  DL 
Sbjct: 261 AFGRNSKIRTLLVMGGVTKYEQV---FGENPNEVVPDLVMNSFGDL 303 
 
 
>ref|XP_001674235.1| Hypothetical protein CBG09323 [Caenorhabditis briggsae 
AF16] 
          Length = 335 



 
 Score =  130 bits (327), Expect = 1e-028 
 Identities = 84/282 (29%), Positives = 130/282 (46%), Gaps = 15/282 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR- 83 
           +FD DGVLW GE  +PG+P L++ L +  K  + ++NN+ ++R   A + A+LG+   +  
Sbjct: 50  IFDADGVLWLGESVMPGSPRLIDYLVKHNKQIIVLTNNATKSRAVYAKKLAKLGYNSSKM 109 
 
Query: 84  ------------AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX 131 
                       A+ L  S             G  D    + +                  
Sbjct: 110 NKNNLVNPAAVVADTLHRSGLDGKRVYLIGEQGLRDEMDELGIEYFGHGPEKKQNEEAGS 169 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSR 191 
                        V AV+VGY++HF + K+ +A  +LR+   L VAT+ D   P  +    
Sbjct: 170 GAFMYDIKLEE-NVGAVVVGYEKHFDYTKMMKAANYLREEGVLFVATNEDETCPGPNPEV 228 
 
Query: 192 T-PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGH 250 
             P  G + AA+  ASGR  L VGKP    F  I   ++I+P+RT+M+GDR  TD+ FG  
Sbjct: 229 VIPDAGPIVAAIRCASGRDPLTVGKPCTPAFNYIKRKWNINPSRTMMIGDRTNTDVKFGR 288 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
             GM T+L L+G  ++E+        + D+VP Y    +  L 
Sbjct: 289 DHGMKTLLVLSGCHQIEDIIENQMNERDDMVPDYVAPCLGAL 330 
 
 
>ref|XP_761126.1| hypothetical protein UM04979.1 [Ustilago maydis 521] 
          Length = 697 
 
 Score =  130 bits (326), Expect = 1e-028 
 Identities = 88/305 (28%), Positives = 136/305 (44%), Gaps = 35/305 (11%) 
 
Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           ++L +    LFDCDGVLW+G+  +P    +L++L + GK+ +FV+NN+ ++R     +FA 
Sbjct: 396 ELLSKYDTFLFDCDGVLWSGDETIPHVVSVLQKLRQRGKSVIFVTNNASKSRQTYLKKFA 455 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVF--------------VXXXXXXX 121 
            +       +++FSS              P D    V               +        
Sbjct: 456 SMNIQA-SLDEVFSSSYASAVYLKKVLNFPADRKVYVIGMHGIEEELDAENILHCGGTDA 514 
 
Query: 122 XXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPE--------- 172 
                                 +V AV+ G+D H S+ KL +A  HL  P           
Sbjct: 515 QDNKFLPALDFGSLQTDEAIDPKVGAVVCGFDMHMSYLKLAKAFKHLTRPGFDGPVEAEG 574 
 
Query: 173 ----CLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENF 228 
               C  + T+ D   P + G   PG GSL+A +  ++ R   +VGKP   M +CI     
Sbjct: 575 MGGGCHFILTNDDSTFP-AKGGPWPGAGSLSAPLIFSTKRTPTIVGKPHKPMLDCIIATK 633 
 
Query: 229 SIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQH-DLVPHYYVE 287 
             DP R +MVGDRL TDI F    G+ ++L LTG+S+ +E +     G H   +P Y ++ 
Sbjct: 634 QFDPKRAIMVGDRLNTDIEFAKAGGIASMLVLTGISKRDEIE-----GPHAKTIPDYLID 688 
 
Query: 288 SIADL 292 
           S+ DL 
Sbjct: 689 SLGDL 693 
 
 
>ref|XP_957212.1| 4-nitrophenylphosphatase [Neurospora crassa OR74A] 



          Length = 306 
 
 Score =  130 bits (326), Expect = 1e-028 
 Identities = 102/310 (32%), Positives = 141/310 (45%), Gaps = 29/310 (9%) 
 
Query: 3   MARCERLRG--AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           MA+ + L G  AA+ + + +    LFDCDGVLW+GE    G  E LE L   GK  +FV+ 
Sbjct: 1   MAQPKYLSGDVAAINEFIDKFDVFLFDCDGVLWSGEHVFEGVVETLELLRSRGKKTVFVT 60 
 
Query: 61  NNSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXX 120 
           NNS ++RPE   +F  LG      E   S+              PP     VFV       
Sbjct: 61  NNSTKSRPEYKKKFEGLGIPADEDEIFGSAYSSAIYISRILKLAPPK--NKVFVIGEAGI 118 
 
Query: 121 XXXXXXX----------------XXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREA 164 
                                                   V  VLVG D H ++ KL  A 
Sbjct: 119 EQELTTENIPFIGGTDPSFRRDVTVEDFNGLADGSLLNPEVGCVLVGLDWHINYLKLSHA 178 
 
Query: 165 CAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECI 224 
             +LR     L AT+ D   P+++    PG GS++  +   +G++ + +GKPS  M + I 
Sbjct: 179 YQYLRRGAVFL-ATNVDSTFPMNNNF-FPGAGSISVPLVHMTGQEPVALGKPSQAMMDAI 236 
 
Query: 225 TENFSIDPARTLMVGDRLETDILFG--HRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVP 282 
              F +D ART MVGDRL TDI FG   R G  T+  LTGV++ E+ +A  A      VP 
Sbjct: 237 EGKFHLDRARTCMVGDRLNTDIKFGIEGRLG-GTLAVLTGVNKKEDWEAADAVA----VP 291 
 
Query: 283 HYYVESIADL 292 
            +YV+ ++DL 
Sbjct: 292 SFYVDKLSDL 301 
 
 
>ref|NP_504509.1| K09H11.7 [Caenorhabditis elegans] 
          Length = 322 
 
 Score =  129 bits (324), Expect = 2e-028 
 Identities = 83/282 (29%), Positives = 131/282 (46%), Gaps = 15/282 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR- 83 
           +FD DGVLW GE  +PG+P L++ L +  K  + ++NN+ ++R   A + A+LG+   +  
Sbjct: 33  IFDADGVLWLGESVMPGSPRLIDYLVKHNKQIIVLTNNATKSRAVYAKKLAKLGYNSSKM 92 
 
Query: 84  ------------AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX 131 
                       A+ L  +             G  D    + +                  
Sbjct: 93  NKNNLVNPAAVVADTLHRAGLDGKRVYLIGEQGLRDEMDELGIEYFGHGPEKKQDEADGS 152 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSR 191 
                        V AV+VGY++HF + K+ +A  +LR+   L VAT+ D   P  +    
Sbjct: 153 GAFMYDIKLEE-NVGAVVVGYEKHFDYVKMMKASNYLREEGVLFVATNEDETCPGPNPEV 211 
 
Query: 192 T-PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGH 250 
             P  G + AA++ ASGR  L VGKP    F  I   ++I+P+RT+M+GDR  TD+ FG  
Sbjct: 212 VIPDAGPIVAAIKCASGRDPLTVGKPCTPAFNYIKRKWNINPSRTMMIGDRTNTDVKFGR 271 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
             GM T+L L+G  ++E+        + D+VP Y    +  L 
Sbjct: 272 DHGMKTLLVLSGCHQIEDIIENQMNERDDMVPDYVAPCLGAL 313 
 
 



>ref|NP_504512.1| F44E7.2 [Caenorhabditis elegans] 
          Length = 335 
 
 Score =  129 bits (323), Expect = 3e-028 
 Identities = 83/282 (29%), Positives = 131/282 (46%), Gaps = 15/282 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR- 83 
           +FD DGVLW GE  +PG+P L++ L +  K  + ++NN+ ++R   A + A+LG+   +  
Sbjct: 50  IFDADGVLWLGESVMPGSPRLIDYLVKHNKQIIVLTNNATKSRAVYAKKLAKLGYNSSKM 109 
 
Query: 84  ------------AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX 131 
                       A+ L  +             G  D    + +                  
Sbjct: 110 NKNNLVNPAAVVADTLHRAGLDGKRVYLIGEQGLRDEMDELGIEYFGHGPEKKQDEADGS 169 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSR 191 
                        V AV+VGY++HF + K+ +A  +LR+   L VAT+ D   P  +    
Sbjct: 170 GAFMYDIKLEE-NVGAVVVGYEKHFDYIKMMKASNYLREEGVLFVATNEDETCPGPNPEV 228 
 
Query: 192 T-PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGH 250 
             P  G + AA++ ASGR  L VGKP    F  I   ++I+P+RT+M+GDR  TD+ FG  
Sbjct: 229 VIPDAGPIVAAIKCASGRDPLTVGKPCTPAFNYIKRKWNINPSRTMMIGDRTNTDVKFGR 288 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
             GM T+L L+G  ++E+        + D+VP Y    +  L 
Sbjct: 289 DHGMKTLLVLSGCHQIEDIIENQMNERDDMVPDYVAPCLGAL 330 
 
 
>ref|NP_504511.1| C53A3.2 [Caenorhabditis elegans] 
          Length = 349 
 
 Score =  129 bits (323), Expect = 3e-028 
 Identities = 82/274 (29%), Positives = 129/274 (47%), Gaps = 15/274 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR- 83 
           +FD DGVLW GE  +PG+P L++ L +  K  + ++NN+ ++R   A + A+LG+   +  
Sbjct: 60  IFDADGVLWLGESVMPGSPRLIDYLVKHNKQIIVLTNNATKSRAVYAKKLAKLGYNSSKM 119 
 
Query: 84  ------------AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX 131 
                       A+ L  +             G  D    + +                  
Sbjct: 120 NKNNLVNPAAVVADTLHRAGLDGKRVYLIGEQGLRDEMDELGIEYFGHGPEKKQDEADGS 179 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSR 191 
                        V AV+VGY++HF + K+ +A  +LR+   L VAT+ D   P  +    
Sbjct: 180 GAFMYDIKLEE-NVGAVVVGYEKHFDYVKMMKASNYLREEGVLFVATNEDETCPGPNPEV 238 
 
Query: 192 T-PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGH 250 
             P  G + AA++ ASGR  L VGKP    F  I   ++I+P+RT+M+GDR  TD+ FG  
Sbjct: 239 VIPDAGPIVAAIKCASGRDPLTVGKPCTPAFNYIKRKWNINPSRTMMIGDRTNTDVKFGR 298 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHY 284 
             GM T+L L+G  ++E+        + D+VP Y 
Sbjct: 299 DHGMKTLLVLSGCHQIEDIIENQMNERDDMVPDY 332 
 
 
>ref|XP_777337.1| hypothetical protein CNBB1390 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
          Length = 308 



 
 Score =  128 bits (321), Expect = 5e-028 
 Identities = 88/288 (30%), Positives = 129/288 (44%), Gaps = 15/288 (5%) 
 
Query: 15  RDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRF 74 
           R ++  A   LFDCDGVL+ G +    A  LL+ L  +GK  +FV+NNS ++R +L   F 
Sbjct: 20  RQLVDSADTFLFDCDGVLFLGTQLTENAKVLLDMLRSSGKKVIFVTNNSTKSRRQLKAHF 79 
 
Query: 75  ARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXX 134 
             LG      E+ F S              P D    VF                      
Sbjct: 80  DSLGLDA-SLEECFGSAYASAVYLSEVLKFPKDKKVYVFGHEGIEEELDEVGIAHIGGSD 138 
 
Query: 135 ----------XXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWH 184 
                               V AVL G D   ++ K+ +A  +L +PEC L+ T+ D    
Sbjct: 139 PEDREFTPPIDYSHYSPDPSVGAVLCGADNWINWKKITKAVIYLHNPECRLILTNPDATF 198 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
           P+  GS  P  GS++A +  A+ +  +V+GKPS  M + +  +  I+PART+M+GD L T 
Sbjct: 199 PIG-GSLFPAAGSMSAPIVYAAKQTPIVIGKPSKTMMDAVIAHHHINPARTIMIGDNLHT 257 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           DI FG   G+ T+L + GV++ E            +VP Y +    DL 
Sbjct: 258 DIEFGINSGIRTLLVMGGVTKYE---YIYGENPSPVVPTYVINRAGDL 302 
 
 
>ref|XP_568933.1| 4-nitrophenylphosphatase [Cryptococcus neoformans var. 
neoformans 
           JEC21] 
          Length = 308 
 
 Score =  127 bits (320), Expect = 7e-028 
 Identities = 88/288 (30%), Positives = 129/288 (44%), Gaps = 15/288 (5%) 
 
Query: 15  RDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRF 74 
           R ++  A   LFDCDGVL+ G +    A  LL+ L  +GK  +FV+NNS ++R +L   F 
Sbjct: 20  RQLVDSADTFLFDCDGVLFLGTQLTENAKVLLDMLRSSGKKVIFVTNNSTKSRRQLKAHF 79 
 
Query: 75  ARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXX 134 
             LG      E+ F S              P D    VF                      
Sbjct: 80  DSLGLDA-SLEECFGSAYASAVYLSEVLKFPKDKKVYVFGHEGIEEELDEVGIAHIGGSD 138 
 
Query: 135 ----------XXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWH 184 
                               V AVL G D   ++ K+ +A  +L +PEC L+ T+ D    
Sbjct: 139 PEDREFTPPIDYSHYSPDPSVGAVLCGADNWINWKKITKAVIYLHNPECRLILTNPDATF 198 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
           P+  GS  P  GS++A +  A+ +  +V+GKPS  M + +  +  I+PART+M+GD L T 
Sbjct: 199 PIG-GSLFPAAGSMSAPIVYAAKQTPVVIGKPSKTMMDAVIAHHHINPARTIMIGDNLHT 257 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           DI FG   G+ T+L + GV++ E            +VP Y +    DL 
Sbjct: 258 DIEFGINSGIRTLLVMGGVTKYE---YIYGENPSPVVPTYVINRAGDL 302 
 
 
>ref|NP_649015.2| CG5567 CG5567-PA [Drosophila melanogaster] 
          Length = 330 
 



 Score =  127 bits (319), Expect = 9e-028 
 Identities = 62/151 (41%), Positives = 96/151 (63%), Gaps = 4/151 (2%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           + AV+VG+DEHFSF K+ +A ++L DPECL VAT+ D   P+ +    PG+GS   A++T 
Sbjct: 169 IGAVVVGFDEHFSFPKMMKAASYLNDPECLFVATNTDERFPMPN-MIVPGSGSFVRAIQT 227 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
            + R  +V+GKP+P + E +     IDP+RTLM+GDR  TDIL G  CG  T+L  +G+  
Sbjct: 228 CAERDPVVIGKPNPAICESLVTEKKIDPSRTLMIGDRANTDILLGFNCGFQTLLVGSGIH 287 
 
Query: 265 RLEEAQAYLAA---GQHDLVPHYYVESIADL 292 
           +L++ + +  +    +  L+P  Y+  + DL 
Sbjct: 288 QLKDVERWKLSQDPEEKKLIPDVYLPKLGDL 318 
 
 
 
 Score = 51.2 bits (121), Expect = 8e-005 
 Identities = 26/71 (36%), Positives = 40/71 (56%) 
 
Query: 9  LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
          L  A + + L     V+ DCDGVLW   +A+ G+ +++ +L   GK+  F +NNS + R  
Sbjct: 27 LSSAKVTEWLAGFDSVITDCDGVLWIYGQALEGSVDVMNQLKGMGKSIYFCTNNSTKTRS 86 
 
Query: 69 ELALRFARLGF 79 
          EL  +   LGF 
Sbjct: 87 ELLKKGVELGF 97 
 
 
>ref|NP_596255.1| 4-nitrophenylphosphatase (PMID 1645660) 
[Schizosaccharomyces pombe 
           972h-] 
          Length = 298 
 
 Score =  127 bits (319), Expect = 9e-028 
 Identities = 86/281 (30%), Positives = 127/281 (45%), Gaps = 17/281 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGVLW+G + +PG  + ++ L   GK  +FVSNNS ++R     +    G    +  
Sbjct: 22  LFDCDGVLWSGSKPIPGVTDTMKLLRSLGKQIIFVSNNSTKSRETYMNKINEHGIAA-KL 80 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E+++ S              P D    V                                 
Sbjct: 81  EEIYPSAYSSATYVKKVLKLPADKKVFVLGEAGIEDELDRVGVAHIGGTDPSLRRALASE 140 
 
Query: 145 ----------VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPG 194 
                     V AVL G D H ++ K   A  +L+DP C  + T++D   P ++G   PG 
Sbjct: 141 DVEKIGPDPSVGAVLCGMDMHVTYLKYCMAFQYLQDPNCAFLLTNQDSTFP-TNGKFLPG 199 
 
Query: 195 TGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM 254 
           +G+++  +  ++GRQ  ++GKP   M E I  N + D  +   VGDRL TDI F     + 
Sbjct: 200 SGAISYPLIFSTGRQPKILGKPYDEMMEAIIANVNFDRKKACFVGDRLNTDIQFAKNSNL 259 
 
Query: 255 -TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
             ++L LTGVS+ EE    +      +VP YYVES+A L E 
Sbjct: 260 GGSLLVLTGVSKEEE----ILEKDAPVVPDYYVESLAKLAE 296 
 



 
>ref|XP_001742750.1| predicted protein [Monosiga brevicollis MX1] 
          Length = 301 
 
 Score =  127 bits (318), Expect = 1e-027 
 Identities = 91/302 (30%), Positives = 138/302 (45%), Gaps = 21/302 (6%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELA 71 
           A  R ++   +  +FDCDGV+W G   + G  + L+ L R GK   F++NNS + R     
Sbjct: 5   AQCRALIESTKLFVFDCDGVIWRGATLIDGVADALDGLRRHGKRVAFITNNSTKTRANFV 64 
 
Query: 72  LRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX 131 
            +F  LG   +  + ++SS                D    V+V                  
Sbjct: 65  KKFHGLGLTWVERDDVWSSASAAAAYLTQRAK--LDKSRKVYVVGQSGLCEELCEAGYTV 122 
 
Query: 132 XXXXXXXXXXXX----------RVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDR 180 
                                  V AV+VG+D   ++ KL  A    R+  +CL +AT+R 
Sbjct: 123 LGGPDDEGSSVFPVPERFEVDPAVGAVVVGFDRAINYYKLAYATMCARENKDCLFLATNR 182 
 
Query: 181 DPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECI--TENFSIDPARTLMV 238 
           D    L+D    PG G++ AA+ETA GR   V GKPSP++ + +        D A  +MV 
Sbjct: 183 DAITHLNDEQEFPGGGTMVAALETAIGRAPEVAGKPSPFLVDALYAFHGLDRDSAHAVMV 242 
 
Query: 239 GDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQ--HDLVPHYYVESIADLTEGL 296 
           GDRL+TDI+FG+   M T+L ++GV+R    Q+++ A Q   D  P Y   S+  L + L 
Sbjct: 243 GDRLDTDIIFGNTNNMATLLVMSGVTR----QSHVDATQPGEDDYPTYIAPSLKLLADTL 298 
 
Query: 297 ED 298 
            + 
Sbjct: 299 AE 300 
 
 
>ref|XP_001603048.1| PREDICTED: similar to ENSANGP00000018510 [Nasonia 
vitripennis] 
          Length = 304 
 
 Score =  127 bits (318), Expect = 1e-027 
 Identities = 59/153 (38%), Positives = 97/153 (63%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           V AV+VG+D+HFS+ KL +A  +  D     + T+ D   P  + +  PG G    A+E  
Sbjct: 150 VGAVVVGFDKHFSYPKLVKAATYAHDRGNHFIGTNPDFERPSPNENLFPGAGCYLLAIEA 209 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GR+A+V+GKP P++ E I + + ++PARTLM+GD L TDIL G RCG TT+L ++G++ 
Sbjct: 210 AAGRKAVVLGKPEPFVSELIRKKYGVNPARTLMIGDNLSTDILLGKRCGFTTLLVMSGIT 269 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
             EE +       + ++P +Y + ++D+ + L+ 
Sbjct: 270 TKEELEKQRRDSPNSILPDFYADQLSDVLDCLQ 302 
 
 
 
 Score = 49.3 bits (116), Expect = 3e-004 
 Identities = 20/47 (42%), Positives = 30/47 (63%) 
 
Query: 24 VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPEL 70 



          VL DCDGVLW  +  + G+PE + R   +GK   +++NN+ + R EL 
Sbjct: 24 VLSDCDGVLWREKEVIKGSPETVARFKESGKKFFYITNNNCKTRAEL 70 
 
 
>ref|NP_982763.1| ABL184Wp [Ashbya gossypii ATCC 10895] 
          Length = 309 
 
 Score =  126 bits (317), Expect = 2e-027 
 Identities = 92/296 (31%), Positives = 126/296 (42%), Gaps = 18/296 (6%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELA 71 
           A +   L +    LFDCDGVLW G   +P   E L  L   GK   FV+NNS ++R   A 
Sbjct: 14  AGVHSFLDQYDTFLFDCDGVLWLGTHLLPLVKETLAMLTAKGKQLYFVTNNSTKSRAAYA 73 
 
Query: 72  LRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGA-------------VFVXXXX 118 
            +FA  G   +  EQ+F+S               P A                +       
Sbjct: 74  KKFASFGIT-VGVEQIFTSSYAAALHVRDELRLAPGADKIWVFGEAGIQDELQLMGYETM 132 
 
Query: 119 XXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVAT 178 
                                     VRAV+ G D H ++ +L     +L+ PE   VAT 
Sbjct: 133 GGADERLDAPFAADASPFLEGGLDPAVRAVVAGLDTHLNYHRLSVTLQYLQQPEVAFVAT 192 
 
Query: 179 DRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMV 238 
           + D   P   G + PG G++   + TASGR+    GKP+  M + I     +D  RT MV 
Sbjct: 193 NLDNTLP-QKGLKLPGAGTMIQCLVTASGREPQACGKPNQNMLKSIVAATGLDRTRTCMV 251 
 
Query: 239 GDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           GDRL TD+ FG   G+ T+L LTG+    EA A   + +H   P YY + +  L E 
Sbjct: 252 GDRLNTDMRFGADGGLGTLLVLTGIE--TEAGALAPSAEHP-QPAYYADKLGSLYE 304 
 
 
>ref|XP_001674234.1| Hypothetical protein CBG09325 [Caenorhabditis briggsae 
AF16] 
          Length = 348 
 
 Score =  125 bits (315), Expect = 3e-027 
 Identities = 84/282 (29%), Positives = 130/282 (46%), Gaps = 16/282 (5%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR- 83 
           +FD DGVLW GE  +PG+P L++ L +  K  + ++NN+ ++R   A + A+LG+   +  
Sbjct: 60  IFDADGVLWLGESVMPGSPRLIDYLVKH-KQIIVLTNNATKSRAVYAKKLAKLGYNSSKM 118 
 
Query: 84  ------------AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX 131 
                       A+ L  S             G  D    + +                  
Sbjct: 119 NKNNLVNPAAVVADTLHRSGLDGKRVYLIGEQGLRDEMDELGIEYFGHGPEKKQNEEAGS 178 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSR 191 
                        V AV+VGY++HF + K+ +A  +LR+   L VAT+ D   P  +    
Sbjct: 179 GAFMYDIKLEE-NVGAVVVGYEKHFDYTKMMKAANYLREEGVLFVATNEDETCPGPNPEV 237 
 
Query: 192 T-PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGH 250 
             P  G + AA+  ASGR  L VGKP    F  I   ++I+P+RT+M+GDR  TD+ FG  
Sbjct: 238 VIPDAGPIVAAIRCASGRDPLTVGKPCTPAFNYIKRKWNINPSRTMMIGDRTNTDVKFGR 297 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
             GM T+L L+G  ++E+        + D+VP Y    +  L 
Sbjct: 298 DHGMKTLLVLSGCHQIEDIIENQMNERDDMVPDYVAPCLGAL 339 



 
 
>ref|XP_001354807.1| GA13927-PA [Drosophila pseudoobscura] 
          Length = 313 
 
 Score =  125 bits (313), Expect = 5e-027 
 Identities = 94/284 (33%), Positives = 130/284 (45%), Gaps = 10/284 (3%) 
 
Query: 18  LGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARL 77 
           +G    VL D DGVLW+ E  VP A +    L RAGK   FV+NNS R   +    F +L 
Sbjct: 23  VGSFDRVLSDIDGVLWSMEYTVPRAVDGYAALQRAGKEVSFVTNNSVRTMEQCLRHFEKL 82 
 
Query: 78  GFGGLRAEQLFSSXXXXXXXXXXXXPGP----PDAP-GAVFVXXXXXXXXXXXXXXXXXX 132 
           G      +    +             G       AP  AV                     
Sbjct: 83  GLQVAPEQVWHPAQSIVLYLRDIQFEGLIYIIASAPFKAVLREAGFQLLDGPNEFIEESY 142 
 
Query: 133 XXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECLLVATDRDPWHPLSDGSR 191 
                       VRAV++  D + +  KL  A  +L R+PECLL+    D   P++ G   
Sbjct: 143 QSLAKTIFDHQPVRAVIIDVDFNLTSPKLLRAHMYLMRNPECLLIGGATDRLLPVAKGVN 202 
 
Query: 192 TPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGH 250 
             G G  A+ +  ASGRQA+ +GKP   + E + ++  I +P R LMVGD L  DI FG  
Sbjct: 203 IIGPGPFASILVEASGRQAVTLGKPGRELGELLIKHLKIAEPQRVLMVGDMLAQDIQFGR 262 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           +CG  T+L L+G   LE+ QA  +    DL+P YY +S+AD+ + 
Sbjct: 263 QCGFQTLLVLSGGCSLEQLQAETSP---DLLPDYYADSVADVAQ 303 
 
 
>ref|XP_638376.1| hypothetical protein DDBDRAFT_0186160 [Dictyostelium 
discoideum 
           AX4] 
          Length = 303 
 
 Score =  124 bits (310), Expect = 1e-026 
 Identities = 85/279 (30%), Positives = 127/279 (45%), Gaps = 18/279 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARA-GKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           +FDCDGVLW  +  VPGA E L  L +  GK  LFV+NNS + R +   +           
Sbjct: 26  IFDCDGVLWIADTIVPGAIETLNYLRQTLGKKILFVTNNSTKTRQQFLEKIKSFNIEAFI 85 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E   SS            P        VF+                              
Sbjct: 86  DEVYGSSYGAAIYLNQINFPKETKK---VFIIGEHGLEKELNDQNFKTIKEINKLKDGLD 142 
 
Query: 144 RVR---------AVLVGYDEHFSFAKLREACAHLRDPE-CLLVATDRDPWHPLSDGSRTP 193 
            V+         AV+VG D   +F K   A   +++ E CL +AT+ D  +P+ +    P 
Sbjct: 143 SVQNTAIDKDVGAVIVGMDTQLTFQKATYAHMCIKEIEGCLFIATNPDTSYPVKNEKTLP 202 
 
Query: 194 GTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCG 253 
           G GS+ A ++T++G + + +GKP   + + I +  +++P RTL VGDRL+TDI F    G 
Sbjct: 203 GAGSIVAMIQTSTGVKPITIGKPETLLLDVILKKDNLNPERTLFVGDRLDTDIAFAVNGG 262 
 
Query: 254 MTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           + ++L LTG+S+L E           + P+YY  +IADL 
Sbjct: 263 IRSLLVLTGISKLNEINNI----DSKINPNYYTNTIADL 297 
 



 
>ref|XP_001908284.1| unnamed protein product [Podospora anserina] 
          Length = 308 
 
 Score =  123 bits (308), Expect = 2e-026 
 Identities = 93/298 (31%), Positives = 132/298 (44%), Gaps = 25/298 (8%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELA 71 
           AA+ + + R    L DCDGV+W+GE    G  E LE L   GK  +FV+NNS ++R E   
Sbjct: 12  AAINEFIDRFDVFLLDCDGVIWSGEHVFEGVVETLEHLRYRGKKIVFVTNNSTKSRQEYL 71 
 
Query: 72  LRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXX 131 
            +F  LG      E   S+              PP     VFV                  
Sbjct: 72  KKFTGLGIPSDVEEIFGSAYSASVYISRILKLAPPK--NKVFVIGEAGIEHELRSENVPF 129 
 
Query: 132 XXXX----------------XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLL 175 
                                        V  VLVG D H ++ KL  A  +LR    +  
Sbjct: 130 IGGTDPAFRRDVTPEDFKGLADGSLLDPEVGCVLVGLDFHINYLKLSHALQYLRRG-AIF 188 
 
Query: 176 VATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPART 235 
           +AT+ D   P+S G   PG GS++  +  ++G++ + +GKPS  M + +   F  D  RT 
Sbjct: 189 LATNVDSTFPMSHGF-FPGAGSMSMPLVYSTGQKPVALGKPSQAMMDAVEGKFQFDRERT 247 
 
Query: 236 LMVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            MVGDRL+TDI FG    +  T+  LTGVS+ E  +A  A      VP +YV+ ++D+ 
Sbjct: 248 CMVGDRLDTDIKFGIEGKLGGTLAVLTGVSQKEHWEAADAVA----VPAFYVDKLSDI 301 
 
 
>ref|XP_001521615.1| PREDICTED: hypothetical protein, partial 
[Ornithorhynchus anatinus] 
          Length = 117 
 
 Score =  120 bits (302), Expect = 9e-026 
 Identities = 60/108 (55%), Positives = 80/108 (74%), Gaps = 3/108 (2%) 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRC 252 
           PGTG L  AVETA+ R+A V+GKPS ++FEC+++ + +DPARTLMVGDRL+TDIL G  C 
Sbjct: 9   PGTGCLVRAVETAAQRRAEVIGKPSRFIFECVSQEYGLDPARTLMVGDRLDTDILLGATC 68 
 
Query: 253 GMTTVLTLTGVSRLEEAQAYLAAG---QHDLVPHYYVESIADLTEGLE 297 
           G+ T+LTLTGVS L E ++   +    +  +VP +YVESIADL   L+ 
Sbjct: 69  GLRTLLTLTGVSSLGEVESCRRSDCPTRRKMVPDFYVESIADLLPALQ 116 
 
 
>ref|XP_001273643.1| 4-nitrophenylphosphatase, putative [Aspergillus clavatus 
NRRL 1] 
          Length = 333 
 
 Score =  120 bits (300), Expect = 1e-025 
 Identities = 89/305 (29%), Positives = 133/305 (43%), Gaps = 35/305 (11%) 
 
Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           ++L R    LFDCDGV+W+G+  + GA E ++ L R GK  LFV+NN+ R+R  L  +F  
Sbjct: 15  EILNRYDTWLFDCDGVIWSGDDKIAGAGEAVDLLRRQGKRVLFVTNNASRSRKMLKKKFD 74 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVF--------------VXXXXXXX 121 
           RLG      +++ SS              P D    V               +        



Sbjct: 75  RLGISASE-DEIVSSAFAAAGYLKDVLKFPADRKVYVMGMEGIEAELDAVGILHCGGTSP 133 
 
Query: 122 XXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL------------- 168 
                                  V AVL G+D H ++AKL +A  HL              
Sbjct: 134 EDNQFLPANDYSPLQSEGAIDPSVGAVLCGFDMHMNYAKLCKAFKHLTREGAQGPVLAGE 193 
 
Query: 169 RDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENF 228 
           +   C  + T+ D   P   G   PG+GSLA  +  A+ R+ ++VGKP   M + +   + 
Sbjct: 194 QGGGCHFLLTNDDKVVPAL-GEPWPGSGSLATPLIAATKREPIIVGKPHAPMLDMVKSLY 252 
 
Query: 229 SIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVES 288 
            ID  R++ VGD L TDILF     + ++L LTGV+   + Q      +  + P Y ++  
Sbjct: 253 QIDEKRSIFVGDNLHTDILFAKDGNIDSLLVLTGVTTERDCQ------EEGIWPSYIIQG 306 
 
Query: 289 IADLT 293 
           I+ LT 
Sbjct: 307 ISALT 311 
 
 
>ref|XP_001848163.1| 4-nitrophenylphosphatase [Culex pipiens 
quinquefasciatus] 
          Length = 306 
 
 Score =  119 bits (298), Expect = 3e-025 
 Identities = 59/151 (39%), Positives = 91/151 (60%), Gaps = 4/151 (2%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           V AV+VG+DEHFSF K+ +A ++L + E + + T+ D   P+ D    PGTGS+  AV T 
Sbjct: 153 VGAVIVGFDEHFSFVKMMKAASYLNNQEVIFIGTNTDERFPMPD-CVIPGTGSIVNAVTT 211 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
            + R   V+GKP+ ++ + + + + +DP RTLM+GDR  TDIL G  CG  T+L  TG+  
Sbjct: 212 CAERPPTVMGKPNKHICDILQQEYKVDPERTLMIGDRCNTDILLGKNCGFKTLLVETGIH 271 
 
Query: 265 RLEEAQAYLAAGQHD---LVPHYYVESIADL 292 
           + E+ + +  +   +   LVP  Y   + DL 
Sbjct: 272 KAEDIEKWAQSEDEETRRLVPDVYAGKLGDL 302 
 
 
 
 Score = 59.7 bits (143), Expect = 2e-007 
 Identities = 27/71 (38%), Positives = 40/71 (56%) 
 
Query: 9  LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
          L  A ++D +G    VL DCDGV+W     +P A +++ +    GK   FV+NNS + RP 
Sbjct: 12 LSPAEIKDWVGSFDTVLTDCDGVIWVDNNTLPQATDVINKFIENGKQLFFVTNNSTKTRP 71 
 
Query: 69 ELALRFARLGF 79 
          E   +  +LGF 
Sbjct: 72 EFVTKAVKLGF 82 
 
 
>ref|XP_001352722.1| GA16941-PA [Drosophila pseudoobscura] 
          Length = 320 
 
 Score =  119 bits (298), Expect = 3e-025 
 Identities = 83/288 (28%), Positives = 127/288 (44%), Gaps = 9/288 (3%) 



 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           +R +L     +++  DGVLW   +A+ GA +    L   GK +   +NNS  +   L  + 
Sbjct: 25  VRQLLKTFDTIVYAADGVLWRHGQALTGAADTFNALRAMGKNSFICTNNSEASCRALTKK 84 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXX 133 
              LGF     E L S+                   G   +                    
Sbjct: 85  AHSLGFLIAENEILSSAQALARYMRERKFNRKVYIVGGQGIKDELRQVGIESLPLDLAST 144 
 
Query: 134 XXXXXXXXXXR------VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLS 187 
                     +      V AV VG D   +  KL +A  +LRDP  L +AT+RD   P++ 
Sbjct: 145 QENSMVDQVQKMYLDANVGAVAVGMDLGLNVLKLTKASIYLRDPRTLFLATNRDRAFPVA 204 
 
Query: 188 DGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDIL 247 
              + PG G + AA++  + R     GKPSPY+   +     I+P RTL+VGD + TD+  
Sbjct: 205 ADRQVPGAGVVVAAIQAVAKRAPFTCGKPSPYVCSHLIRQGVIEPERTLLVGDTMYTDMQ 264 
 
Query: 248 FGHRCGMTTVLTLTGVSRLEEAQAYLAAGQ---HDLVPHYYVESIADL 292 
           FG+ CG  T+L  TGVS L++ +  LA+ Q   +  +P  Y+  ++DL 
Sbjct: 265 FGYNCGFHTLLVGTGVSSLQDVRHALASKQAIAYQQIPDLYLHRLSDL 312 
 
 
>gb|ABX00714.1| AT31245p [Drosophila melanogaster] 
          Length = 327 
 
 Score =  118 bits (296), Expect = 4e-025 
 Identities = 83/278 (29%), Positives = 122/278 (43%), Gaps = 9/278 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++FD +GVLW+  + +  A E    L   GK A   +NNS  +   +      +GF   + 
Sbjct: 41  IIFDGNGVLWSHGKVLENAAETFNALRAMGKKAFICTNNSVTSVEGICKYAQEMGFLVAK 100 
 
Query: 84  AEQLFSSXXXXXXXXXXXXP------GPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXX 137 
            E L S                    G       + +                        
Sbjct: 101 NEILSSVQTLAKFMKEKKFKKKCYVVGGQGIVDELKLVGIESLPLDHSSLQGFSMPDHIH 160 
 
Query: 138 XXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGS 197 
                  V AV+VG D+ F+  KL +AC +LRD E + VAT RD   P + G   P  G  
Sbjct: 161 SIYLDPNVGAVVVGSDKDFNTIKLTKACCYLRDSEVMFVATSRDAALPAAPGRMVPSAGV 220 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTV 257 
           + AA++ AS R     GKP+PYM   + +   I P RTL++GD + TDIL G++CG  T+ 
Sbjct: 221 MVAAIQAASQRMPFTCGKPNPYMCIDLMQKGVIQPDRTLIIGDTMCTDILLGYKCGFQTL 280 
 
Query: 258 LTLTGVSRLE---EAQAYLAAGQHDLVPHYYVESIADL 292 
           L  TGV+  +   EAQ   A   +  VP  Y+  +++L 
Sbjct: 281 LVGTGVNSYQDAIEAQGSKAPLLYQQVPDLYMPKLSNL 318 
 
 
>ref|NP_728791.1| CG32487 CG32487-PA [Drosophila melanogaster] 
          Length = 320 
 
 Score =  118 bits (296), Expect = 4e-025 
 Identities = 83/278 (29%), Positives = 122/278 (43%), Gaps = 9/278 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++FD +GVLW+  + +  A E    L   GK A   +NNS  +   +      +GF   + 



Sbjct: 34  IIFDGNGVLWSHGKVLENAAETFNALRAMGKKAFICTNNSVTSVEGICKYAQEMGFLVAK 93 
 
Query: 84  AEQLFSSXXXXXXXXXXXXP------GPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXX 137 
            E L S                    G       + +                        
Sbjct: 94  NEILSSVQTLAKFMKEKKFKKKCYVVGGQGIVDELKLVGIESLPLDHSSLQGFSMPDHIH 153 
 
Query: 138 XXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGS 197 
                  V AV+VG D+ F+  KL +AC +LRD E + VAT RD   P + G   P  G  
Sbjct: 154 SIYLDPNVGAVVVGSDKDFNTIKLTKACCYLRDSEVMFVATSRDAALPAAPGRMVPSAGV 213 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTV 257 
           + AA++ AS R     GKP+PYM   + +   I P RTL++GD + TDIL G++CG  T+ 
Sbjct: 214 MVAAIQAASQRMPFTCGKPNPYMCIDLMQKGVIQPDRTLIIGDTMCTDILLGYKCGFQTL 273 
 
Query: 258 LTLTGVSRLE---EAQAYLAAGQHDLVPHYYVESIADL 292 
           L  TGV+  +   EAQ   A   +  VP  Y+  +++L 
Sbjct: 274 LVGTGVNSYQDAIEAQGSKAPLLYQQVPDLYMPKLSNL 311 
 
 
>ref|XP_001270852.1| 4-nitrophenylphosphatase [Aspergillus clavatus NRRL 1] 
          Length = 306 
 
 Score =  118 bits (295), Expect = 6e-025 
 Identities = 88/299 (29%), Positives = 134/299 (44%), Gaps = 27/299 (9%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           +++ L R    LFDCDGVLW+G+   PG  E LE L   GK  +FV+NNS ++R +   + 
Sbjct: 15  IKEFLDRFDVFLFDCDGVLWSGDLVYPGTVETLEMLRSNGKQVVFVTNNSTKSRADYRKK 74 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPP-----------------DAPGAVFVXX 116 
             +LG      E++FSS              P                  +     F+   
Sbjct: 75  LEKLGIPS-STEEIFSSSYSASIYISRILKLPENKRKVFIIGETGIEQELETENVPFIGG 133 
 
Query: 117 XXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLV 176 
                                       V  VLVG D H ++ KL  A  +++     L  
Sbjct: 134 TDPAYRRDVTTEDYKLITSGDSSLIDPEVGVVLVGLDRHINYLKLALAYHYVKRGAVFL- 192 
 
Query: 177 ATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTL 236 
           AT+ D  +P ++G+  PG GS++A +    G++ + +GKP+  M + I   F  D +RT  
Sbjct: 193 ATNIDSTYP-NEGALFPGAGSMSAPLIMMLGQEPVSLGKPNQAMMDAIEGKFKFDRSRTC 251 
 
Query: 237 MVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           MVGDR+ TDI FG    +  T+  LTGVS  E+   +LA       P  Y++ ++DL + 
Sbjct: 252 MVGDRVNTDIRFGVEGKLGGTLGVLTGVSTKED---FLAGPTR---PAIYLDKLSDLLD 304 
 
 
>ref|YP_001431946.1| phosphoglycolate phosphatase [Roseiflexus castenholzii 
DSM 13941] 
          Length = 259 
 
 Score =  117 bits (294), Expect = 7e-025 
 Identities = 89/272 (32%), Positives = 124/272 (45%), Gaps = 24/272 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FD DG ++ G+  +PGA E + RL  AG   +F+SNN  R R + A +   LG   +   
Sbjct: 10  IFDLDGTVYLGDALLPGAAEAITRLRAAGSKVVFLSNNPTRTRAQYAAKLTALGIPTMAD 69 
 



Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGA-VFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
           E + SS                +APG+ VFV                              
Sbjct: 70  EVINSSYVMVRWLLA-------EAPGSRVFVVGEPPLCDELRTAGFDLADDADG------ 116 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
            VR V+  +D  F++ KL+ A   +R      VAT+ D + P   G   P   ++ AA+E 
Sbjct: 117 -VRFVIASFDRTFTYRKLQIAFDAIR-AGARFVATNPDRYCPTPTGGE-PDAAAMIAAIE 173 
 
Query: 204 TASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
             +     +VVGKPSP M + I E   + PA+ L+VGDRLETDI  G   GM T LTLTG 
Sbjct: 174 ACTAHPVEVVVGKPSPIMVQTIAETLRLPPAQCLVVGDRLETDIAMGRAAGMATALTLTG 233 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
                 A    A  +  + P Y +ES+  L E 
Sbjct: 234 ------ATDRRALAEATIQPDYVIESLGALIE 259 
 
 
>ref|XP_001352721.1| GA16942-PA [Drosophila pseudoobscura] 
          Length = 308 
 
 Score =  117 bits (294), Expect = 7e-025 
 Identities = 81/291 (27%), Positives = 128/291 (43%), Gaps = 8/291 (2%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           +R  L   + V+FD DGVLW+  R + GA E    +  +G+  L  +N+S     +LA + 
Sbjct: 17  VRQWLTTIESVIFDADGVLWHLNRPINGAVETFNMIKSSGRQVLVATNHSGLLTKDLAAK 76 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXX 133 
             + G+     + L S+                   G   +                    
Sbjct: 77  AQQFGYEIQEEQILSSALSVARFLSAKGFKKKAYIVGESAIVDELAKENICSFSVGKEKL 136 
 
Query: 134 XX-----XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSD 188 
                           V AV++G DE F+  K+  A ++L++P+ L + T  D  +P+   
Sbjct: 137 LKPMEQFAKDMYLDHEVGAVIIGKDESFNVPKIIRASSYLQEPKVLFLGTCLDTAYPVGK 196 
 
Query: 189 GSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILF 248 
                G G++ AAV+  +GR  L++GKP+P M E + +   +    TLMVGD L TDILF 
Sbjct: 197 NRMIVGAGAMVAAVKAITGRMPLILGKPNPLMVEQLLQCGVLKRESTLMVGDTLYTDILF 256 
 
Query: 249 GHRCGMTTVLTLTGVSRLEEAQAYLAAGQH---DLVPHYYVESIADLTEGL 296 
              CG  ++   TGVS L+E +       H   D++P  Y+ S+  L E L 
Sbjct: 257 ASNCGFQSLFVGTGVSTLKEVRQICNDEGHSKVDMIPDTYLPSLGHLREFL 307 
 
 
>gb|AAB51111.1| 4-nitrophenylphosphatase 
          Length = 292 
 
 Score =  116 bits (291), Expect = 2e-024 
 Identities = 81/277 (29%), Positives = 127/277 (45%), Gaps = 12/277 (4%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VLFD DGVLW G+  VPGAPE+ ++L   G     V+NN    R E+A R    GF  +  
Sbjct: 7   VLFDADGVLWCGDNLVPGAPEVFDKLREMGINPYLVTNNPTSTRNEIANRLMGKGFRNIP 66 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            + + S+             G  D    VF+                              
Sbjct: 67  DDMIVSAGYVTTQYLLSM--GFSDQRRKVFIIGEQGLINEMRNNGVNALGVDDFPDDELA 124 



 
Query: 144 RVR------AVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGS 197 
            ++      AV+V  D   ++ KL      + + + LL+ T+ D   PL  G   P   S 
Sbjct: 125 TLKIDEDILAVVVALDRTLTYRKLAIGNRIVVENDALLIGTNCDCALPLGHGVFVPDAMS 184 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTV 257 
              A++++SGR+A+++GKPS  MFE + +   +D +  +MVGD+ +TDI F    G  +  
Sbjct: 185 NILALQSSSGRKAIMLGKPSKLMFEPLKKTKGLDASEAIMVGDQFKTDIQFAKNIGARST 244 
 
Query: 258 LTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           + LTGV+  ++    +AA   +L P Y  ES+ D+ + 
Sbjct: 245 IVLTGVTTKDD----VAAINPELKPDYVKESVRDIPD 277 
 
 
>ref|XP_001297981.1| haloacid dehalogenase-like hydrolase family protein 
[Trichomonas 
           vaginalis G3] 
          Length = 282 
 
 Score =  115 bits (288), Expect = 4e-024 
 Identities = 70/262 (26%), Positives = 116/262 (44%), Gaps = 4/262 (1%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V FD +GVLW+    +PGA E++  + + G   + ++NN+ ++  +   RF + G+     
Sbjct: 6   VCFDGEGVLWHAGEPIPGASEVINEITKLGYRPIVITNNASKSVEQYYQRFQKSGYNSFE 65 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAP----GAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
              + +S               P+      G                              
Sbjct: 66  MSDVITSAAAVGTYLQKIGLDKPNRKIFVIGTAGFVSQLRLQHLQVITTADFDGIEFHTM 125 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
                V AV+VG  E F++  L  A   + + + +L++ + D  +P +     PG  +L+ 
Sbjct: 126 ELDPSVCAVVVGSSEEFTYRHLAIATRFVIENDAILISANPDNSYPYNPKVLVPGAHALS 185 
 
Query: 200 AAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLT 259 
            ++  ASGRQ  +VGKP P +FE I     ID   + M+GDRL TDI F    G+ ++L  
Sbjct: 186 VSISVASGRQPKIVGKPDPKVFEAIPGYKDIDIKNSWMIGDRLNTDIAFAKNVGLKSILV 245 
 
Query: 260 LTGVSRLEEAQAYLAAGQHDLV 281 
           LTGVS+ +E +A     + D V 
Sbjct: 246 LTGVSKRDECEALSFEEKPDFV 267 
 
 
>ref|NP_728790.1| CG32488 CG32488-PA [Drosophila melanogaster] 
          Length = 307 
 
 Score =  114 bits (286), Expect = 6e-024 
 Identities = 81/290 (27%), Positives = 129/290 (44%), Gaps = 7/290 (2%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           +R  L   + V+ D DGVLW+  +A+ GA +    +   G+    +SNNS  +R E+A + 
Sbjct: 17  VRQWLSTFESVILDADGVLWHFSKAIDGAVDTFNYMNTTGRKIFIISNNSEISRQEMADK 76 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXX 133 
               G        L SS                   G   V                    
Sbjct: 77  AKGFGIEIKEDNVLTSSFSCANFLAVKNFQKKVFVMGEKGVHFELEKFGICSLKMSEKLE 136 
 



Query: 134 XXXXXXXXXXR----VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDG 189 
                          V AV+VG DE F+ AKL    ++L +P+ + + T  D  +P+ +  
Sbjct: 137 KPMHEFVTELELDPDVGAVIVGRDEGFNMAKLVRTGSYLLNPDVIFLGTCLDAAYPIGNN 196 
 
Query: 190 SRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFG 249 
               G G+  AA++  +GR  LV+GKP+P+M   + ++ +I P  TLMVGD L+TD+ F  
Sbjct: 197 RVMVGAGATLAAMKAYTGRSPLVLGKPNPWMASTLMQSGAIKPETTLMVGDTLQTDMHFA 256 
 
Query: 250 HRCGMTTVLTLTGVSRLEEAQAYLAAG---QHDLVPHYYVESIADLTEGL 296 
             CG  +++  +GV+  +E Q  +  G   +  LVP  Y+ S+  + E L 
Sbjct: 257 SNCGFQSLMVGSGVNTPKEVQQIIEEGDPKKKILVPDTYLPSLGHMLEFL 306 
 
 
>dbj|BAB26698.1| unnamed protein product [Mus musculus] 
          Length = 122 
 
 Score =  114 bits (285), Expect = 8e-024 
 Identities = 56/116 (48%), Positives = 81/116 (69%), Gaps = 3/116 (2%) 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
           PL +G    GTG L  AVE A+ RQA ++GKPS ++F+C+++ + I+P RT+MVGDRL+T 
Sbjct: 6   PLENGRFIAGTGCLVRAVEMAAQRQADIIGKPSRFIFDCVSQEYGINPERTVMVGDRLDT 65 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAG---QHDLVPHYYVESIADLTEGLE 297 
           DIL G  C + T+LTLTGVS LE+ ++   +    +  +VP +YV+SIADL   L+ 
Sbjct: 66  DILLGSTCSLKTILTLTGVSSLEDVKSNQESDCMFKKKMVPDFYVDSIADLLPALQ 121 
 
 
>ref|NP_902914.1| N-acetylglucosamine metabolism protein [Chromobacterium 
violaceum 
           ATCC 12472] 
          Length = 315 
 
 Score =  114 bits (285), Expect = 8e-024 
 Identities = 74/272 (27%), Positives = 121/272 (44%), Gaps = 19/272 (6%) 
 
Query: 21  AQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFG 80 
           ++ ++ D DGV++ G++ +PGA E ++RL       LF++NN+ +   +L L+   LG   
Sbjct: 58  SKSIISDMDGVIYRGKQLIPGAREFIQRLIDTQTPFLFLTNNAEQTPLDLRLKLEGLGIS 117 
 
Query: 81  GLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXX 140 
           GL  +   +S                  P A  V                           
Sbjct: 118 GLTEDNFITSAMATAMFLKSQTRKA--MPTAYVVGGAGLINELYNVGFSISESHPDY--- 172 
 
Query: 141 XXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAA 200 
                  V+V   + FSF ++++A   + D     + T+ D   P+  G   P  G+L A 
Sbjct: 173 -------VVVAKSQTFSFEQIKKAVRFI-DQGAKFIGTNPDMIDPIEGGGYEPAAGTLLA 224 
 
Query: 201 AVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTL 260 
           A+E A+GR+  +VGKP+  M    T    + P   +M+GDR++TDI+ G   GM+T L L 
Sbjct: 225 AIEAATGRKPYIVGKPNSLMMMLATRKLGVHPEEAVMIGDRMDTDIVGGLEAGMSTALVL 284 
 
Query: 261 TGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           +GVS     +      Q    P Y  +S+AD+ 
Sbjct: 285 SGVSSRASME------QFPYQPDYVFDSVADI 310 
 
 



>ref|YP_001277074.1| phosphoglycolate phosphatase [Roseiflexus sp. RS-1] 
          Length = 268 
 
 Score =  114 bits (284), Expect = 1e-023 
 Identities = 88/282 (31%), Positives = 123/282 (43%), Gaps = 24/282 (8%) 
 
Query: 18  LGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARL 77 
           L R    +FD DG ++ G+  +PGA E + RL   G   LF+SNN  R R + A +   L 
Sbjct: 3   LPRYSAYVFDLDGTIYLGDALLPGAAETIARLRTGGSKVLFLSNNPTRTRAQYAAKLTAL 62 
 
Query: 78  GFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGA-VFVXXXXXXXXXXXXXXXXXXXXXX 136 
           G      E + SS                +APG+ +FV                       
Sbjct: 63  GIPTTPDEVINSSYVMVRWLRA-------EAPGSRIFVIGEQPLCDELAAAGFDLATDAG 115 
 
Query: 137 XXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTG 196 
                   V+ V+  +D  F++ KL+ A   +R      VAT+ D + P   G   P    
Sbjct: 116 G-------VQFVIASFDRTFTYRKLQIAFDAIR-AGARFVATNPDRYCPTPTGGE-PDAA 166 
 
Query: 197 SLAAAVETASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMT 255 
           ++ AA+E  +     +VVGKPSP M   + +   + P R LMVGDRLETDI+ G   GM  
Sbjct: 167 AIIAAIEACTSHPVEVVVGKPSPIMARTVADILQLPPERCLMVGDRLETDIVMGRTAGMA 226 
 
Query: 256 TVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           T LTLTG      A    A     + P Y +ES+ +L    E 
Sbjct: 227 TALTLTG------ATDRCALINSPVQPDYVIESVGELIRQTE 262 
 
 
>dbj|BAG29888.1| putative phosphatase [Kocuria rhizophila DC2201] 
          Length = 348 
 
 Score =  113 bits (283), Expect = 1e-023 
 Identities = 86/278 (30%), Positives = 120/278 (43%), Gaps = 18/278 (6%) 
 
Query: 17  VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFAR 76 
           ++ R   +L D DGV++ G  A+ GAPE LER+  +G++ ++V+NN+ R    +A      
Sbjct: 18  LIERFDALLCDLDGVVYAGPHAIAGAPEALERVRASGRSVVYVTNNASRPPSAVAEHITS 77 
 
Query: 77  LGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXX 136 
           LG        + S+            PG                                 
Sbjct: 78  LGAPTAVENVVSSAQAAAALLAERLQPG-----------ARVLVTGSSALAEEVRGVGLV 126 
 
Query: 137 XXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTG 196 
                  R  AV+ G+D H  + +L EA   L D   L  AT+ D   P   G   PG G 
Sbjct: 127 PVTSQEDRPVAVVQGFDPHLGWEQLAEAAFTLADDSVLWCATNTDRTIPKERGI-APGNG 185 
 
Query: 197 SLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTT 256 
           +L AAV  A+GR+ LV GKP   +F    E   +   R  +VGDRL+TDIL  H  GM + 
Sbjct: 186 TLVAAVAEATGREPLVAGKPEAPIFREGAER--VGARRPAVVGDRLDTDILGAHHAGMDS 243 
 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           +  LTGV R     A  AA +    P Y + S+  L E 
Sbjct: 244 IQVLTGVDRPASVLAARAAER----PTYLLGSLTQLFE 277 
 
 
>gb|EAZ43959.1| hypothetical protein OsJ_027442 [Oryza sativa (japonica 
           cultivar-group)] 
          Length = 316 



 
 Score =  113 bits (283), Expect = 1e-023 
 Identities = 83/301 (27%), Positives = 133/301 (44%), Gaps = 61/301 (20%) 
 
Query: 9   LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
           L   A R ++      LFDCDGV+W G++ + G PE L+ L + GK  +FV+NNSR++R  
Sbjct: 10  LTADAARSLVDSVDAFLFDCDGVIWKGDQLIEGVPETLDLLRKMGKKLVFVTNNSRKSRR 69 
 
Query: 69  ELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXX 128 
           + A +F  LG   +  E++F+S              P      V+V               
Sbjct: 70  QYAKKFRALGL-EVTEEEIFTSSFAAAMFLKLNNFSPEK---KVYV---------VGEDG 116 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKL-----------REACAHLRD------- 170 
                           V AV+VG D++F++ K+           + A    R+        
Sbjct: 117 ILEELRLAGFECLGGPVGAVIVGLDQYFNYYKMQVMAQQANGVGQGAAGEKREWGHGQFQ 176 
 
Query: 171 -------PECLLVAT-----------------------DRDPWHPLSDGSRTPGTGSLAA 200 
                     LL+AT                       +RDP   ++     PG G++ A 
Sbjct: 177 LLLIPVAASDLLIATVNRLLLYASLCIRENPGCLFIATNRDPTGHMTSVQEWPGAGTMVA 236 
 
Query: 201 AVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTL 260 
           AV  +  ++ +VVGKPS ++ + + ++F+++ +R  MVGDRL+TDILFG   G  T+L L 
Sbjct: 237 AVSCSVQKEPIVVGKPSSFLMDFLLKSFNLETSRMCMVGDRLDTDILFGQNTGCKTLLVL 296 
 
Query: 261 T 261 
           + 
Sbjct: 297 S 297 
 
 
>ref|NP_572760.1| CG15739 CG15739-PA [Drosophila melanogaster] 
          Length = 308 
 
 Score =  113 bits (283), Expect = 1e-023 
 Identities = 78/285 (27%), Positives = 127/285 (44%), Gaps = 21/285 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+ D DGVLW  E+++P A +    L + GK   F++NNS R   +    FA++G   +  
Sbjct: 25  VVSDIDGVLWTFEQSIPRAADGYAALEQMGKHLTFLTNNSVRTSEQCVKLFAKIGMQ-VH 83 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXX-----------XX 132 
            EQ++                     G +++                              
Sbjct: 84  PEQIWHPAKSIVSYLQSIK-----FEGLIYIIASQSFKTVLREAGFQLLDGPNEFIEESY 138 
 
Query: 133 XXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRT 192 
                       VRAV++  D + +  K+  A  +LR PEC+L+    D   P++      
Sbjct: 139 ASLAEHIFGKEPVRAVIIDVDFNLTSPKILRAHLYLRHPECMLIEGATDRLLPVAKEVNI 198 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGHR 251 
            G G+ A+ +  ASG+Q + +GKP   + + + E++ I  P+R LM+GD L  D+ FG + 
Sbjct: 199 VGPGAFASILVEASGKQPITLGKPGRELGDLLVEHYQIVQPSRVLMIGDMLAQDVSFGRQ 258 
 
Query: 252 CGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
           CG  T+L L+G    EE    LA      +P YY +S+AD+ + L 
Sbjct: 259 CGFQTLLVLSGGCSKEE---LLAETDPQRIPDYYADSVADVAQML 300 
 
 



>ref|XP_001304315.1| haloacid dehalogenase-like hydrolase family protein 
[Trichomonas 
           vaginalis G3] 
          Length = 295 
 
 Score =  112 bits (281), Expect = 2e-023 
 Identities = 81/282 (28%), Positives = 125/282 (44%), Gaps = 12/282 (4%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           + VLFD DGVLW G + +P AP+ +++L   G     V+NN    R  +A +    GF   
Sbjct: 5   KNVLFDADGVLWVGGKTIPAAPDAIQKLREMGLNVFVVTNNPTHTRQAIADKMMGRGFKN 64 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
           +  + + S+             G  +    VFV                            
Sbjct: 65  ITKDMIVSAGYVTAQFLVSK--GFTNQKRKVFVVGEKGLIQEMRDNGINAIGVDDLPDDP 122 
 
Query: 142 XXRVR------AVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGT 195 
              ++      A +V  D   ++ KL      + + + +L+ T+ D   PL +G   P   
Sbjct: 123 IENLKLDPSILACVVALDMTLTYRKLAIGNRVVVENDAMLIGTNCDNALPLGNGVFVPDA 182 
 
Query: 196 GSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMT 255 
                A+E +SGR+A+V+GKPSP MFE +     +D   TLMVGDRL TDILF    G   
Sbjct: 183 FPNILALENSSGRKAIVLGKPSPLMFEPLHTVRGLDVGETLMVGDRLNTDILFSKNIGSR 242 
 
Query: 256 TVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
             L LTG++  E+A +     +    P+Y  +SI ++ E +E 
Sbjct: 243 GCLVLTGITTREDAMSVPVEER----PNYICQSIGNIPELVE 280 
 
 
>ref|XP_001240453.1| hypothetical protein CIMG_07616 [Coccidioides immitis 
RS] 
          Length = 306 
 
 Score =  112 bits (281), Expect = 2e-023 
 Identities = 88/302 (29%), Positives = 130/302 (43%), Gaps = 28/302 (9%) 
 
Query: 13  ALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELAL 72 
           A++D + +    LFDCDGVLW+G+    G  E LE L   GK  +FV+NNS ++R +    
Sbjct: 12  AIKDFIDKFDVFLFDCDGVLWSGDIVFKGTVETLEMLRSKGKQVVFVTNNSTKSRLDYKK 71 
 
Query: 73  RFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPD-----------------APGAVFVX 115 
           +  +LG      E++FSS              PP+                 A    ++  
Sbjct: 72  KLDKLGVPATH-EEIFSSSYSAAVYISRILNLPPNKRKVFAIGETGIEQELQAENIQYIG 130 
 
Query: 116 XXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLL 175 
                                        V  VLVG D H ++ K+  A  ++R    +  
Sbjct: 131 ATDPAYRRDITPEDYSKIAAGDSSLLDPEVGVVLVGLDFHINYLKISLAYHYIRRG-AIF 189 
 
Query: 176 VATDRDPWHPLSDGSRTPGTGSLAAA-VETASGRQALVVGKPSPYMFECITENFSIDPAR 234 
           +AT+ D   P + GS  PG G+++A  +    G +   +GKPSP M   +   F  D  R 
Sbjct: 190 LATNIDSTLP-NAGSLFPGAGTISAPLIRMLGGIEPTSLGKPSPEMMMAVEGKFKFDRRR 248 
 
Query: 235 TLMVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLT 293 
             MVGDRL+TDI FG   G+  T+  LTGV    + +         L P  YV+++ DL  
Sbjct: 249 ACMVGDRLDTDIRFGIEGGLGGTLGVLTGVCSKADFET------ATLPPMAYVDTLGDLL 302 
 
Query: 294 EG 295 



            G 
Sbjct: 303 NG 304 
 
 
>ref|XP_001658123.1| 4-nitrophenylphosphatase [Aedes aegypti] 
          Length = 315 
 
 Score =  112 bits (279), Expect = 4e-023 
 Identities = 84/292 (28%), Positives = 125/292 (42%), Gaps = 23/292 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++ DCDGV+WN    +PG  E L+ L + GK   F+SNN  R   E   +F++L   G+  
Sbjct: 27  IMSDCDGVVWNFTGPIPGVDEALQLLKQNGKKLAFISNNGMRTMDEYREKFSKL---GIE 83 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDA---------------PGAVFVXXXXXXXXXXXXXX 128 
           +++                    DA                G   +               
Sbjct: 84  SQEHDIVHPALTTVKYLKSVNMQDAVYCIGTEVFKNYLRSEGFTVLDGPTERLPDGGAAN 143 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECLLVATDRDPWHPLS 187 
                           V AV+V  D + S + L +A  +L R+P+CLL+    D   PL  
Sbjct: 144 AVRTFASYFTDTSGPAVGAVVVDIDVNVSLSHLMKAKCYLDRNPDCLLLVGATDYVIPLG 203 
 
Query: 188 DGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDI 246 
           D     G G     +E A+GR+ALV+GKP   + E I E F +  P RTL +GD L  D+ 
Sbjct: 204 DNMDVIGPGYFIDILEKATGRRALVLGKPGQALSEFILEQFHVTQPERTLFIGDMLPQDM 263 
 
Query: 247 LFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
            FG RCG   VL L+G +         A  + + +P++Y +S AD  +  +D 
Sbjct: 264 GFGARCGFQKVLMLSGGT---TKAMMFAHNKPEELPNFYADSFADFIQLYKD 312 
 
 
>ref|XP_001658125.1| 4-nitrophenylphosphatase [Aedes aegypti] 
          Length = 318 
 
 Score =  112 bits (279), Expect = 4e-023 
 Identities = 83/290 (28%), Positives = 128/290 (44%), Gaps = 18/290 (6%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++ DCDGV+W+    +P   + L+ L + GK   F+SNN  R   E   +F +LG      
Sbjct: 29  IMSDCDGVVWHFTGPIPNVDKALQLLKQKGKKLAFISNNGMRTMEEYKQKFLKLGIPSHE 88 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDA------------PGAVFVXXXXXXXXXXXXXXXXX 131 
            E +  +                               G V +                  
Sbjct: 89  LEIVHPALTTVRYLKAINMQDAVYCIATEVFKDYLRNEGYVVLDGPTEQFSDDRAADSVR 148 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECLLVATDRDPWHPL-SDG 189 
                       +V AV++  D + S A L  A  +L R+P+CLL+A   D   PL S+G 
Sbjct: 149 VFTEYFEETDSPKVGAVVMDLDCNVSLAHLMRAKCYLQRNPDCLLLAGATDYIVPLGSNG 208 
 
Query: 190 SRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILF 248 
               G G     +E A+GR+ALV+GKP   + + I E F++  P RTL +GD L  D+ F 
Sbjct: 209 RDVIGPGYFLEMLERATGREALVLGKPGQALAQFILEQFNVTQPERTLFIGDMLMQDMGF 268 
 
Query: 249 GHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           G RCG   +L L+G + LE  +A+    + + +P +Y +S AD  +  +D 
Sbjct: 269 GSRCGFQKLLLLSGGTTLEMLKAH---NKPEELPDFYADSFADFIQLYQD 315 
 



 
>ref|XP_001658124.1| 4-nitrophenylphosphatase [Aedes aegypti] 
          Length = 318 
 
 Score =  111 bits (277), Expect = 7e-023 
 Identities = 82/290 (28%), Positives = 127/290 (43%), Gaps = 18/290 (6%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++ DCDGV+W+    +P   + L+ L + GK   F+SNN  R   E   +F +LG      
Sbjct: 29  IMSDCDGVVWHFTGPIPNVDKALKLLKQKGKKLAFISNNGMRTMEEYKQKFLKLGIPSHE 88 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDA------------PGAVFVXXXXXXXXXXXXXXXXX 131 
            E +  +                               G V +                  
Sbjct: 89  LEIVHPALTTVRYLKAINMQDAVYCIATEVFKDYLRNEGYVVLDGPTEQFSDDRAADSVR 148 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECLLVATDRDPWHPL-SDG 189 
                       +V AV++  D + S A L  A  +L R+P+CLL+A   D   PL SDG 
Sbjct: 149 VFTEYFEETDSPKVGAVVMDMDCNVSLAHLMRAKCYLQRNPDCLLLAGATDYIVPLGSDG 208 
 
Query: 190 SRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILF 248 
               G G     +E A+GR+ALV+GKP   + + + E F++  P +TL +GD L  D+ F 
Sbjct: 209 RDVIGPGYFLEMLERATGREALVLGKPGQALAQFVLEQFNVTQPKKTLFIGDMLMQDMGF 268 
 
Query: 249 GHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           G RCG   +L L+G + LE  +A+    + + +P +Y +S AD  +   D 
Sbjct: 269 GSRCGFQKLLLLSGGTTLEMLKAH---NKPEELPDFYADSFADFIQLYRD 315 
 
 
>ref|XP_001221893.1| hypothetical protein CHGG_05798 [Chaetomium globosum CBS 
148.51] 
          Length = 294 
 
 Score =  110 bits (275), Expect = 1e-022 
 Identities = 90/285 (31%), Positives = 124/285 (43%), Gaps = 29/285 (10%) 
 
Query: 30  GVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRAEQLFS 89 
           GV+W+G+    G PE LE L   GK  +FV+NNS ++R E   +F  LG      E++F  
Sbjct: 15  GVIWSGDHVFEGVPETLEYLRSRGKKVVFVTNNSTKSREEYLKKFTGLGIPS-DVEEIFG 73 
 
Query: 90  SXXXXXXXXXXXXPGPPDAP-GAVFVXXXXXXXXXXXXXXXXXXXXX------------- 135 
           S              P  AP   VFV                                   
Sbjct: 74  SAYSSAIYISRILQLP--APKNKVFVLGEAGIEHELRSENVPFIGGTDPAFRRDITPEDW 131 
 
Query: 136 ---XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRT 192 
                       V  VL G D H ++ KL  A  +LR     L AT+ D   P++      
Sbjct: 132 KGIADGSHLDSDVGVVLAGLDLHINYLKLSHALQYLRRGAVFL-ATNTDSTFPMNHNF-F 189 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFG--H 250 
           PG GS++  +   +G+Q L +GKPS  M + +   F +D ART MVGDRL TDI FG    
Sbjct: 190 PGAGSISMPLAYMTGQQPLALGKPSQAMMDAVEGKFRLDRARTCMVGDRLNTDIKFGVEG 249 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEG 295 
           R G  T+  LTGVS++ + +A         VP +Y + ++DL  G 
Sbjct: 250 RLG-GTLAVLTGVSKVADWEAEDPVA----VPAFYADKLSDLRAG 289 
 
 
>ref|XP_001382554.1| p-nitrophenyl phosphatase [Pichia stipitis CBS 6054] 



          Length = 308 
 
 Score =  110 bits (274), Expect = 2e-022 
 Identities = 88/298 (29%), Positives = 126/298 (42%), Gaps = 24/298 (8%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           ++ +LG+    LFDCDGVLW G+  +P  PE L  L    K  +FV+NNS ++R +   + 
Sbjct: 11  VQSLLGQYDYFLFDCDGVLWLGDHLLPHVPETLNLLKEHRKTVIFVTNNSTKSRDDYLKK 70 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXX 133 
           F +LG  G+  +++F S              P +    V                      
Sbjct: 71  FQKLGISGITKDEVFGSSYASAVYIDKILKLPKEKKVWVLGEEGIEKELKELGYTTVGGS 130 
 
Query: 134 XXXXXXXXXX-------------RVRAVLVGYDEHFSFAKLREACAHL-RDPECL-LVAT 178 
                                   V AVL G   + ++ KL     +L +D + L  +AT 
Sbjct: 131 DPVLVQDGVAFDPEHPHLVELDEDVGAVLAGLTLNLNYLKLSITMQYLLKDNKSLPFIAT 190 
 
Query: 179 DRDPWHPLSDGSRTPGTGSLAAAVETASGRQA-LVVGKPSPYMFECITEN---FSIDPAR 234 
           + D   P S G    G GS+   V  ASGRQ   V GKP+  M   I  +       P R 
Sbjct: 191 NIDSTFP-SKGKLLIGAGSIIETVAFASGRQPDAVCGKPNQSMMNSIKADNPGLRETPKR 249 
 
Query: 235 TLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            LM+GDRL TD+ FG   G+ T+L LTG+    E +  +     D+ P YY   + DL 
Sbjct: 250 GLMIGDRLNTDMKFGRDGGLDTLLVLTGI----ETEENVLKQPKDVAPTYYASKLGDL 303 
 
 
>ref|XP_001263607.1| 4-nitrophenylphosphatase [Neosartorya fischeri NRRL 181] 
          Length = 318 
 
 Score =  109 bits (272), Expect = 3e-022 
 Identities = 87/299 (29%), Positives = 129/299 (43%), Gaps = 27/299 (9%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           +++ L +    LFDCDGVLW+G+   PG  E LE L   GK  +FV+NNS ++R +   + 
Sbjct: 27  IKEFLDKFDVFLFDCDGVLWSGDHLFPGTVETLEMLRSNGKQVVFVTNNSTKSRADYKKK 86 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPD-----------------APGAVFVXX 116 
             +LG      E++FSS              P +                      F+   
Sbjct: 87  LEKLGIPST-TEEIFSSSYSASIYISRILKLPENKRKVFVIGETGIEQELQTENVPFIGG 145 
 
Query: 117 XXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLV 176 
                                       V  VLVG D H ++ KL  A  +++     L  
Sbjct: 146 TDPAYRREVRPDDYKLIAAGDPSLLDPEVGVVLVGLDFHLNYLKLALAYHYIKRGAVFL- 204 
 
Query: 177 ATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTL 236 
           AT+ D   P S G+  PG GS++A +    G + + +GKP+  M + I   F  D +RT  
Sbjct: 205 ATNIDSTLPNS-GTLFPGAGSMSAPLIMMLGEEPVSLGKPNQAMMDAIEGKFKFDRSRTC 263 
 
Query: 237 MVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           MVGDR  TDI FG    +  T+  LTGVS  E+   +L      + P  Y++ ++D  E 
Sbjct: 264 MVGDRANTDIRFGLEGKLGGTLGVLTGVSSKED---FLTG---PIRPSVYLDKLSDFLE 316 
 
 
>ref|XP_746320.1| 4-nitrophenylphosphatase [Aspergillus fumigatus Af293] 
          Length = 331 
 
 Score =  109 bits (272), Expect = 3e-022 



 Identities = 83/284 (29%), Positives = 123/284 (43%), Gaps = 33/284 (11%) 
 
Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           ++L R    LFDCDGV+W+G+ A  GA + ++ L   GK  +FV+NN+ R+R  L  +F  
Sbjct: 15  ELLCRYDTWLFDCDGVIWSGDHATEGASKAIDFLRDHGKRVVFVTNNAARSRKMLKTKFD 74 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXX-------- 127 
           RL       +++ SS              P D    VFV                      
Sbjct: 75  RLRIAASE-DEIVSSSFAAAVYLKEVLKFPADRK--VFVMGMEGVEAELDAVHIKRCGGT 131 
 
Query: 128 --------XXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPE------ 172 
                                    V AV+ G+D H ++ KL +A  +L RD         
Sbjct: 132 GPEDNKFLAANDYSSLAGEEAIDPSVGAVVCGFDMHMNYGKLCKAFKYLTRDGAQGPVLA 191 
 
Query: 173 ------CLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITE 226 
                 C  + T+ D   P   G   PG GSL   +  ++ R  +V+GKP   M + +   
Sbjct: 192 GETGGGCHFILTNDDKVVPAL-GELWPGAGSLVTPLIASTKRNPIVIGKPHAPMLDTVKS 250 
 
Query: 227 NFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQ 270 
            ++IDP RT+ VGD L TDILF     + ++L LTGV++ E+ Q 
Sbjct: 251 LYNIDPTRTIFVGDNLYTDILFAREGRVDSLLVLTGVTKEEDCQ 294 
 
 
>ref|XP_001353954.1| GA18982-PA [Drosophila pseudoobscura] 
          Length = 313 
 
 Score =  109 bits (272), Expect = 3e-022 
 Identities = 90/308 (29%), Positives = 129/308 (41%), Gaps = 26/308 (8%) 
 
Query: 9   LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARA-GKAALFVSNNSRRAR 67 
           L G  + + L     VL D DG +W  + A+ GA  +L  L    GK    ++NN  + R 
Sbjct: 12  LSGEQVSEWLRSFDTVLSDGDGTIWQDDTAIEGAAAVLNALQNQFGKRVYLITNNGLKTR 71 
 
Query: 68  PELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXX 127 
            EL  R  RLGF  +  +Q   S            P        VFV              
Sbjct: 72  RELFERAQRLGFQ-VPNDQHIISPTATIVDHLKQLPDFDSTKHKVFVVGNAAIGRELQAN 130 
 
Query: 128 XXXXXXXXX------------------XXXXXXXRVRAVLVGYDEHFSFAKLREACAHL- 168 
                                              V AV+VG+DEHFS+ K+  A   L  
Sbjct: 131 GIDSYGAGEEEPLPMGEKWQDFALREFTKPEAADNVGAVVVGWDEHFSYCKMARASHILC 190 
 
Query: 169 RDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENF 228 
           R+     + T+RD  H        PGT +  A +E  +GR+AL +GKPSP + E + ++  
Sbjct: 191 RNGSSAFLVTNRDAVHKYP-ALCIPGTAAFVAGIEACAGREALEMGKPSPVVLEPLIQSG 249 
 
Query: 229 SIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVES 288 
           ++ P RTLM+GD  + DI F   CGM ++L  TG  +L+  Q   +  Q DL    Y+   
Sbjct: 250 ALRPERTLMIGDCPKIDIAFARNCGMQSLLVGTGSYQLDILQQNGSLPQPDL----YLPR 305 
 
Query: 289 IADLTEGL 296 
           + DL + L 
Sbjct: 306 LGDLLQFL 313 
 
 
>ref|ZP_02733637.1| N-acetylglucosamine-6-phoshatase or p-nitrophenyl 
phosphatase 
           [Gemmata obscuriglobus UQM 2246] 



          Length = 282 
 
 Score =  108 bits (271), Expect = 3e-022 
 Identities = 82/272 (30%), Positives = 120/272 (44%), Gaps = 23/272 (8%) 
 
Query: 23  GVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGL 82 
           G L D DGVL+ G   +PGA   +  L        F++NNS+R R ++  R  RLG   + 
Sbjct: 10  GFLIDMDGVLYRGTDLIPGADRFVRELRERDIPFRFLTNNSQRTRRDVVARLVRLGLD-V 68 
 
Query: 83  RAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
             E +F+S            PG     G  +V                             
Sbjct: 69  EEEHVFTSAMATARFLAQQKPG-----GTAYVIGEGGLLTALHQHGYAVVDHDPDY---- 119 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
                V+VG    F+  +L E+   +      L+AT+ DP  P  +G R PG G+  A + 
Sbjct: 120 -----VVVGEGRTFNL-ELVESAVRMILGGAKLIATNMDPNCPTQNGIR-PGCGAFVALL 172 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
           ETA+G +A  VGKPSP M     +   +   +T M+GD +ETDIL G + G  TVL L+G 
Sbjct: 173 ETATGVKAFSVGKPSPVMMRAARKELGLTTDQTTMIGDTMETDILGGVQLGFHTVLVLSG 232 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            ++ E+   Y  +      P   V S+A+L + 
Sbjct: 233 GTKAEDLPRYAYS------PETVVPSLAELAD 258 
 
 
>ref|NP_143780.1| hypothetical protein PH1952 [Pyrococcus horikoshii OT3] 
          Length = 263 
 
 Score =  108 bits (271), Expect = 3e-022 
 Identities = 75/246 (30%), Positives = 114/246 (46%), Gaps = 12/246 (4%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++FD DGVL+ G RA+PG  EL+E L   G    F++NNS +       +  ++G      
Sbjct: 4   IIFDMDGVLYRGNRAIPGVRELIEFLKERGIPFAFLTNNSTKTPEMYREKLLKMGI---- 59 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
              + SS                  PG +FV                              
Sbjct: 60  --DVSSSIIITSGLATRLYMSKHLDPGKIFVIGGEGLVKEMQALGWGIVTLDEARQGSWK 117 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
            V+ V+VG D   ++ KL+ A   +R+     + T+ D   P  +G   PG GS+ AA++ 
Sbjct: 118 EVKHVVVGLDPDLTYEKLKYATLAIRN-GATFIGTNPDATLPGEEGI-YPGAGSIIAALK 175 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTL-MVGDRLETDILFGHRCGMTTVLTLTG 262 
            A+  + +++GKP+  M+E + E F   P   L MVGDRL+TDI F  + GM  ++ LTG 
Sbjct: 176 VATNVEPIIIGKPNEPMYEVVREMF---PGEELWMVGDRLDTDIAFAKKFGMKAIMVLTG 232 
 
Query: 263 VSRLEE 268 
           VS LE+ 
Sbjct: 233 VSSLED 238 
 
 
>gb|AAH83113.1| 1700012G19Rik protein [Mus musculus] 
          Length = 217 
 
 Score =  108 bits (270), Expect = 4e-022 



 Identities = 70/202 (34%), Positives = 89/202 (44%), Gaps = 13/202 (6%) 
 
Query: 1   GAMARCERLRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVS 60 
           G  ARC RL     + +L     +LFDCDGVLW GE AVPGAPE L  L   GK   F++ 
Sbjct: 8   GDEARCVRLSAERAKLLLAEVDTLLFDCDGVLWRGETAVPGAPETLRALRARGKRLGFIT 67 
 
Query: 61  NNSRRARPELALRFARLGFGG----LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXX 116 
           NNS + R   A +  RLGFGG        ++F +             G PD    V     
Sbjct: 68  NNSSKTRTAYAEKLRRLGFGGPVGPEAGLEVFGTAYCSALYLRQRLAGVPDPKAYVLGSP 127 
 
Query: 117 XXXXXXXXXXXXXXXXX---------XXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAH 167 
                                                VRAV+VG+D HFS+ KL +A  + 
Sbjct: 128 ALAAELEAVGVTSVGVGPDVLHGDGPSDWLAVPLEPDVRAVVVGFDPHFSYMKLTKAVRY 187 
 
Query: 168 LRDPECLLVATDRDPWHPLSDG 189 
           L+ P+CLLV T+ D   PL +G 
Sbjct: 188 LQQPDCLLVGTNMDNRLPLENG 209 
 
 
>ref|YP_001636398.1| HAD-superfamily hydrolase, subfamily IIA [Chloroflexus 
aurantiacus 
           J-10-fl] 
          Length = 264 
 
 Score =  108 bits (270), Expect = 4e-022 
 Identities = 87/278 (31%), Positives = 125/278 (44%), Gaps = 24/278 (8%) 
 
Query: 20  RAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGF 79 
           R  G +FD DG ++ G+  +PGA ELL  L R G+   F+SNN  + R + A R  RLG  
Sbjct: 6   RYDGYIFDLDGTIYLGDILLPGAAELLHTLRREGRRVTFLSNNPTKTRRQYAERLQRLGI 65 
 
Query: 80  GGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGA-VFVXXXXXXXXXXXXXXXXXXXXXXXX 138 
                E + SS                +APGA +FV                         
Sbjct: 66  AADEHEIVNSSAVMVEWLLA-------NAPGASLFVVGEAPLIGELEAAGFPLSEKPG-- 116 
 
Query: 139 XXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSL 198 
                 +  V+  +D  F++ KL+ A   +R     LVAT+ D + P+  G   P   ++ 
Sbjct: 117 -----EIAFVVASFDRTFTYRKLQIAFDAIR-AGARLVATNPDRFCPVPGGGE-PDAAAI 169 
 
Query: 199 AAAVETASG-RQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTV 257 
            AA+E  +  R  ++VGKPSP M   +T    + P R ++VGDRL TDI  G   GM T  
Sbjct: 170 IAAIEACTDTRCEVIVGKPSPIMARTVTNLIGLPPERCIIVGDRLMTDIAMGVTAGMDTA 229 
 
Query: 258 LTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEG 295 
           L LTG S+  + +      +    P Y +E I +L  G 
Sbjct: 230 LVLTGDSQRADLE------RSPYQPTYVLERIDELIGG 261 
 
 
>ref|XP_001818366.1| hypothetical protein [Aspergillus oryzae RIB40] 
          Length = 306 
 
 Score =  108 bits (269), Expect = 6e-022 
 Identities = 88/300 (29%), Positives = 128/300 (42%), Gaps = 27/300 (9%) 
 
Query: 11  GAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPEL 70 
           G  +R+ + +    LFDCDGVLW+G+   PG  E LE L   GK  +FV+NNS ++R +  
Sbjct: 12  GEGIREFIDKFDVFLFDCDGVLWSGDHIFPGTNETLELLRSRGKQVVFVTNNSTKSRADY 71 



 
Query: 71  ALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPD-----------------APGAVF 113 
             +   LG      E++FSS              P +                 +    F 
Sbjct: 72  QKKLDSLGIPST-TEEIFSSSYSASIYISRILQLPENKRKVFVLGETGIEQELRSENVPF 130 
 
Query: 114 VXXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPEC 173 
           +                              V  VLVG D H ++ KL  A  ++R     
Sbjct: 131 IGGTDPAYRRDITPEDYKRIAAGDPELLDPEVGVVLVGLDFHINYLKLSLAFHYVRRGAV 190 
 
Query: 174 LLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPA 233 
            L AT+ D   P S G+  PG GS++A +  A G++ + +GKP+  M + I   F  D   
Sbjct: 191 FL-ATNIDSTLPNS-GTFFPGAGSVSAPLIMALGKEPVSLGKPNQAMMDAIEGKFRFDRN 248 
 
Query: 234 RTLMVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           R  MVGDR  TDI FG    +  T+  LTGVS  E+ +           P  Y++ ++DL 
Sbjct: 249 RACMVGDRANTDIRFGLEGKLGGTLGVLTGVSSKEDFET------GPTRPLAYLDKLSDL 302 
 
 
>ref|XP_001540463.1| conserved hypothetical protein [Ajellomyces capsulatus 
NAm1] 
          Length = 307 
 
 Score =  107 bits (268), Expect = 8e-022 
 Identities = 89/302 (29%), Positives = 129/302 (42%), Gaps = 28/302 (9%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELA 71 
           A +++ L +    LFDCDGVLW+G+    G  E LE L + GK  +FV+NNS ++R +   
Sbjct: 13  AGIQEFLNKFDVFLFDCDGVLWSGDITFEGTVETLEMLRQKGKQIIFVTNNSTKSRADYK 72 
 
Query: 72  LRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPD-----------------APGAVFV 114 
            +   LG      E++F+S              P +                 A    F+ 
Sbjct: 73  KKLESLGIPA-DIEEIFTSSYSASIYISRILTLPQNKQKVFVLGETGIEQELNAENVPFI 131 
 
Query: 115 XXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECL 174 
                                         V  VL G D H ++ KL  A  +LR      
Sbjct: 132 GGTDPTYRRDISPHDFGQIATGDPSIIDPEVGVVLAGLDFHINYLKLALAYHYLRRGAVF 191 
 
Query: 175 LVATDRDPWHPLSDGSRTPGTGSLAAA-VETASGRQALVVGKPSPYMFECITENFSIDPA 233 
           L AT+ D   P + GS  PG G+++A  +    G++ + +GKPS  M + I   F +    
Sbjct: 192 L-ATNTDVTLP-NAGSFFPGAGTISAPLIRMLGGKEPVALGKPSQAMMDAIEGKFKLQRH 249 
 
Query: 234 RTLMVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           R  MVGDRL+TDI FG   G+  T+  LTGV+     +     G   L P  YV+ + DL 
Sbjct: 250 RACMVGDRLDTDIRFGIEGGLGGTLAVLTGVN----TKVDFTTG--PLRPTAYVDGLKDL 303 
 
Query: 293 TE 294 
            E 
Sbjct: 304 LE 305 
 
 
>ref|XP_001267455.1| 4-nitrophenylphosphatase, putative [Neosartorya fischeri 
NRRL 181] 
          Length = 335 
 
 Score =  107 bits (268), Expect = 8e-022 
 Identities = 84/306 (27%), Positives = 131/306 (42%), Gaps = 39/306 (12%) 
 



Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           ++L R    LFDCDGV+W+G+ A+ GA   +  L   GK  +FV+NN+ R+R  L  +F  
Sbjct: 15  ELLYRYDTWLFDCDGVIWSGDHAIEGASRAINFLRDNGKRVVFVTNNAARSRKMLKTKFD 74 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXX-------- 127 
           RL       +++ SS              P D    VFV                      
Sbjct: 75  RLRIAASE-DEIVSSSSAAAVYLKEVLKFPADRK--VFVMGMEGVEAELDVVNIKRCGGT 131 
 
Query: 128 --------XXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPE------- 172 
                                    V AV+ G+D H ++AKL +A  +L            
Sbjct: 132 CPEDNKFLAANDYSSLAGEEAIDPSVGAVVCGFDMHMNYAKLCKAFKYLTREGAQGPVLA 191 
 
Query: 173 ------CLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITE 226 
                 C  + T+ D   P   G   PG+GSLA  +  ++ R  +V+GKP   M + +   
Sbjct: 192 GETGGGCHFILTNDDKVVPAL-GELWPGSGSLATPLIASTKRNPIVIGKPHAPMLDTVKS 250 
 
Query: 227 NFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYV 286 
            ++ID  R++ VGD L TDILF     + ++L LTGV++ E+ Q         + P +   
Sbjct: 251 LYNIDQNRSIFVGDNLHTDILFARDGSIDSLLVLTGVTKEEDCQT------EGIWPTFIT 304 
 
Query: 287 ESIADL 292 
           +SI+++ 
Sbjct: 305 QSISNI 310 
 
 
>ref|NP_127281.1| hypopthetical 4-nitrophenylphosphatase. [Pyrococcus abyssi 
GE5] 
          Length = 262 
 
 Score =  107 bits (268), Expect = 8e-022 
 Identities = 72/245 (29%), Positives = 116/245 (47%), Gaps = 11/245 (4%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++FD DGV++ G + +PGA E++E L       LF++NNS +       +   +G   +  
Sbjct: 4   IIFDMDGVIYRGNKPIPGAKEVIEFLKGNNVRFLFLTNNSTKTPEMYREKLLNMGID-VP 62 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
           AE + +S            P     PG VF+                              
Sbjct: 63  AEIIVTSGLATRIYMEKHYP-----PGKVFIIGGRGLIVEMKKLGWEIISLEEAKRGKWR 117 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
            +  V+VG D   ++ KL+ A   +R+   L + T+ D   P  +G   PG GS+ AA++ 
Sbjct: 118 EIDYVVVGLDPELTYEKLKYATLAIRNG-ALFIGTNPDTTFPGEEGIY-PGAGSIIAALK 175 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            ++ ++ +++GKP+  M+E I E     P    MVGDRL+TDI+F  R GM  ++ LTGV 
Sbjct: 176 ASTEKEPIIIGKPNRPMYEVIKERC---PGEMWMVGDRLDTDIIFAKRFGMKAIMVLTGV 232 
 
Query: 264 SRLEE 268 
             LE+ 
Sbjct: 233 HSLED 237 
 
 
>ref|ZP_02839909.1| HAD-superfamily hydrolase, subfamily IIA [Arthrobacter 
           chlorophenolicus A6] 
          Length = 335 
 



 Score =  107 bits (266), Expect = 1e-021 
 Identities = 87/276 (31%), Positives = 125/276 (45%), Gaps = 19/276 (6%) 
 
Query: 17  VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFAR 76 
           ++ R   +L D DGV++ G  A+PGA E L++LA  G    +V+NN+ R+  E+A      
Sbjct: 6   LISRFDALLSDLDGVVYAGPHAIPGAVESLQQLAGVGVGLGYVTNNASRSPAEVAAHLRE 65 
 
Query: 77  LGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXX 136 
           LG      EQ+ SS                 APG+  +                       
Sbjct: 66  LG-APAEDEQVVSSSQAAADLLASRL-----APGSKVLITGSPALAHEIELVGLTPVFGQ 119 
 
Query: 137 XXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTG 196 
                     AV+ G++    +  L EA A++     L VAT+ D   P + G   PG G 
Sbjct: 120 DEEPV-----AVVQGFNPGIGWKDLAEA-AYVVSAGALWVATNTDMSIPQARGI-APGNG 172 
 
Query: 197 SLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTT 256 
           +L AAV  A+GR  LV GKP   +F    +    +  R L+VGDRL+TDIL G+  G  T 
Sbjct: 173 TLVAAVTAATGRTPLVAGKPEAPLFHSAAKRLGAE--RPLVVGDRLDTDILGGNNAGFAT 230 
 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
              LTGV  LE   A  +A +    P Y + +++DL 
Sbjct: 231 AAVLTGVDTLESILATRSAER----PDYIIGALSDL 262 
 
 
>ref|NP_578161.1| putative sugar-catabolism phosphotransferase [Pyrococcus 
furiosus 
           DSM 3638] 
          Length = 273 
 
 Score =  107 bits (266), Expect = 1e-021 
 Identities = 77/274 (28%), Positives = 126/274 (45%), Gaps = 16/274 (5%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++FD DGVL+ G   + GA E++E L   G    F++NNS +       R  ++G   +  
Sbjct: 5   IVFDMDGVLYRGNTPIEGAREVIEFLKEKGIKFAFLTNNSTKTPEMYRERLLKMGID-VP 63 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
           A+ + +S                  PG +FV                              
Sbjct: 64  ADSIITSGLATRIYMKKHFE-----PGKIFVIGGRGLVEEMEKLGWGIVSVEEAREGIWK 118 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
            V+ V+VG D   ++ KL+     +R+     + T+ D  +P  +G   PG GS+ AA+E 
Sbjct: 119 EVKYVVVGLDPELTYEKLKYGTLAIRNG-AEFIGTNPDRTYPGEEGIY-PGAGSIIAALE 176 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            A+ ++ L++GKP+  M+E + E   +      MVGDRL+TDILF  + GM  ++ LTGV 
Sbjct: 177 AATDKKPLIIGKPNEPMYEVLREK--LGEGEVWMVGDRLDTDILFAKKFGMKAIMVLTGV 234 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
             L + +      + D+ P   + SI +L E L+ 
Sbjct: 235 HSLSDIE------KSDIKPDLVLPSIKELLEYLK 262 
 
 
>ref|XP_001528050.1| conserved hypothetical protein [Lodderomyces 
elongisporus NRRL 
           YB-4239] 
          Length = 309 



 
 Score =  106 bits (264), Expect = 2e-021 
 Identities = 87/304 (28%), Positives = 130/304 (42%), Gaps = 24/304 (7%) 
 
Query: 10  RGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPE 69 
           R  AL  ++ +    LFDCDGV+W G+  +P   E LE L    K  +FV+NNS ++R + 
Sbjct: 8   RKQALDLIVDKYDYFLFDCDGVIWLGDHLLPSVSETLEYLRSKNKTIIFVTNNSTKSRED 67 
 
Query: 70  LALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXX 129 
              +F ++G   +   +LF S              P D    V                  
Sbjct: 68  YLKKFEKMGIKNVNKLELFGSAYATAIYIDKILKLPKDKHVWVLGEEGIETELKEVGYKT 127 
 
Query: 130 XXXXXXXXXXXXX-------------XRVRAVLVGYDEHFSFAKLREACAHL-RDPECL- 174 
                                      +V AV+ G     ++ KL     +L +D + L  
Sbjct: 128 LGGTDAKLEEDGINFNPNNPILDNLDSQVGAVVCGLTFKINYLKLSMTMQYLLKDNKTLP 187 
 
Query: 175 LVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQA-LVVGKPSPYMFECITENF---SI 230 
            +AT+ D   P+  G    G GS+  +V  ASGRQ   + GKP+  M + +          
Sbjct: 188 FIATNIDSTFPMK-GKLLIGAGSVIESVAYASGRQPDAICGKPNQSMMDAVKAQLPGLKE 246 
 
Query: 231 DPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIA 290 
           +P R LMVGDRL TD+ FG   G+ T+L LTG+   +  ++ L AG+    P YY + +  
Sbjct: 247 NPKRGLMVGDRLNTDMKFGRDGGLDTLLVLTGIETEDNVKS-LKAGE---APTYYADKLG 302 
 
Query: 291 DLTE 294 
           DL E 
Sbjct: 303 DLYE 306 
 
 
>ref|NP_279720.1| AraL [Halobacterium sp. NRC-1] 
          Length = 288 
 
 Score =  106 bits (264), Expect = 2e-021 
 Identities = 86/273 (31%), Positives = 124/273 (45%), Gaps = 22/273 (8%) 
 
Query: 21  AQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFG 80 
           A GVLFD DG ++ G+  VPGA   ++ L  AG    F+SN +   R     +   LG   
Sbjct: 29  ADGVLFDLDGTIYVGDALVPGAAAAVDGLRAAGVGVGFLSNKAIERRDAFVSKLDGLGVP 88 
 
Query: 81  GLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXX 140 
              +  + ++            PG      +VFV                           
Sbjct: 89  ADESA-ILNAASIAASYLARAHPGE-----SVFVVGEPPLFEELAAHGVATTTDPG---- 138 
 
Query: 141 XXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAA 200 
              R   +LV  D  F +  L +A   + D     +AT+ D   P++ G   P   S+   
Sbjct: 139 ---RADVLLVSMDHDFDYDTLTDAFNAV-DEGTPFLATNPDRTCPVA-GGEVPDCASMVG 193 
 
Query: 201 AVETASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLT 259 
           A+E A+GR    V+GKPSP   E  T+   +  AR +MVGDR+ETDI  G+R GMTTVL  
Sbjct: 194 AIEGATGRSLDRVLGKPSPVAVEAATDLLGVPLARCVMVGDRIETDIEMGNRAGMTTVLV 253 
 
Query: 260 LTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           L+GV+      A LAA   D+ P + ++S++DL 
Sbjct: 254 LSGVT----DDAALAAS--DVEPDHVIDSVSDL 280 
 
 



>ref|YP_001363890.1| HAD-superfamily hydrolase, subfamily IIA [Kineococcus 
radiotolerans 
           SRS30216] 
          Length = 259 
 
 Score =  106 bits (264), Expect = 2e-021 
 Identities = 78/270 (28%), Positives = 120/270 (44%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL + E A+PGA E L+RL  + +  L ++NNS     +LA R +R G   +   
Sbjct: 11  LTDMDGVLVHEEHALPGAAEFLQRLVDSSRRFLVLTNNSIFTPRDLAARLSRSGIE-VPE 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+ +V                               
Sbjct: 70  ESIWTSALATADFLARQLPG-----GSAYVIGESGLTTALHEAGYILTDTDPDY------ 118 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  + +A   L +     +AT+ D   P  +GS  P TGS+AA +   
Sbjct: 119 ---VVLGETRTYSFEAITKAI-RLVEAGARFIATNPDATGPSKEGS-LPATGSVAALITR 173 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G +   VGKP+P MF             T M+GDR++TD++ G   G+ T L LTG + 
Sbjct: 174 ATGAEPYFVGKPNPMMFRSAMNRIQAHSETTAMIGDRMDTDVVAGIEAGLRTFLVLTGST 233 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           + E+ + +         PH  V+ I DL + 
Sbjct: 234 KREQVRRF------PFQPHRVVDGIGDLVD 257 
 
 
>ref|XP_001545741.1| hypothetical protein BC1G_15715 [Botryotinia fuckeliana 
B05.10] 
          Length = 319 
 
 Score =  105 bits (263), Expect = 3e-021 
 Identities = 94/315 (29%), Positives = 131/315 (41%), Gaps = 43/315 (13%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAG----------------KA 55 
           +A+   + +    LFDCDGVLW+G+   PG  E LE L   G                K  
Sbjct: 12  SAINHFIDQFDVFLFDCDGVLWSGDHIFPGTVETLELLRSKGALPKSRLIALLRNTNGKK 71 
 
Query: 56  ALFVSNNSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAP-GAVFV 114 
            +FV+NNS ++R E   +   LG      +++F S              P  AP   VFV 
Sbjct: 72  VVFVTNNSTKSRTEYQKKLTALGIPS-NVDEIFGSAYSSAIYISRILKLP--APKNKVFV 128 
 
Query: 115 XXXXXXXXXXXXXXXXXXXXX----------------XXXXXXXXRVRAVLVGYDEHFSF 158 
                                                         V  VL G D H ++ 
Sbjct: 129 LGESGIETELKTEGVEFIGGTDPAYRRDITPEDYKGIADGSLLDDDVGVVLAGLDFHINY 188 
 
Query: 159 AKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSP 218 
            KL  A  +LR     L AT+ D   P S+ +  PG GS++  +    G++   +GKP+  
Sbjct: 189 LKLCHAYHYLRRGAVFL-ATNTDSTLP-SNHTFFPGAGSISIPLINMIGKEPTALGKPNQ 246 
 
Query: 219 YMFECITENFSIDPARTLMVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQ 277 
            M + I   F  D  +T MVGDRL TDI FG    +  T+  LTGVS+ EE +A  A    
Sbjct: 247 AMMDSIEGKFQFDRKKTCMVGDRLNTDIKFGIEGKLGGTLAVLTGVSKKEEWEAENA--- 303 
 
Query: 278 HDLVPHYYVESIADL 292 



             +VP YYV+ ++DL 
Sbjct: 304 -PVVPAYYVDKLSDL 317 
 
 
>ref|ZP_01516436.1| HAD-superfamily hydrolase, subfamily IIA [Chloroflexus 
aggregans 
           DSM 9485] 
          Length = 263 
 
 Score =  105 bits (263), Expect = 3e-021 
 Identities = 83/274 (30%), Positives = 122/274 (44%), Gaps = 22/274 (8%) 
 
Query: 20  RAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGF 79 
           R  G +FD DG ++ G+  +PG  ELL  L R G+  +F+SNN  + R + A R  RLG  
Sbjct: 6   RYDGYIFDLDGTIYLGDILLPGVAELLATLRREGRRIVFLSNNPTKTRRQYAERLRRLGI 65 
 
Query: 80  GGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
                E + +S            PG P     +FV                          
Sbjct: 66  DADEHE-IVNSSAVMVEWLLANAPGAP-----LFVVGEAPLIGELEAAGFPLSERPG--- 116 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
                +  V+  +D  F++ KL+ A   +R     LVAT+ D + P+  G   P   ++  
Sbjct: 117 ----EIAFVVASFDRTFTYRKLQIAFDAIR-AGARLVATNPDRFCPVPGGGE-PDAAAII 170 
 
Query: 200 AAVETASG-RQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVL 258 
           AA+E  +  R  ++VGKPSP M   ++   ++ P R ++VGDRL TDI  G   GM T L 
Sbjct: 171 AAIEACTDTRCEVIVGKPSPIMARTVSRLINLPPERCIIVGDRLMTDIAMGITAGMDTAL 230 
 
Query: 259 TLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            LTG SR  + +           P Y +E I +L 
Sbjct: 231 VLTGDSRRADLE------HSSYRPTYVLERIDEL 258 
 
 
>emb|CAI64354.1| conserved hypothetical protein [uncultured archaeon] 
          Length = 253 
 
 Score =  105 bits (263), Expect = 3e-021 
 Identities = 81/277 (29%), Positives = 123/277 (44%), Gaps = 27/277 (9%) 
 
Query: 18  LGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARL 77 
           + R    + D DGV+++G   +PGA E +ERL  +G   +F++NN+ R R  +A R   + 
Sbjct: 1   MNRPAVYILDLDGVVYHGRTVIPGASESIERLRSSGCRVVFLTNNATRTREAIARRLVDM 60 
 
Query: 78  GFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXX 137 
           G      + + S+                    +V++                        
Sbjct: 61  GIPCDAGDVISSAYAA-----------------SVYIKEKYGSSTIYPVGEQGLVEELER 103 
 
Query: 138 XXXXXXRVRA--VLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGT 195 
                    A  V+ G D  F++ KL  A   L       +AT+ D   P   G   PG  
Sbjct: 104 AGHIINEQDADYVVAGLDREFTYEKLTRALDLLMSGAGF-IATNTDAMLPTEHGF-LPGA 161 
 
Query: 196 GSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMT 255 
           GS+ AA++ ASG    VVGKP+  + + +   + +     +MVGDRLETDIL G R GM  
Sbjct: 162 GSMVAAIQAASGVVPDVVGKPNKPIMDVLLREYGMRSEECVMVGDRLETDILAGIRGGMQ 221 
 
Query: 256 TVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           TVL LTG S +E+ ++        + P   ++SIADL 



Sbjct: 222 TVLVLTGASGIEDIES------SGIRPDAVLDSIADL 252 
 
 
>ref|NP_868759.1| N-acetylglucosamine-6-phoshatase or p-nitrophenyl 
phosphatase 
           [Rhodopirellula baltica SH 1] 
          Length = 283 
 
 Score =  105 bits (263), Expect = 3e-021 
 Identities = 79/272 (29%), Positives = 121/272 (44%), Gaps = 23/272 (8%) 
 
Query: 23  GVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGL 82 
           G L D DGV++ G   +PGA + ++ L R     LF++NNS+R R ++  +  R+G   + 
Sbjct: 5   GFLIDMDGVIYRGSELIPGADQFIDVLIRQDIPFLFLTNNSQRTRRDVQTKLHRMGIF-V 63 
 
Query: 83  RAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
               +F+             P      G  ++                             
Sbjct: 64  EESHIFTCAMATARFLAKLKPN-----GTAYIIGEGGLLQAMHQNGFSIVDHSPDF---- 114 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
                V+VG     +   L  A   +      L+AT+ DP  P  +G+R PG G+  A + 
Sbjct: 115 -----VVVGEGRTITLNALESAVDMILGG-AKLIATNLDPSCPTKNGTR-PGCGATVAYL 167 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
           E  +GR+A  VGKPSP M     +   +  ++T+MVGD +ETDIL G + G  TVLTL+G 
Sbjct: 168 EAVTGRKAFSVGKPSPIMMRAARKELKLATSQTVMVGDTMETDILGGVQMGYRTVLTLSG 227 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            +  E+       GQ    P   V+SIA+L + 
Sbjct: 228 GTNKED------LGQFAYGPDVIVDSIAELCD 253 
 
 
>ref|XP_453922.1| unnamed protein product [Kluyveromyces lactis] 
          Length = 309 
 
 Score =  105 bits (262), Expect = 4e-021 
 Identities = 87/298 (29%), Positives = 123/298 (41%), Gaps = 21/298 (7%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELA 71 
           +A  + + +    LFDCDGVLW G   +P   E LE L   GK  LFV+NNS ++R +   
Sbjct: 15  SATEEFVQKFDTFLFDCDGVLWLGSHLLPLVVETLEYLKSLGKQLLFVTNNSTKSRSQYV 74 
 
Query: 72  LRFARLGFG-GLRAEQLFSSXXXXXXXXXXXXPGPPDAPGA-------------VFVXXX 117 
            +FA  GFG  +  +Q+F+S               P                  +      
Sbjct: 75  KKFA--GFGIEVTEDQIFTSGYASALYVRDFLKLTPGQDRVWIFGENGIKEELNIMGFDT 132 
 
Query: 118 XXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVA 177 
                                     +V+ V+ G D   ++ +L     +LR PE   VA 
Sbjct: 133 SGGNDPRLDEPFDVATSPFLKDGLDDQVKCVIAGLDTKINYHRLAITLQYLRKPEVHFVA 192 
 
Query: 178 TDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLM 237 
           T+ D   P   G   PG GS   ++  AS R     GKP+  M   I +   +D ++  M 
Sbjct: 193 TNIDSTFP-QKGLILPGAGSAINSLSYASDRTPEACGKPNLNMLNAIVKAKGLDRSKCCM 251 
 
Query: 238 VGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           VGDRL TDI FG   G+  T+L LTG+   E A   L     +  P YY   + +L E 
Sbjct: 252 VGDRLNTDIKFGETGGLGGTLLVLTGIETEERA---LDNTHGNPSPKYYTSKLGNLYE 306 



 
 
>ref|YP_074615.1| hypothetical protein STH786 [Symbiobacterium thermophilum 
IAM 
           14863] 
          Length = 257 
 
 Score =  105 bits (261), Expect = 5e-021 
 Identities = 82/274 (29%), Positives = 114/274 (41%), Gaps = 22/274 (8%) 
 
Query: 20  RAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGF 79 
           R  G +FD DG L+ G+ A+PGAPE L  L R G    F+SN         A +  RLG  
Sbjct: 3   RYAGYVFDLDGTLYLGDHAIPGAPETLAELRRRGARIAFLSNKPIEPAASYAAKLNRLGI 62 
 
Query: 80  GGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
                E + SS                 APGA                             
Sbjct: 63  QAAVEEVINSSIVMARYLSRT-------APGA------RVYLIGEEPLAEELRKRGIRIV 109 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
                   V+V +D  F++ KL +A   +R+     +AT  D   P+  G      G +  
Sbjct: 110 ADPLDCEYVVVSWDRQFTYQKLNDALQAIRNG-ARFIATHPDRTCPVP-GGEVADVGGMI 167 
 
Query: 200 AAVETASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVL 258 
            AVE  +G++  L+ GKPSP   +       + P + +MVGDRLETD+  G   GM T L 
Sbjct: 168 GAVEGVTGKKVELITGKPSPITVQEAMNLLGLPPDQCIMVGDRLETDMRMGREAGMATAL 227 
 
Query: 259 TLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            LTGV+R E+ ++          P Y +ES+  L 
Sbjct: 228 VLTGVTRREQVES------SPWKPDYVLESVRGL 255 
 
 
>ref|XP_714670.1| p-nitrophenyl phosphatase [Candida albicans SC5314] 
          Length = 321 
 
 Score =  105 bits (261), Expect = 5e-021 
 Identities = 78/303 (25%), Positives = 130/303 (42%), Gaps = 21/303 (6%) 
 
Query: 17  VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFAR 76 
           +L +    L DCDGV+W  E+ +P   + L+ L +  K   FV+NNS ++R     +F   
Sbjct: 19  ILSQFDNFLIDCDGVIWLSEQLLPKINQFLQFLTKNNKKFTFVTNNSSKSRQSYVTKFKN 78 
 
Query: 77  LGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAV--------FVXXXXXXXXXXXXXX 128 
           LG  G+  +Q++++              P +    +         +               
Sbjct: 79  LGKDGVTIDQIYTTGYSAVLQLKKMGILPGEKIWVLGDEGIEDELLSEGYIPLGGSNELL 138 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL--RDPECLLVATDRDPWHPL 186 
                           VRAV+ G   +F++ ++     +L   D     + T+ D  +P  
Sbjct: 139 NQSWSDKNPLLIIDPEVRAVIAGSTLNFNYMRIATTLQYLMHNDKTLPFIGTNGDRNYPG 198 
 
Query: 187 SDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDI 246 
           S+G   P  GS+   +  +S R  + VGKP   + E I  N   D ++T+M+GD L +DI 
Sbjct: 199 SNGLTLPAGGSMVEYMAYSSQRDYVNVGKPDTTLAETILANTGYDKSKTIMIGDTLYSDI 258 
 
Query: 247 LFGHRC------GMTTVLTLTGVSRLEEAQAYLAAGQ-----HDLVPHYYVESIADLTEG 295 
            FG+        G  T+L L+GV+  EE    +   +       LVP YY++S+  L E  
Sbjct: 259 KFGNEAQLGGDNGSGTLLVLSGVTDKEELTNTVNIARETKQGQSLVPRYYIDSLTKLIEL 318 
 



Query: 296 LED 298 
           LE+ 
Sbjct: 319 LEE 321 
 
 
>ref|XP_001867828.1| 4-nitrophenylphosphatase [Culex pipiens 
quinquefasciatus] 
          Length = 304 
 
 Score =  104 bits (260), Expect = 6e-021 
 Identities = 82/275 (29%), Positives = 118/275 (42%), Gaps = 10/275 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VL DCDGVLW     +PG    L  L  AGK   +++NNS R+    + +   LG      
Sbjct: 27  VLTDCDGVLWTVFEPIPGVGAGLTGLLAAGKTIRYITNNSVRSLASYSAQLRTLGVTLDP 86 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPG-----PPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXX 138 
           A+ +  +             G       D+   V                           
Sbjct: 87  ADLIHPAKSIVGHLKSINFRGLIYCLGTDSFKDVLREGGFEVVDGPNEPLQENFREIIGT 146 
 
Query: 139 XXXXXRVRAVLVGYDEHFSFAKLREACAHLR-DPECLLVATDRDPWHPLSDGSRTPGTGS 197 
                 VRAV+V  D + ++ KL  A  +L+ DP CLLVA   D       G    G G  
Sbjct: 147 VDDRAPVRAVVVDVDFNVNYPKLLRAEFYLKTDPTCLLVAGATDRVLNTGRGFNLIGPGR 206 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGHRCGMTT 256 
               +E ++GR+A+V+GKP   +   + + + I DP R LMVGD +E D+ FG RCG    
Sbjct: 207 FLDILERSTGRKAIVLGKPGEVLARQVLKEYGIRDPGRVLMVGDMMEQDVAFGSRCGFQR 266 
 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
           +L L+G +  E+    +       VP YY +S+AD 
Sbjct: 267 LLVLSGGASRED---MMKEADGACVPDYYADSLAD 298 
 
 
>ref|XP_458157.1| hypothetical protein DEHA0C11924g [Debaryomyces hansenii 
CBS767] 
          Length = 308 
 
 Score =  104 bits (260), Expect = 6e-021 
 Identities = 86/292 (29%), Positives = 128/292 (43%), Gaps = 24/292 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FDCDGVLW G+  +P   E L+ L +A K  LFV+NNS ++R     +F +LG  G+   
Sbjct: 22  IFDCDGVLWLGDHLLPHICETLDLLKKANKTVLFVTNNSTKSRDAYLSKFDKLGVLGITK 81 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVF-------------VXXXXXXXXXXXXXXXXX 131 
            ++F S              P +    V                                 
Sbjct: 82  SEVFGSSYASAVYIDKILKLPKNKKIWVLGEEGIERELHELGYTTIGGTDPTLVEHGVHF 141 
 
Query: 132 XXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECL-LVATDRDPWHPLSDG 189 
                        V AV+ G   + ++ KL     +L +D + +  +AT+ D   P+  G 
Sbjct: 142 DHDHPLLTELDDDVGAVVTGLTFNLNYLKLSITMQYLLKDNKSIPFIATNIDSTFPMK-G 200 
 
Query: 190 SRTPGTGSLAAAVETASGRQA-LVVGKPSPYMFECITENF---SIDPARTLMVGDRLETD 245 
               G GS+   V  ASGRQ   + GKP+  M   I  ++   S +P+R LM+GDRL TD 
Sbjct: 201 KLLIGAGSIIETVAFASGRQPDAICGKPNQSMMNSIKADYPGLSSNPSRGLMIGDRLNTD 260 
 
Query: 246 ILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 



           + FG   G+ T+L LTG+   E  QA L+       P +Y + + DL E L+ 
Sbjct: 261 MKFGRDGGLDTLLVLTGI---ESEQAVLSQST-STAPTHYADKLGDLYELLK 308 
 
 
>ref|XP_001690570.1| phosphoglycolate phosphatase [Chlamydomonas reinhardtii] 
          Length = 304 
 
 Score =  104 bits (259), Expect = 8e-021 
 Identities = 73/274 (26%), Positives = 120/274 (43%), Gaps = 11/274 (4%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           +FD DG LW G   +PGA E +E L    K   FV+NN+ ++R   A +   +G    +A 
Sbjct: 20  VFDLDGTLWKGSTLIPGAKEFIELLRYYNKKVFFVTNNATKSRATNAAKLTAMGINATQA 79 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E   SS                   G   +                               
Sbjct: 80  EMYTSSFAAAAYLKAISFNKKAYVIGEEGLVEELTAVGVQCVGGPAHRGVEVDWSQAEPH 139 
 
Query: 145 VR------AVLVGYDEHFSFAKLREACAHLRDPE-CLLVATDRDPWHPLSDGSRTPGTGS 197 
           V       AV+VG D + S+ KL+ A   L + + C+ +A + D     S      G G+ 
Sbjct: 140 VEVDPEVGAVVVGLDRYISYYKLQYATLCLANNDSCMFLACNTDARGHFSQAQEWAGAGT 199 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTV 257 
           + AA+  +S R+ +++GKP+ ++ + +     +   +T++VGDRL+TDIL+G + G  T  
Sbjct: 200 MVAALIGSSEREPMLLGKPASFILDHLCATHQVARDKTIVVGDRLDTDILWGIQNGAGTC 259 
 
Query: 258 LTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIAD 291 
             L+GV+    ++A L A  + + P  Y+  I D 
Sbjct: 260 CVLSGVT----SEAQLLAESNKVHPKLYMSDIGD 289 
 
 
>ref|XP_001482125.1| hypothetical protein PGUG_05888 [Pichia guilliermondii 
ATCC 6260] 
          Length = 310 
 
 Score =  104 bits (259), Expect = 8e-021 
 Identities = 86/288 (29%), Positives = 120/288 (41%), Gaps = 23/288 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGVLW G+  +P   E L+ L    K  +FV+NNS ++R +   +F +LG  G++  
Sbjct: 22  LFDCDGVLWLGDHILPFVKETLDLLKSLDKRVIFVTNNSTKSRKDYRGKFEKLGIPGIQE 81 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXX---------- 134 
            ++F S              P D    V                                 
Sbjct: 82  NEIFGSSYALAVYVDKILKLPKDKKVWVLGETGIERELQELGYATVGGSDPKLDETGILP 141 
 
Query: 135 --XXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECL-LVATDRDPWHPLSDGS 190 
                       V AV+ G     ++ KL     +L +D + +  +AT+ D   P+  G  
Sbjct: 142 ADSEAVNNLDPEVGAVVAGLTLLVNYIKLSATMQYLLKDNKSIPFIATNIDSTFPMK-GK 200 
 
Query: 191 RTPGTGSLAAAVETASGRQA-LVVGKPSPYMFECI---TENFSIDPARTLMVGDRLETDI 246 
              G GSL  +V  ASGRQ   V GKP+  M   I     +    P R LMVGDRL TD+ 
Sbjct: 201 LMIGAGSLIESVAYASGRQPDAVCGKPNQAMMNSIKAANPDLQAKPGRGLMVGDRLNTDM 260 
 
Query: 247 LFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            FG   G+ T+L LTG+    E +  L     +  P YY   I D+ E 
Sbjct: 261 KFGRDGGLDTLLVLTGI----ETEESLKQLDPNEAPTYYASKIGDIYE 304 



 
 
>ref|YP_001544363.1| HAD-superfamily hydrolase, subfamily IIA [Herpetosiphon 
aurantiacus 
           ATCC 23779] 
          Length = 266 
 
 Score =  104 bits (259), Expect = 8e-021 
 Identities = 85/274 (31%), Positives = 115/274 (41%), Gaps = 17/274 (6%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VL D DGVL  G   +PGA EL   L R G     ++NNS +     A     LG   +  
Sbjct: 10  VLLDMDGVLHRGGEILPGAAELTTVLDRLGLGYACLTNNSSQLPATFARHLQDLGVA-IA 68 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E + +S            P                                         
Sbjct: 69  PEHVITSSTATATLLRTRYP------------QGTRLLAIGMDGIQSSLFADRYFVSAET 116 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
            V AV+VG D + ++A+L+ A   LR      +AT+ D   P  +G   PG GS+ AA+  
Sbjct: 117 DVAAVVVGVDFNLTYARLKTATLALR-AGAAFIATNSDRTFPAPEGL-IPGAGSIVAALA 174 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            AS     V+GKP P MFE   + F +   +TLMVGDRL+TDI    R G+ T    +GV 
Sbjct: 175 AASDCTPEVIGKPEPAMFEAALQLFGVTAEQTLMVGDRLDTDIAGAQRVGIATAFVGSGV 234 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
             +++AQA+  A   DLV       +A L  G E 
Sbjct: 235 HSMQQAQAWQPA--IDLVADDLAGILALLRAGRE 266 
 
 
>ref|XP_714090.1| p-nitrophenyl phosphatase [Candida albicans SC5314] 
          Length = 308 
 
 Score =  104 bits (259), Expect = 8e-021 
 Identities = 82/300 (27%), Positives = 124/300 (41%), Gaps = 24/300 (8%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           +  +L +    LFDCDGVLW G+  +P  PE +  L    K  +FV+NNS ++R +   + 
Sbjct: 11  VNQLLDKYDYFLFDCDGVLWLGDHLLPSIPEAISLLRSKNKQVIFVTNNSTKSRNDYLKK 70 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVF-------------VXXXXXX 120 
           F +LG   +  +++F S              P D    V                      
Sbjct: 71  FEKLGIPDISKQEIFGSSYASAIFIDKILKLPKDKKVWVLGEKGIEQELHELGYTTVGGS 130 
 
Query: 121 XXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECL-LVAT 178 
                                   V  VL G   + ++ KL     +L +D + +  +AT 
Sbjct: 131 DPDLISSGVDFDSNDPRLNKLDNDVGCVLCGLVFNLNYLKLSLTLQYLLKDKKTIPFIAT 190 
 
Query: 179 DRDPWHPLSDGSRTPGTGSLAAAVETASGRQA-LVVGKPSPYMFECITENF---SIDPAR 234 
           + D   P ++G    G GS+   V  ASGRQ   + GKP+  M   I  +F      P R 
Sbjct: 191 NIDSTFP-ANGKLLIGAGSIIETVSFASGRQPEAICGKPNQSMMNSIKADFPDLGKTPKR 249 
 
Query: 235 TLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            LM+GDRL TD+ FG   G+ T+L LTG+   E  ++       +  P YY+  + D  E 
Sbjct: 250 GLMIGDRLNTDMKFGRDGGLDTLLVLTGIETEENVKSL----NENETPTYYINKLGDFHE 305 
 



 
>ref|XP_001688766.1| AGAP005972-PA [Anopheles gambiae str. PEST] 
          Length = 320 
 
 Score =  103 bits (258), Expect = 1e-020 
 Identities = 83/302 (27%), Positives = 119/302 (39%), Gaps = 22/302 (7%) 
 
Query: 9   LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
           L  A  R  L     ++ DCDGVLWN    +PG  + L+ L   GK   F+SNN  R    
Sbjct: 15  LSKAERRQFLHSFDTLMSDCDGVLWNFTGPIPGVDKALQLLRTDGKKLAFISNNGMRTME 74 
 
Query: 69  ELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXX 128 
           E   +F  LG   L  E +  +                DA   +                 
Sbjct: 75  EYQKKFHSLGIDALEEEIVHPALTTVHYLKSIRM---RDAVYCIGTEVFKDYLRKAGFKV 131 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEH--------------FSFAKLREACAHL-RDPEC 173 
                          +VR     +++H               S   L +A  +L RDP C 
Sbjct: 132 LDGPKERFPDSREANQVRVYSDYFEQHGPKVGAVVIDIDVNLSLQHLMKAKCYLERDPNC 191 
 
Query: 174 LLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSI-DP 232 
           + +A   D   PL       G G     +E  +GR+AL++GKP   + + + E F I +P 
Sbjct: 192 VFIAGATDYIIPLDSSMDVIGPGYFIDILERTTGRKALILGKPGKALAQVVLEQFQITEP 251 
 
Query: 233 ARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            R L VGD +  D+ FG  CG   +L L+G +      A LA    + +P+YY +S AD  
Sbjct: 252 KRVLFVGDMMPQDMGFGTECGFQKLLMLSGGT---PKDALLAQTDPNQLPNYYADSFADF 308 
 
Query: 293 TE 294 
            E 
Sbjct: 309 IE 310 
 
STOPSTART 
>ref|XP_001384338.2| p-Nitrophenyl phosphatase [Pichia stipitis CBS 6054] 
          Length = 320 
 
 Score =  103 bits (258), Expect = 1e-020 
 Identities = 78/300 (26%), Positives = 127/300 (42%), Gaps = 24/300 (8%) 
 
Query: 17  VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFAR 76 
           +L +    LFDCDGV+W  E+ + G  + LE L + GK   FV+NNS ++R E   +F+  
Sbjct: 19  LLEKYDNFLFDCDGVIWLDEKIIEGVKDTLEFLKKNGKKFAFVTNNSSKSRQEYLAKFSS 78 
 
Query: 77  LGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXX 136 
           LG  G+  + +F +              P  +   ++V                       
Sbjct: 79  LGIQGVTKDHIFPTCYAAVQALESDLQVPKKSK--IWVLGDSGIEDELEEAGYIPVGGTD 136 
 
Query: 137 XXXXXXXR-----------VRAVLVGYDEHFSFAKLREACAHL--RDPECLLVATDRDPW 183 
                  R           V+AV+VG  + F++ ++     +L  ++     +  + D   
Sbjct: 137 ARLNQAFRADHEFLTVDPEVQAVVVGSTKEFNYMRIASTLQYLLWKNKTIPFIGCNIDRS 196 
 
Query: 184 HPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLE 243 
           +P  +G   P  GS+   ++  + R  + VGKPS    E I      D +RTLMVGD L  
Sbjct: 197 YPGPNGLILPAGGSVVNYMQYTADRDFINVGKPSKVFLEAILAKNGFDRSRTLMVGDTLY 256 
 
Query: 244 TDILFGHRC----GMTTVLTLTGVSRLEEAQAYLAAGQH-----DLVPHYYVESIADLTE 294 
           TDI FG+      G  ++L LTG +  E    +L    H      ++P Y + S+ D  + 
Sbjct: 257 TDIKFGNDGQLGEGCGSLLVLTGGTTPEYLHQFLQNPNHYDEGESMIPSYVIRSLGDFVD 316 



 
 
>ref|YP_001222730.1| conserved hypothetical protein, putative hydrolase 
[Clavibacter 
           michiganensis subsp. michiganensis NCPPB 382] 
          Length = 346 
 
 Score =  103 bits (258), Expect = 1e-020 
 Identities = 82/271 (30%), Positives = 122/271 (45%), Gaps = 18/271 (6%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           +L D DGV++ G  ++P A + L R A  G    +++NN+ R    +A   + LG   +  
Sbjct: 18  ILADLDGVVYAGPDSIPHAVDALNRAAGDGIRLGYITNNASRTDASVAEHLSSLGLT-VA 76 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E + +S            P    A   V V                              
Sbjct: 77  PEDVVTSPQAALRLLADRVP----AGSTVLVVGGDGLVHELEKAGYVVTRSTEDSPA--- 129 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
              AV+ G+     +A+L EA   L DP+ + VAT+ D   P++ G   PG G+L +AV  
Sbjct: 130 ---AVVQGFSPDVGWAQLAEAAFALADPDVVWVATNTDWTIPVARGI-APGNGTLVSAVH 185 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
           TA GR  +V GKP   +F+   E F  D  R + +GDRL+TDIL   R GM +V  LTG+ 
Sbjct: 186 TAVGRLPVVAGKPETPIFDVARERF--DAQRPVFLGDRLDTDILGATRAGMASVHVLTGI 243 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            R ++    L A + D  P + +E +  L E 
Sbjct: 244 DRAKQ----LLAAEEDQRPTFILEHLGQLHE 270 
 
 
>ref|XP_001658126.1| 4-nitrophenylphosphatase [Aedes aegypti] 
          Length = 319 
 
 Score =  103 bits (258), Expect = 1e-020 
 Identities = 80/301 (26%), Positives = 125/301 (41%), Gaps = 23/301 (7%) 
 
Query: 15  RDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRF 74 
           R  L     ++ DCDGV+W+    +PG  + L  L + GK   F+SNN  R   E   +F 
Sbjct: 23  RQFLDSFDTIMSDCDGVVWDFIGPIPGVDKALPLLKKKGKKLAFISNNGMRTMEEYKQKF 82 
 
Query: 75  ARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAV---------------FVXXXXX 119 
            +L   G+ + +L                   DA   V                +      
Sbjct: 83  LKL---GIPSHELDIVHPALTTVRYLKAINMTDAVYCVATEVFKDYLRNEQYTVLDGPDD 139 
 
Query: 120 XXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHL-RDPECLLVAT 178 
                                   RV AV++  D + S A L +   +L R+P+C+L+A  
Sbjct: 140 RFADERAADSVRVFTDFFTESDSPRVGAVVLDIDVNISLAHLMKVKCYLERNPDCILIAG 199 
 
Query: 179 DRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSID-PARTLM 237 
             D   PL D     G G     +E A+GR+AL++GKP   + + + E F++  P R L  
Sbjct: 200 ATDYIVPLGDRMDVIGPGYFIDILERATGREALILGKPGQALADFVLEQFNVKRPKRVLF 259 
 
Query: 238 VGDRLETDILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           +GD L  D+ F   CG   +L L+G + L+  +A     Q   +P +Y+ S AD  +  + 
Sbjct: 260 IGDMLPQDMGFASLCGFQKLLMLSGGTTLDMVRAQKVPAQ---LPDFYMNSFADFIQLYK 316 
 



Query: 298 D 298 
           D 
Sbjct: 317 D 317 
 
 
>ref|YP_001709982.1| hypothetical protein CMS1244 [Clavibacter michiganensis 
subsp. 
           sepedonicus] 
          Length = 346 
 
 Score =  102 bits (255), Expect = 2e-020 
 Identities = 79/271 (29%), Positives = 124/271 (45%), Gaps = 18/271 (6%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           +L D DGV++ G  ++P A + L R A  G    +++NN+ R    +A   + LG   +  
Sbjct: 18  ILADLDGVVYAGPDSIPHAVDALNRAAGDGIRLGYITNNASRTDASVAEHLSSLGLT-VA 76 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E + +S            P      G++ +                              
Sbjct: 77  PEDVVTSPQAALRLLADRVPA-----GSIVLVVGGEGLVHELEKAGYVVTRSTDD----- 126 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
           +  AV+ G+     +A+L EA   L DP+ + VAT+ D   P++ G   PG G+L +AV  
Sbjct: 127 QPAAVVQGFSPEVGWAQLAEAAFALADPDVVWVATNTDWTIPVARGI-APGNGTLVSAVH 185 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
           TA GR  +V GKP   +F+   E F  +  R + +GDRL+TDIL   R GM +V  LTG+ 
Sbjct: 186 TAVGRLPVVAGKPETPIFDVARERFGAE--RPVFLGDRLDTDILGATRAGMASVHVLTGI 243 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            R ++    L A + D  P + +E +  L E 
Sbjct: 244 DRAKQ----LLAAEEDQRPTFILEHLGQLHE 270 
 
 
>ref|YP_953017.1| HAD-superfamily hydrolase, subfamily IIA [Mycobacterium 
vanbaalenii 
           PYR-1] 
          Length = 271 
 
 Score =  102 bits (255), Expect = 2e-020 
 Identities = 77/259 (29%), Positives = 115/259 (44%), Gaps = 17/259 (6%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           L DV    Q  L D DGVL   E A+PGA E L+RL    +  L ++NNS     +LA R 
Sbjct: 12  LDDVRSTPQCWLTDMDGVLVREEHALPGAAEFLQRLIDRERPFLVLTNNSIFTPRDLAAR 71 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXX 133 
            AR G   +    +++S            PG     G+ +V                    
Sbjct: 72  LARSGLA-VPENAIWTSALATAGFLADQLPG-----GSAYVIGEAGLTTALHEAGYTLTD 125 
 
Query: 134 XXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTP 193 
                         V++G    +SF  + +A   L       +AT+ D   P ++G   P 
Sbjct: 126 IDPDF---------VVLGETRTYSFEAITKA-VRLILGGARFIATNPDVTGPSAEGP-LP 174 
 
Query: 194 GTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCG 253 
            TGS+AA +  A+GR+   VGKP+P MF             T+MVGDR++TD++ G   G 
Sbjct: 175 ATGSVAAMITKATGREPYFVGKPNPMMFRSALNRIEAHSESTVMVGDRMDTDVVAGIEAG 234 



 
Query: 254 MTTVLTLTGVSRLEEAQAY 272 
           + T+L LTG + +++ + Y 
Sbjct: 235 LETILVLTGSTTIDDVERY 253 
 
 
>ref|YP_001159837.1| HAD-superfamily hydrolase, subfamily IIA [Salinispora 
tropica 
           CNB-440] 
          Length = 259 
 
 Score =  102 bits (254), Expect = 3e-020 
 Identities = 80/273 (29%), Positives = 115/273 (42%), Gaps = 23/273 (8%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           Q  L D DGVL +  + VPGAPE + RL  +G+  L ++NNS     +L  R  R+G    
Sbjct: 8   QSWLTDMDGVLVHEGQPVPGAPEFIARLRSSGRPFLVLTNNSIYTPRDLQARLVRMGLD- 66 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
           +    ++SS            PG     G  +V                            
Sbjct: 67  VPESAIWSSALATAQFLADQRPG-----GTAYVIGEAGLTTALHAVGYVLSDFAPDY--- 118 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V++G    +SF  +  A   + D     + T+ D   P  +G+  P  GS+AA  
Sbjct: 119 ------VVLGETRTYSFEAITRAIRLINDG-ARFICTNPDVTGPSMEGA-LPAAGSVAAM 170 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  A+G +   VGKP+P M              T M+GDR++TDIL G   G+ T+L LT 
Sbjct: 171 VSKATGVEPYFVGKPNPMMMRSALNTIDAHSESTAMIGDRMDTDILCGLEAGLETILVLT 230 
 
Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           G+S   EA+ Y         P   V S+ADL + 
Sbjct: 231 GISSRTEAERY------PYRPSRIVGSVADLID 257 
 
 
>ref|YP_446001.1| pyridoxal phosphate phosphatase [Salinibacter ruber DSM 
13855] 
          Length = 260 
 
 Score =  102 bits (253), Expect = 4e-020 
 Identities = 80/269 (29%), Positives = 112/269 (41%), Gaps = 26/269 (9%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           +L D DGV++ G+R +PGA   L RL   G    F++N+ R  R E+  R  RLG      
Sbjct: 9   LLLDLDGVVYVGDRLLPGARRALRRLRERGTTLRFLTNDPRPTRDEVVARLERLGVAASV 68 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E +                        +                                
Sbjct: 69  QEVVTCGWSTAV---------------CLREAGLASAYVVGSDGLRRELDRAGVRGTDGN 113 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
              AV+VG DE  S+  ++ A   +R      VAT+ DP  P  +G   P TG++ AAV  
Sbjct: 114 EAEAVVVGCDECVSYPHIKRAARLIRKG-ARFVATNDDPTFPTPEGP-APATGTIVAAVR 171 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            ASG    VVGKP P MFE    +   DPA  +MVGDRL+TDI    R GM+ +L   G  
Sbjct: 172 AASGTAPHVVGKPHPAMFEAALGD--RDPAAAVMVGDRLDTDIRGARRMGMSALLLRRGD 229 



 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
            R +  +        ++ P   + S++DL 
Sbjct: 230 ERPQHHET-------EVTPDRVITSLSDL 251 
 
 
>ref|ZP_01129603.1| N-acetylglucosamine metabolism protein [marine 
actinobacterium 
           PHSC20C1] 
          Length = 258 
 
 Score =  102 bits (253), Expect = 4e-020 
 Identities = 81/270 (30%), Positives = 120/270 (44%), Gaps = 27/270 (10%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +    VPGA ELL++  +  K  L ++NNS     +L+   ARL   GL   
Sbjct: 11  LTDMDGVLVHENHPVPGAAELLKQWRKEDKPYLVLTNNSIFTPRDLS---ARLKASGLDV 67 
 
Query: 85  EQ--LFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
            +  +++S            PG     G+ FV                             
Sbjct: 68  PESAIWTSALATADFLKEQIPG-----GSAFVIGEAGITTALHEAGFIMTETDPDY---- 118 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
                V++G   ++SF  + +A   + +     +AT+ D   P +DG   P TG++AA + 
Sbjct: 119 -----VVIGETRNYSFESITKAIRLIGNGS-RFIATNPDATGPSADGP-LPATGAVAALI 171 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
             A+GR+  +VGKP+P MF             T M+GDR++TDI+ G   G+ TVL LTG 
Sbjct: 172 TKATGREPYIVGKPNPMMFRSALNKIGAHSETTGMIGDRMDTDIVAGIEAGLHTVLVLTG 231 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           +S   E   Y         PH  + S+ADL 
Sbjct: 232 ISDQREIDRY------PFRPHEVLNSVADL 255 
 
 
>ref|ZP_02930896.1| N-acetylglucosamine-6-phoshatase or p-nitrophenyl 
phosphatase 
           [Verrucomicrobium spinosum DSM 4136] 
          Length = 302 
 
 Score =  101 bits (252), Expect = 5e-020 
 Identities = 72/278 (25%), Positives = 114/278 (41%), Gaps = 22/278 (7%) 
 
Query: 20  RAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGF 79 
           + +G+L D DGV++     +P A E +  L  +    +FV+NNS     +L ++ + LG  
Sbjct: 3   QTKGLLIDMDGVIYRENHLLPRAAEFVHFLIESATPFVFVTNNSAPTPEDLVVKLSHLGI 62 
 
Query: 80  GGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
            GL     +++                    A F+                          
Sbjct: 63  SGLSVRHFYTAAMNT----------------AEFLAGTHPCCTAFVMGDAGLNLALQKAG 106 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
                +R   V   E     +       L +    LVAT+ D W P+ +    PG G+LA 
Sbjct: 107 IPNDSIRPTYVVVGEGMQSTEKLSKAHELLERGARLVATNPDNWCPVKNEVTRPGAGALA 166 
 
Query: 200 AAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLT 259 
           A +E ++G++A  +GKP+PYMF+             +MVGD +ETDI      GM   L  



Sbjct: 167 AYLEASTGQRAYFLGKPNPYMFQRARRLLQRRTEEVMMVGDTMETDIRGAIEVGMQACLV 226 
 
Query: 260 LTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           LTG +RLE+       G +   P   +E + DL + L+ 
Sbjct: 227 LTGSTRLED------LGNYVYQPTCVLEGVGDLLDELK 258 
 
 
>ref|XP_001581765.1| HAD-superfamily hydrolase, subfamily IIA containing 
protein 
           [Trichomonas vaginalis G3] 
          Length = 282 
 
 Score =  101 bits (252), Expect = 5e-020 
 Identities = 66/249 (26%), Positives = 108/249 (43%), Gaps = 4/249 (1%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V FD +GV+W G   V GA E++  + + G  A+ V+NN+ ++  +   RF + G+     
Sbjct: 6   VCFDGEGVIWYGGYPVEGANEIIGDIRKLGYRAVCVTNNASKSVQQYLERFQKSGYTNFN 65 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAP----GAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
            E + +S               P       G                              
Sbjct: 66  EEDVITSARSVGIYLVKARFNKPGRKVFVIGTAGFVSQLRSYNLNIVIAADYDGLDIHSM 125 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
                V AV+VG  E FS+  L  A  ++ + + LL++ + D  +P +     P   +LA 
Sbjct: 126 DIDPEVCAVVVGSSEEFSYRHLTIASRYVIENDALLISANPDDNYPYNHDVLVPAAHALA 185 
 
Query: 200 AAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLT 259 
             +  A+    L +GKP   MFE I  +  ID A + ++GDRL TD+ F    G+ ++L  
Sbjct: 186 ECIAAATNHTTLALGKPQKSMFEAIPGSDKIDRAHSWIIGDRLATDVKFAKTAGLRSILV 245 
 
Query: 260 LTGVSRLEE 268 
           LTGV++ E+ 
Sbjct: 246 LTGVTKKED 254 
 
 
>ref|YP_639140.1| HAD-superfamily hydrolase, subfamily IIA [Mycobacterium sp. 
MCS] 
          Length = 257 
 
 Score =  101 bits (252), Expect = 5e-020 
 Identities = 75/248 (30%), Positives = 111/248 (44%), Gaps = 17/248 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL   E A+PGA E L RL    +  L ++NNS     +LA R AR G   +   
Sbjct: 9   LTDMDGVLVREEHALPGAAEFLARLVERERPFLVLTNNSIFTPRDLAARLARSGLI-VPE 67 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+ +V                               
Sbjct: 68  EAIWTSALATATFLSDQLPG-----GSAYVIGEAGLTTALHEAGYTLTDVGPDF------ 116 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  + +A   L       +AT+ D   P ++G   P TGS+AA +   
Sbjct: 117 ---VVLGETRTYSFEAITKA-VRLILGGARFIATNPDVTGPSAEGP-LPATGSVAAMITK 171 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GR+   VGKP+P MF             T+MVGDR++TD++ G   G+ T+L LTG + 



Sbjct: 172 ATGREPYFVGKPNPMMFRSALNRIEAHSEGTVMVGDRMDTDVVAGIEAGLETILVLTGST 231 
 
Query: 265 RLEEAQAY 272 
            +E+ + Y 
Sbjct: 232 TIEDVERY 239 
 
 
>ref|YP_001070234.1| HAD-superfamily hydrolase, subfamily IIA [Mycobacterium 
sp. JLS] 
          Length = 257 
 
 Score =  101 bits (251), Expect = 7e-020 
 Identities = 75/248 (30%), Positives = 111/248 (44%), Gaps = 17/248 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL   E A+PGA E L RL    +  L ++NNS     +LA R AR G   +   
Sbjct: 9   LTDMDGVLVREEHALPGAAEFLARLVERERPFLVLTNNSIFTPRDLAARLARSGLI-VPE 67 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+ +V                               
Sbjct: 68  EAIWTSALATATFLGDQLPG-----GSAYVIGEAGLTTALHEAGYTLTDVGPDF------ 116 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  + +A   L       +AT+ D   P ++G   P TGS+AA +   
Sbjct: 117 ---VVLGETRTYSFEAITKA-VRLILGGARFIATNPDVTGPSAEGP-LPATGSVAAMITK 171 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GR+   VGKP+P MF             T+MVGDR++TD++ G   G+ T+L LTG + 
Sbjct: 172 ATGREPYFVGKPNPMMFRSALNRIEAHSEGTVMVGDRMDTDVVAGIEAGLETILVLTGST 231 
 
Query: 265 RLEEAQAY 272 
            +E+ + Y 
Sbjct: 232 TIEDVERY 239 
 
 
>ref|YP_702198.1| possible N-acetylglucosamine metabolism protein 
[Rhodococcus sp. 
           RHA1] 
          Length = 276 
 
 Score =  101 bits (251), Expect = 7e-020 
 Identities = 73/248 (29%), Positives = 107/248 (43%), Gaps = 17/248 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL + E  VPGA   L  L  +G   + ++NNS R   +L  R  R G   +   
Sbjct: 13  LMDMDGVLVHEEHLVPGADLFLAELRESGTPFIVLTNNSIRTPRDLRARLLRTGLD-IPE 71 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+ +V                               
Sbjct: 72  ESIWTSALATATFLASQRPG-----GSAYVVGESGLTTALHDIGYVLTDNDPDY------ 120 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   L +     +AT+ DP  P  +GS  P TGS+AA +   
Sbjct: 121 ---VVLGETRTYSFEAITTAI-RLVEKGARFIATNPDPTGPSREGS-LPATGSVAALISR 175 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GR    VGKP+  M            A TLM+GDR++TDI+ G   G+ T+L LTG+S 



Sbjct: 176 ATGRDPYYVGKPNALMMRSALRAIGAHSANTLMIGDRMDTDIVCGLEAGLQTILVLTGIS 235 
 
Query: 265 RLEEAQAY 272 
             +  + + 
Sbjct: 236 TRDSVELF 243 
 
 
>ref|XP_386894.1| hypothetical protein FG06718.1 [Gibberella zeae PH-1] 
          Length = 292 
 
 Score =  101 bits (251), Expect = 7e-020 
 Identities = 80/274 (29%), Positives = 114/274 (41%), Gaps = 21/274 (7%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELA 71 
           AA+ + + +    L DCDGVLW+G+    G PE +  L   GK  +FV+NNS ++R E   
Sbjct: 13  AAINEFIDKFDVFLLDCDGVLWSGDHVYEGVPETINFLRSKGKRVVFVTNNSTKSRDEYL 72 
 
Query: 72  LRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXX------------- 118 
            +   LG    + +   SS               P+    VF+                  
Sbjct: 73  KKLTGLGIPSEKDDVFGSSYSAAIYIARILKL--PEGKRKVFIIGESGIEQELDSEGVPH 130 
 
Query: 119 ---XXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLL 175 
                                        V AVL G D H ++ K   A  +++     L 
Sbjct: 131 IGGTEEAFRRDITNDDFKGIADGSLLDPEVGAVLCGLDYHVNYLKYAHAMHYVKRGATFL 190 
 
Query: 176 VATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPART 235 
            AT+ D   P+       G GS    V  A+G+Q L +GKPS  M + +   F +D ART 
Sbjct: 191 -ATNVDSTLPMHHNFFL-GAGSCHIPVVHATGQQPLALGKPSQAMMDAVEGKFQLDRART 248 
 
Query: 236 LMVGDRLETDILFGHRCGM-TTVLTLTGVSRLEE 268 
            MVGDRL TDI FG    +  T+  LTGV++ E+ 
Sbjct: 249 CMVGDRLNTDIKFGIEGKLGGTLHVLTGVNKKED 282 
 
 
>ref|ZP_01855903.1| N-acetylglucosamine-6-phoshatase or p-nitrophenyl 
phosphatase 
           [Planctomyces maris DSM 8797] 
          Length = 263 
 
 Score =  100 bits (250), Expect = 9e-020 
 Identities = 78/264 (29%), Positives = 119/264 (45%), Gaps = 23/264 (8%) 
 
Query: 29  DGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRAEQLF 88 
           DGV++ G   + GA   +  L +     +F++NNS+R R ++  + +R+G   +  E +F 
Sbjct: 2   DGVIYRGTDLIDGAVGFINELKKRDLPFMFLTNNSQRTRRDVVTKLSRMGIT-VGEEHIF 60 
 
Query: 89  SSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAV 148 
           +             P      G  +V                                 V 
Sbjct: 61  TCAMATARFLAQSKPN-----GTAYVIGEGGLLHALHRNGYSIVDHDPDY---------V 106 
 
Query: 149 LVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGR 208 
           +VG     +F  + EA   + +    L+AT+ DP  P  +G R PG G++ A +E A+ + 
Sbjct: 107 VVGEGRSMNFEMI-EAAVRMIENGAKLIATNMDPNCPTQNGPR-PGCGAIVAMLEAATKK 164 
 
Query: 209 QALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVSRLEE 268 
           QA  VGKPSP M     +   I  A+T M+GD +ETDIL G   G  +VL L+G + L + 
Sbjct: 165 QAFSVGKPSPVMMRSARQELGISSAQTTMIGDTMETDILGGVEMGYRSVLVLSGGTALSD 224 



 
Query: 269 AQAYLAAGQHDLVPHYYVESIADL 292 
              +  A Q DLV    V+SIADL 
Sbjct: 225 LANF--AYQPDLV----VDSIADL 242 
 
 
>ref|XP_001654244.1| 4-nitrophenylphosphatase [Aedes aegypti] 
          Length = 317 
 
 Score =  100 bits (250), Expect = 9e-020 
 Identities = 55/156 (35%), Positives = 86/156 (55%), Gaps = 5/156 (3%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLR-DPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
           V+AV++ YD +F++ KL  A  +L+ DPEC+L+A   D W P+       G G     +E 
Sbjct: 156 VKAVVIDYDYNFNYPKLMRAELYLKSDPECILIAGGTDHWTPIRQKVNVIGPGHFVDILE 215 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
            A+GR+A+ +GKP   +   + E + + D  R L VGD +  D+ FG   G  T+L LTG 
Sbjct: 216 KATGRKAIGLGKPGLQLGVQLMEQYGVQDSQRVLFVGDTIAQDVAFGKVAGFQTLLVLTG 275 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
            +++ +    +     D+ P YY ES ADL + + D 
Sbjct: 276 GTKMSDV---MKLSGRDIAPDYYTESFADLRKVIND 308 
 
 
 
 Score = 38.1 bits (87), Expect = 0.74 
 Identities = 19/55 (34%), Positives = 26/55 (47%) 
 
Query: 24 VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLG 78 
          V  DCDGVLWN    + G    +  L    K  ++VSNNS R       +  ++G 
Sbjct: 30 VFTDCDGVLWNRYEPIEGVGAAIGTLKSLDKHVVYVSNNSIRTFENYRKQLQKMG 84 
 
 
>ref|YP_001538043.1| HAD-superfamily hydrolase, subfamily IIA [Salinispora 
arenicola 
           CNS-205] 
          Length = 259 
 
 Score =  100 bits (249), Expect = 1e-019 
 Identities = 78/270 (28%), Positives = 114/270 (42%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +  + VPGAPE + RL  +G+  L ++NNS     +L  R  R+G   +   
Sbjct: 11  LTDMDGVLVHEGQPVPGAPEFVARLRSSGRPFLVLTNNSIYTPRDLQARLVRMGLD-VPE 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
             ++SS            PG     G  +V                               
Sbjct: 70  SAIWSSALATAQFLADQRPG-----GTAYVIGEAGLTTALHAVGYVLSDFAPDY------ 118 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  + +A   + D     + T+ D   P  +G+  P  GS+AA +   
Sbjct: 119 ---VVLGETRTYSFEAITKAIRLINDG-ARFICTNPDVTGPSVEGA-LPAAGSVAAMISK 173 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G     VGKP+P M              T M+GDR++TDIL G   G+ T+L LTG+S 
Sbjct: 174 ATGVDPYFVGKPNPMMMRSALNTIDAHSESTAMIGDRMDTDILCGLEAGLETILVLTGIS 233 



 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
              EA+ Y         P   V S+ADL + 
Sbjct: 234 SRAEAERY------PYRPSRIVASVADLID 257 
 
 
>ref|XP_001662402.1| 4-nitrophenylphosphatase [Aedes aegypti] 
          Length = 304 
 
 Score =  100 bits (249), Expect = 1e-019 
 Identities = 78/281 (27%), Positives = 118/281 (41%), Gaps = 10/281 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+ DCDGVLW     +PG  E L+ L   GK   +++NNS R     A +F  LG      
Sbjct: 27  VICDCDGVLWTVFDPIPGVGEALKTLQTHGKTLRYITNNSVRTFDHYAAQFRTLGITLTP 86 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPG-----PPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXX 138 
           ++ +  +             G            V +                         
Sbjct: 87  SDIIHPALAIVRHLKSIHFEGLIFCLATQPFKNVLINAGFELTEGPDQPLEESFKKIIAT 146 
 
Query: 139 XXXXXRVRAVLVGYDEHFSFAKLREACAHLR-DPECLLVATDRDPWHPLSDGSRTPGTGS 197 
                 VRAV++  D + ++ KL  A  +L+ DP+CLL+A   D            G G  
Sbjct: 147 VHDRAPVRAVVIDVDFNINYPKLLRAELYLKNDPKCLLIAGATDKVLHARKDFNLIGPGH 206 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGHRCGMTT 256 
               +E ++GR+A V+GKP   +   + + F I D  R L VGD LE D++F  RCG    
Sbjct: 207 FLDVLEQSTGRKATVLGKPGKELANLVGDIFGIEDRGRVLFVGDMLEQDMVFASRCGFHK 266 
 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           +L L+G +  ++    L     + VP YY + + DLT+  E 
Sbjct: 267 MLVLSGGASKDD---MLQERDVERVPDYYADRLEDLTKLFE 304 
 
 
>ref|YP_001546134.1| HAD-superfamily hydrolase, subfamily IIA [Herpetosiphon 
aurantiacus 
           ATCC 23779] 
          Length = 257 
 
 Score =  100 bits (248), Expect = 2e-019 
 Identities = 76/271 (28%), Positives = 117/271 (43%), Gaps = 23/271 (8%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           + VL D DGVL +G + +PGAPE L RL  +G+  L ++NNS     +L  R AR+G    
Sbjct: 8   RAVLCDMDGVLVHGAQIIPGAPEFLGRLRASGRKFLVLTNNSIYTPRDLQARLARIGLP- 66 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
           L  E +++S            P      G  FV                            
Sbjct: 67  LEIEDIYTSALATAKFLDSQRPN-----GTAFVIGEAGLTNALYDVGYTMTEHDPDY--- 118 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V++G    +SF ++ +A   +      L+ T+ D   P S+    P  G++ A  
Sbjct: 119 ------VVIGETTSYSFERITQAVRFVAAGS-RLIGTNPDVSGP-SERGILPACGAVVAL 170 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           +  A+  +A  VGKP+P M            A  +M+GDR++TDI+ G   GM T L L+ 
Sbjct: 171 IRAATNAEAYFVGKPNPVMMRTALRTIDSHAAEAMMIGDRMDTDIIGGTESGMRTALVLS 230 
 



Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           G+    +A+ Y         P   +ES+A+L 
Sbjct: 231 GMMTRLDAERY------PYRPTAIIESVAEL 255 
 
 
>ref|ZP_01088472.1| N-acetylglucosamine-6-phoshatase or p-nitrophenyl 
phosphatase 
           [Blastopirellula marina DSM 3645] 
          Length = 286 
 
 Score =  100 bits (248), Expect = 2e-019 
 Identities = 77/276 (27%), Positives = 119/276 (43%), Gaps = 23/276 (8%) 
 
Query: 23  GVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGL 82 
           G L D DGV++ G + + GA   +  L +     LF++NNS+R R ++A +  R+G   + 
Sbjct: 4   GFLIDMDGVIYRGSQLIDGADRFIATLKKKQIPFLFLTNNSQRTRRDVAAKLFRMGID-V 62 
 
Query: 83  RAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
             +++F+             PG     G  FV                             
Sbjct: 63  DEDRIFTCAMATARFLAKQKPG-----GTAFVIGEGGLHNALHRNGYAIVDHAPDY---- 113 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
                V+VG     +   L  A   + D    L+AT+ DP  P   G+R+ G G+  + + 
Sbjct: 114 -----VVVGEARSITLEMLDAAVQMVLDG-AQLIATNLDPNCPTKSGTRS-GCGATVSFI 166 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
           E A+G+ A  VGKPSP M         +    T+M+GD +ETDIL   + G    LTL+G 
Sbjct: 167 EKATGKTAFSVGKPSPVMMRSAQWELGVRSWETVMIGDTMETDILGAVQMGYYATLTLSG 226 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
            SR E+  +Y         P   + S+ DL E +E+ 
Sbjct: 227 GSRAEDLPSYA------FRPDRVINSVVDLIEDIEN 256 
 
 
>ref|ZP_00996235.1| putative N-acetyl-glucosamine catabolism protein 
[Janibacter sp. 
           HTCC2649] 
          Length = 266 
 
 Score =  100 bits (248), Expect = 2e-019 
 Identities = 77/268 (28%), Positives = 117/268 (43%), Gaps = 23/268 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL + E A+PGA + +E L  AG+  L ++NNS     +L  R    G   +   
Sbjct: 11  LTDMDGVLVHEEHAIPGAADFIEALKAAGRPFLVLTNNSIYTARDLRARLLASGID-VPE 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           + +++S            P      G  +V                             + 
Sbjct: 70  DSIWTSAMATAQFLADQRPS-----GTAYVVGEAGLTTALHDVGYILTSR---------K 115 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF ++ +A   L D     +AT+ D   P  +G   P TGS+AA +   
Sbjct: 116 PDYVVLGETRTYSFEQITQAI-RLIDKGARFIATNPDVSGPSPEGI-LPATGSVAALITA 173 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GRQ   VGKP+P M              T M+GDR++TD++ G   G+ TVL LTG + 
Sbjct: 174 ATGRQPYYVGKPNPLMMRSALNRLDAHSETTAMIGDRMDTDVVSGLEAGLRTVLVLTGST 233 



 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           R ++ + +         P   V+SIADL 
Sbjct: 234 RPDQVELF------PYRPTAVVDSIADL 255 
 
 
>ref|YP_946359.1| putative sugar phosphatase/hydrolase of the HAD superfamily 
           [Arthrobacter aurescens TC1] 
          Length = 289 
 
 Score = 99.8 bits (247), Expect = 2e-019 
 Identities = 77/270 (28%), Positives = 117/270 (43%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +  +A+PGA EL++R     K  L ++NNS     +LA   ARL   GL   
Sbjct: 37  LTDMDGVLVHENQAIPGAAELIQRWVDTSKRFLVLTNNSIFTPRDLA---ARLRASGLEV 93 
 
Query: 85  --EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
             E +++S                    A  +                             
Sbjct: 94  PEENIWTSALATAQFLKDQVQSSDSGNRAYTIGEAGLTTALHEAGFILTDTDPDF----- 148 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
                V++G    +SF  +  A  H+       +AT+ D   P  DG   P TG++AA + 
Sbjct: 149 -----VVLGETRTYSFEAITMAVRHIL-AGARFIATNPDATGPSKDGPM-PATGAIAAMI 201 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
             A+GR+  +VGKP+P MF             T M+GDR++TDI+ G   G+ TVL L+G 
Sbjct: 202 TKATGREPYIVGKPNPMMFRSAMNQIDAHSETTAMIGDRMDTDIVAGMEAGLHTVLVLSG 261 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           +++ EE  ++         P+  + S+ADL 
Sbjct: 262 ITQREEIVSF------PFRPNQILNSVADL 285 
 
 
>ref|YP_184147.1| predicted sugar phosphatase, HAD superfamily [Thermococcus 
           kodakarensis KOD1] 
          Length = 268 
 
 Score = 99.8 bits (247), Expect = 2e-019 
 Identities = 72/278 (25%), Positives = 123/278 (44%), Gaps = 15/278 (5%) 
 
Query: 20  RAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGF 79 
           R  G++FD DGV++ G   + GA E++E L       LF++NNS R       +   +G  
Sbjct: 3   RKIGIIFDMDGVIYRGSEPINGAKEVIEFLKERKIPFLFLTNNSTRDPAMYREKLLSMGI 62 
 
Query: 80  GGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
             +  + + +S                  PG VFV                          
Sbjct: 63  D-VPEDVIVTSGLATRLYMEKHFE-----PGEVFVIGGKGLLREMERLGWGVVSLEDARK 116 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
               R++ V+VG D   ++ KL+     +R+     + T+ D  +P  +G   PG G++  
Sbjct: 117 GAWKRIKHVVVGLDPELTYEKLKYGTLAIRNGASF-IGTNPDTTYPAEEGLY-PGAGAII 174 
 
Query: 200 AAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLT 259 
           AA+  ++ R+ +++GKP+   +E + +    D     MVGDRL+TDI F  R GM  ++  
Sbjct: 175 AALRASTDREPVIIGKPNEPAYEVVKDKLG-DVEELWMVGDRLDTDIAFAKRFGMKAIMV 233 
 



Query: 260 LTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           LTGVS L++        +  + P+  +  + +L   LE 
Sbjct: 234 LTGVSTLKD------VAESGIKPNLVLPDVGELKRYLE 265 
 
 
>ref|XP_754783.1| 4-nitrophenylphosphatase [Aspergillus fumigatus Af293] 
          Length = 324 
 
 Score = 99.8 bits (247), Expect = 2e-019 
 Identities = 87/317 (27%), Positives = 131/317 (41%), Gaps = 45/317 (14%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLA------------------RAGKA 55 
           +++ L +    LFDCDGVLW+G+   PG  E LE L                   + GK  
Sbjct: 15  IKEFLDKFDVFLFDCDGVLWSGDHLFPGTVETLEMLRSNGMLAPAGEKVRARDSYQLGKQ 74 
 
Query: 56  ALFVSNNSRRARPELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPD-------- 107 
            +FV+NNS ++R +   +  +LG      E++FSS              P +         
Sbjct: 75  VVFVTNNSTKSRADYKKKLEKLGIPST-TEEIFSSSYSASIYISRILKLPENKRKVFVIG 133 
 
Query: 108 ---------APGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSF 158 
                         F+                              V  VLVG D H ++ 
Sbjct: 134 ETGIEQELQTENVPFIGGTDPAYRREVRPDDYKLIAAGDPSLLDPEVGVVLVGLDFHLNY 193 
 
Query: 159 AKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSP 218 
            KL  A  +++     L AT+ D   P S G+  PG GS++A +    G + + +GKP+  
Sbjct: 194 LKLALAYHYIKRGAVFL-ATNIDSTLPNS-GALFPGAGSMSAPLIMMLGEEPVSLGKPNQ 251 
 
Query: 219 YMFECITENFSIDPARTLMVGDRLETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQ 277 
            M + I   F  D +RT MVGDR  TDI FG    +  T+  LTGVS  ++   +L     
Sbjct: 252 AMMDAIEGKFKFDRSRTCMVGDRANTDIRFGLEGKLGGTLGVLTGVSSKDD---FLTG-- 306 
 
Query: 278 HDLVPHYYVESIADLTE 294 
             + P  Y++ ++DL E 
Sbjct: 307 -PIRPSVYLDKLSDLLE 322 
 
 
>ref|XP_001354639.1| GA15426-PA [Drosophila pseudoobscura] 
          Length = 305 
 
 Score = 99.8 bits (247), Expect = 2e-019 
 Identities = 77/282 (27%), Positives = 113/282 (40%), Gaps = 11/282 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+ DCDGV+W     +PG    +  L  AGK   FVSNNS R   +   +F  +G   +  
Sbjct: 25  VISDCDGVVWMLVGWIPGTGAAVNALKSAGKQIKFVSNNSFRTDEQYMAKFKHIGANNVH 84 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPP-----DAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXX 138 
            + +               PG              +                         
Sbjct: 85  DDDVVHPVKTIVRYLKKHRPGQRVYSLMSLEANETLRKQGIDFESLQVKEHLTAASLVDH 144 
 
Query: 139 XXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPE-CLLVATDRDPWHPLSDGSRTPGTGS 197 
                 V AVL       S+ +L +A  HL+  E C L+A   D   PL++     G    
Sbjct: 145 LSIDKPVGAVLFDIHLDMSYVELAKAIRHLQQNEDCQLIAGGSDVIMPLAENLNVAGFFD 204 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGHRCGMTT 256 
               V+  + R+A  +GKPSP + E   E F I DP R + +GD L  D+ FG  CG  + 
Sbjct: 205 FLEHVKRYTQREATFLGKPSPILGEMFGEMFEITDPKRCIFIGDTLVQDVQFGKSCGYQS 264 



 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           +L L+G    E+    +     D  P YY +S+AD T+ L++ 
Sbjct: 265 LLVLSGCLTKED----MFNAPVDAQPDYYADSLADFTQLLQN 302 
 
 
>ref|YP_001623967.1| HAD-superfamily hydrolase, subfamily IIA [Renibacterium 
           salmoninarum ATCC 33209] 
          Length = 342 
 
 Score = 99.4 bits (246), Expect = 3e-019 
 Identities = 86/282 (30%), Positives = 125/282 (44%), Gaps = 19/282 (6%) 
 
Query: 11  GAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPEL 70 
           G     +LG    VL D DGV++ G +A+PGA E LE + + G    +++NN+ R    + 
Sbjct: 11  GMNTSSLLGEFDAVLSDLDGVVYAGAQAIPGAVEALEAVEKLGIGLGYITNNASRTPDAV 70 
 
Query: 71  ALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXX 130 
           A     LG     A+Q+F S             G       + V                 
Sbjct: 71  AEHLRELG-APATAQQVFGSARA----------GAGLLADRLAVGSKVLVIGSAALADEV 119 
 
Query: 131 XXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGS 190 
                        +  AV+ G+     +  L EA A   +   L VAT+ D   P++ G  
Sbjct: 120 AAKGFLLVDGAADQPDAVIQGFSPELGWKDLAEA-AFAINAGALWVATNTDLTIPVARGI 178 
 
Query: 191 RTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGH 250 
             PG GSL AAV  A     LV GKP   MF    +  ++   R L++GDRL+TDIL G+ 
Sbjct: 179 -APGNGSLVAAVAQAVNVAPLVAGKPEATMFLLAAK--ALKARRPLVIGDRLDTDILGGN 235 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
              M+T L LTG+   + AQ+ LAA   +  P+Y +E++  L 
Sbjct: 236 NAQMSTALVLTGI---DTAQSALAARTSER-PNYLLENLFGL 273 
 
 
>ref|YP_886791.1| HAD-superfamily protein hydrolase, subfamily protein IIA 
           [Mycobacterium smegmatis str. MC2 155] 
          Length = 258 
 
 Score = 99.4 bits (246), Expect = 3e-019 
 Identities = 75/256 (29%), Positives = 112/256 (43%), Gaps = 17/256 (6%) 
 
Query: 17  VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFAR 76 
           V   AQ  L D DGVL   E A+PGA E L+ L    +  L ++NNS     +LA R AR 
Sbjct: 2   VRSHAQCWLTDMDGVLVREEHALPGAAEFLQTLVDKERPFLVLTNNSIFTPRDLAARLAR 61 
 
Query: 77  LGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXX 136 
            G   +    +++S            PG     G+ +V                       
Sbjct: 62  SGLT-VPESSIWTSALATAAFLDGQLPG-----GSAYVIGEAGLTTALHEVGYTLTDVEP 115 
 
Query: 137 XXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTG 196 
                      V++G    +SF  +  A   +       +AT+ D   P ++G   P TG 
Sbjct: 116 DF---------VVLGETRTYSFEAITRAIRLILGG-ARFIATNPDVTGPSAEGP-LPATG 164 
 
Query: 197 SLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTT 256 
           S+AA +  A+GR+   VGKP+P MF             T+MVGDR++TD++ G   G+ T 
Sbjct: 165 SVAAMITKATGREPYFVGKPNPMMFRSALNRIEAHSENTVMVGDRMDTDVVAGIEAGLDT 224 
 



Query: 257 VLTLTGVSRLEEAQAY 272 
           +L LTG + +E+ + Y 
Sbjct: 225 ILVLTGSTAVEDIERY 240 
 
 
>ref|YP_572850.1| HAD-superfamily hydrolase, subfamily IIA [Chromohalobacter 
           salexigens DSM 3043] 
          Length = 257 
 
 Score = 99.4 bits (246), Expect = 3e-019 
 Identities = 75/270 (27%), Positives = 119/270 (44%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL   + A+PGA EL+++    G   L ++NNS     +L+ R  RLG   +   
Sbjct: 10  LTDMDGVLIGEDHALPGAVELIDQWRANGTPFLVLTNNSIYTPRDLSARLNRLGIN-VPE 68 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           ++L++S            PG     G+ FV                               
Sbjct: 69  DRLWTSALATAAFLRDQAPG-----GSAFVIGEAGLTTAIHEAGFVMTDVAPDF------ 117 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   L +     +AT+ D   P  +G   P TG++AA +   
Sbjct: 118 ---VVLGETRSYSFEAITRAI-RLINAGARFIATNPDVTGPSPEGP-LPATGAVAALITA 172 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+ R+   VGKP+P MF            RT M+GDR++TD++ G   G+ TVL +TG++ 
Sbjct: 173 ATKREPYYVGKPNPMMFRSAMNKLGTHSERTGMIGDRMDTDVIAGIEAGLHTVLVMTGIA 232 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
              + + Y         P   ++S+A+L E 
Sbjct: 233 TRGDLERY------PFRPREIIDSVAELLE 256 
 
 
>gb|AAU14865.1| plastid phosphoglycolate phosphatase [Bigelowiella natans] 
          Length = 405 
 
 Score = 99.0 bits (245), Expect = 4e-019 
 Identities = 63/246 (25%), Positives = 108/246 (43%), Gaps = 5/246 (2%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           ++ D DGVLW G+R  P     L+R    G   LFV+NN+ ++R +   ++ ++G    + 
Sbjct: 126 IILDQDGVLWRGDRVFPSTLPSLQRFRDLGIRVLFVTNNAAKSREQYVEKWKKVGLEITK 185 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGP----PDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
            E + +S             G      D    + +                          
Sbjct: 186 NEIVPASYMAAAYLESIKFQGKILFIGDEGTRLELQGHGFELVEVPKEATTMSNQELANF 245 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPE-CLLVATDRDPWHPLSDGSRTPGTGSL 198 
                V+AV++ +D +F++ KL  A  +LR  E C  V T+ D    L +    PGTG + 
Sbjct: 246 QLDSEVKAVVLAHDPNFNYRKLAIATQYLRSNEDCHFVVTNMDAGDMLDNQRFMPGTGGM 305 
 
Query: 199 AAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVL 258 
           A A+ + +GR  +  GK   ++   + + + + P+  + VGDRL+TDI  G +    T + 
Sbjct: 306 ADAITSTTGRVPVNTGKGGDFLLPFLMKKYGVKPSEMMCVGDRLDTDIALGRQANCKTAM 365 
 
Query: 259 TLTGVS 264 
             TGV+ 



Sbjct: 366 PFTGVT 371 
 
 
>ref|YP_445614.1| protein nagD [Salinibacter ruber DSM 13855] 
          Length = 260 
 
 Score = 99.0 bits (245), Expect = 4e-019 
 Identities = 79/270 (29%), Positives = 113/270 (41%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL + E  +PGA E +ERL       L ++NNS   R +L+ R AR G     A 
Sbjct: 12  LLDMDGVLVHEEVVLPGAQEFIERLREKELPFLVLTNNSIYTRRDLSARLARAGLDVPEA 71 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +   S+                 A G   +                               
Sbjct: 72  KIWTSAVATAQFLSNQAPEASAYAVGEAGLTTALHEVGYTLTDADPDF------------ 119 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   L +     +AT+ D   P  DG   P TGS+AA +   
Sbjct: 120 ---VVLGETRTYSFQHIT-AAVRLIEQGARFIATNPDVTGPSPDGP-LPATGSVAALIRE 174 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G++   VGKP+P M            A T M GDR++TD++ G   G+TT L L+G + 
Sbjct: 175 ATGQKPYFVGKPNPIMIRSALNQIEAHSATTAMAGDRMDTDVMAGMEAGLTTHLVLSGST 234 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           R EE   +         P+  VESI++L E 
Sbjct: 235 RREEISDFAYR------PNNVVESISELIE 258 
 
 
>ref|YP_831008.1| HAD-superfamily hydrolase, subfamily IIA [Arthrobacter sp. 
FB24] 
          Length = 330 
 
 Score = 98.6 bits (244), Expect = 5e-019 
 Identities = 83/284 (29%), Positives = 124/284 (43%), Gaps = 22/284 (7%) 
 
Query: 9   LRGAALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARP 68 
           + GA+L   + R   +L D DGV++ G  A+PGA E L +LA       +V+NN+ R    
Sbjct: 1   MSGASL---ISRFDALLSDLDGVVYAGPHAIPGAVEALRQLAGIDVGLGYVTNNASRTPA 57 
 
Query: 69  ELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXX 128 
           ++A     LG     A+ + SS                   G +                 
Sbjct: 58  QVAAHLRELGAPAEDAQVVSSSQAAGELLA-----------GLLPAGARVLVTGSPALAH 106 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSD 188 
                          +  AV+ G++    +  L EA +++     L VAT+ D   P +  
Sbjct: 107 EVELVGLTPVHSAKEKPVAVVQGFNPEIGWKDLAEA-SYVIAGGALWVATNTDMSIPQAR 165 
 
Query: 189 GSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILF 248 
           G   PG G+L AAV  A+G+Q LV GKP   +F    +  + +  R L+VGDRL+TDIL  
Sbjct: 166 GM-APGNGTLVAAVAAATGQQPLVAGKPEAPLFRTAAKRLTSE--RPLVVGDRLDTDILG 222 
 
Query: 249 GHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           G+  G  TV  LTGV   E   A   A +    P + +  ++DL 
Sbjct: 223 GNNAGFATVAVLTGVDTRESILAARTAER----PDFLINDLSDL 262 
 



 
>ref|NP_010045.1| Alkaline phosphatase specific for p-nitrophenyl phosphate, 
involved 
           in dephosphorylation of histone II-A and casein; Pho13p 
           [Saccharomyces cerevisiae] 
          Length = 312 
 
 Score = 98.2 bits (243), Expect = 6e-019 
 Identities = 80/293 (27%), Positives = 122/293 (41%), Gaps = 21/293 (7%) 
 
Query: 15  RDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRF 74 
           ++ L +    LFDCDGVLW G +A+P   E+L  L + GK  +FV+NNS ++R     +F 
Sbjct: 18  QEFLDKYDTFLFDCDGVLWLGSQALPYTLEILNLLKQLGKQLIFVTNNSTKSRLAYTKKF 77 
 
Query: 75  ARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGA-VFVXXXXXXXXXXXXXXXXXXX 133 
           A  G   ++ EQ+F+S               P      VF                     
Sbjct: 78  ASFGI-DVKEEQIFTSGYASAVYIRDFLKLQPGKDKVWVFGESGIGEELKLMGYESLGGA 136 
 
Query: 134 XXXXXXXXXXRVRAVLV------------GYDEHFSFAKLREACAHLRDPECLLVATDRD 181 
                          LV            G D   ++ +L     +L+      V T+ D 
Sbjct: 137 DSRLDTPFDAAKSPFLVNGLDKDVSCVIAGLDTKVNYHRLAVTLQYLQKDSVHFVGTNVD 196 
 
Query: 182 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDR 241 
              P   G   PG GS+  ++  +S R+    GKP+  M   I   F++D ++  MVGDR 
Sbjct: 197 STFP-QKGYTFPGAGSMIESLAFSSNRRPSYCGKPNQNMLNSIISAFNLDRSKCCMVGDR 255 
 
Query: 242 LETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLV-PHYYVESIADL 292 
           L TD+ FG   G+  T+L L+G+   E A        HD   P +Y++ + D+ 
Sbjct: 256 LNTDMKFGVEGGLGGTLLVLSGIETEERALKI----SHDYPRPKFYIDKLGDI 304 
 
 
>ref|XP_001858497.1| pyridoxal phosphate phosphatase [Culex pipiens 
quinquefasciatus] 
          Length = 310 
 
 Score = 97.8 bits (242), Expect = 8e-019 
 Identities = 78/288 (27%), Positives = 118/288 (40%), Gaps = 22/288 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VL DCDGVLW     + G    +  L  AGK  +FVSNN  ++      + A LG      
Sbjct: 22  VLTDCDGVLWTLNEPLEGTDRAIRALKDAGKRVVFVSNNGAKSLDSYQKQIAGLGHSASE 81 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXX--------- 134 
            + ++ +                D  G +F                               
Sbjct: 82  DDIVYPAISVVRYLQSI------DFKGLIFAICSKTFMDILRKAGYEVISGPNDPLPESV 135 
 
Query: 135 --XXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLR-DPECLLVATDRDPWHPLSDGSR 191 
                       V+AV+   D +F+  KL  A  +L+ DP CLLVA    P   ++     
Sbjct: 136 DIIVSTIDDKLPVKAVIFDNDFNFNHMKLFRAELYLKNDPNCLLVAGAISPRIFVTPQVD 195 
 
Query: 192 TPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDP-ARTLMVGDRLETDILFGH 250 
             G     + +E ++ R+A+++GKPSP + E +  +  I    R L VGD +  D+ FG  
Sbjct: 196 VTGMSQYLSVLEQSTDRKAVILGKPSPRLAEQLKNHLKITQNQRVLFVGDMIAQDVTFGR 255 
 
Query: 251 RCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
             G  T+L L+G + LE  +A    G    VP +Y +S ADL   ++D 
Sbjct: 256 AAGFQTLLVLSGGTSLEMVEALSNNGN---VPDFYTDSFADLDRLIQD 300 



 
 
>ref|YP_947413.1| putative haloacid dehalogenase-like hydrolase [Arthrobacter 
           aurescens TC1] 
          Length = 328 
 
 Score = 97.4 bits (241), Expect = 1e-018 
 Identities = 81/269 (30%), Positives = 115/269 (42%), Gaps = 19/269 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           VL D DGV++ G  A+PGA E L+RL   G    +V+NN+ R   ++A     LG      
Sbjct: 12  VLSDLDGVVYAGPHAIPGAVESLQRLETVGVGLGYVTNNASRTPAQVAAHLRELG-APAE 70 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
             Q+ SS            P    A   V +                              
Sbjct: 71  DHQVVSSSQAAGELLASMLP----AGAHVLITGSAALAHEIELAGLKPVHSAAESPV--- 123 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
              AV+ G++    +  L EA +++     +  AT+ D   P + G   PG G+L AAV  
Sbjct: 124 ---AVVQGFNPEIGWKDLAEA-SYVVAGGAMWFATNTDMSIPQARGM-APGNGTLVAAVA 178 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            A+G+  LV GKP   +F    +    D  R L+VGDRL+TDIL G+R G  T   LTGV 
Sbjct: 179 AATGKTPLVAGKPEAPLFHAAAKRLKAD--RPLVVGDRLDTDILGGNRAGFATAAVLTGV 236 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADL 292 
               +    + A + D  P Y +  +A L 
Sbjct: 237 ----DTTHTIIAARTDERPDYLLADLAGL 261 
 
 
>ref|ZP_01514347.1| HAD-superfamily hydrolase, subfamily IIA [Chloroflexus 
aggregans 
           DSM 9485] 
          Length = 269 
 
 Score = 97.4 bits (241), Expect = 1e-018 
 Identities = 77/249 (30%), Positives = 114/249 (45%), Gaps = 17/249 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           + VLFD DGVL+ G+  +PG  +L + L     A    +NN+     + A + A +G    
Sbjct: 8   RAVLFDMDGVLYRGQTPLPGVADLWQFLHDHQIAFACATNNASMTPQQYAAKLAAMGIV- 66 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGA-VFVXXXXXXXXXXXXXXXXXXXXXXXXXX 140 
           L A+++ +S            P     PG  VFV                           
Sbjct: 67  LPADRVITSAQATALYLRDHYP-----PGTRVFVVGMQGLRAALFADGYFVEDDDAP--- 118 
 
Query: 141 XXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAA 200 
                  V+ G D   ++ +L+ A  H+R      ++T+ D   P  +G   PG G++AA 
Sbjct: 119 -----ELVVQGADFTLTYERLKRATLHIRRG-ARFISTNPDRTFPSEEGL-IPGAGAIAA 171 
 
Query: 201 AVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTL 260 
           A+  A+    LV+GKP+P MF    +     P+ TL+VGDRL+TDI      GM +VL L 
Sbjct: 172 ALTAATDVSPLVIGKPAPTMFLIGAKMLDAPPSATLVVGDRLDTDIAGAIAAGMPSVLVL 231 
 
Query: 261 TGVSRLEEA 269 
           TGVS +EEA 
Sbjct: 232 TGVSTVEEA 240 



 
 
>ref|YP_001275664.1| HAD-superfamily hydrolase, subfamily IIA [Roseiflexus 
sp. RS-1] 
          Length = 265 
 
 Score = 97.1 bits (240), Expect = 1e-018 
 Identities = 73/247 (29%), Positives = 101/247 (40%), Gaps = 15/247 (6%) 
 
Query: 18  LGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARL 77 
           L R   V+FD DGVL+ G RA+PG  ELL      G      +NN+     +   + A + 
Sbjct: 5   LNRFTAVIFDMDGVLYRGSRALPGVNELLALFDARGVIYACCTNNATMTPAQYEAKLAAM 64 
 
Query: 78  GFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXX 137 
           G     A  + SS             G       VFV                        
Sbjct: 65  GIRMPAARIVTSSVATRRWLETQAPRGT-----GVFVIGMDGLRSALFDDGYFVEDDEHP 119 
 
Query: 138 XXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGS 197 
                     V+VG D   ++ +LR+AC  +R      + T+ D   P  DG   PG G+ 
Sbjct: 120 AF--------VVVGMDFEVTYRRLRKACLLIR-AGARFIGTNPDTTFPAEDGI-VPGCGA 169 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTV 257 
           L A +  ++  +  V+GKP P MF    E    D  RTL +GDRL+TDI      G+ +  
Sbjct: 170 LLALLRVSTETEPFVIGKPGPTMFRAAIEILGADATRTLTIGDRLDTDIAGARAAGLASA 229 
 
Query: 258 LTLTGVS 264 
           L LTGV+ 
Sbjct: 230 LVLTGVT 236 
 
 
>ref|YP_001041311.1| HAD-superfamily hydrolase, subfamily IIA 
[Staphylothermus marinus 
           F1] 
          Length = 262 
 
 Score = 97.1 bits (240), Expect = 1e-018 
 Identities = 65/250 (26%), Positives = 115/250 (46%), Gaps = 17/250 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +GV+ D DGV+W GE+ +    E +++L ++G   +++SNN+ R+R E   +  R G    
Sbjct: 3   KGVIIDLDGVVWRGEKPLKNNIEAIKKLEKSGLKIIYLSNNATRSRIEYVYKIRRYGLKA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
                + S+                +    +F+                            
Sbjct: 63  SEKNVINSAFAAAQYIVE-------NGGSNIFIIGEAGLYYECTKAGLLPVTIGTPA--- 112 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
               + VLVG D   ++ KL  A   +R+     +A + D   P+ +    PG GS+ A  
Sbjct: 113 ----QHVLVGLDRFVTYNKLLYATELIRNG-AKFIAANTDKTFPV-ENRLDPGAGSIVAF 166 
 
Query: 202 VETASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTL 260 
           +E ++G++   ++GKP+P++ +       +     L+VGDRL+TDIL G  CG  T+L L 
Sbjct: 167 LEASTGKKPDAIIGKPNPWILDLALRMNGLSRKDVLIVGDRLDTDILLGINCGADTLLVL 226 
 
Query: 261 TGVSRLEEAQ 270 
           TGV+ +E+ + 
Sbjct: 227 TGVNSIEDIE 236 



 
 
>ref|YP_001431753.1| HAD-superfamily hydrolase, subfamily IIA [Roseiflexus 
castenholzii 
           DSM 13941] 
          Length = 265 
 
 Score = 97.1 bits (240), Expect = 1e-018 
 Identities = 73/247 (29%), Positives = 101/247 (40%), Gaps = 15/247 (6%) 
 
Query: 18  LGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARL 77 
           L     VLFD DGVL+ G +A+PG  ELL  L   G      +NN+     +   + AR+ 
Sbjct: 5   LNHFTAVLFDMDGVLYRGSQALPGVSELLALLDSRGVTYACCTNNATMTPAQYEAKLARM 64 
 
Query: 78  GFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXX 137 
           G     +  + SS             G       VFV                        
Sbjct: 65  GIHMPASRIVTSSVATRRWLETQASRGT-----GVFVIGMDGLRSALFDDGYFVEDEEHP 119 
 
Query: 138 XXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGS 197 
                     V+VG D   ++ +LR+AC  +R      V T+ D   P  DG   PG G+ 
Sbjct: 120 AF--------VVVGMDFEVTYRRLRKACLLIR-AGARFVGTNPDTTFPAEDGI-VPGCGA 169 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTV 257 
           L A +  ++  +  ++GKP P MF    E    D  RTL +GDRL+TDI      G+    
Sbjct: 170 LLALLRVSTETEPFIIGKPGPTMFHSAIEILGADATRTLTIGDRLDTDIAGARAAGLAGA 229 
 
Query: 258 LTLTGVS 264 
           L LTGV+ 
Sbjct: 230 LVLTGVT 236 
 
 
>ref|XP_001850558.1| pyridoxal phosphate phosphatase [Culex pipiens 
quinquefasciatus] 
          Length = 325 
 
 Score = 96.7 bits (239), Expect = 2e-018 
 Identities = 60/153 (39%), Positives = 87/153 (56%), Gaps = 5/153 (3%) 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHL-RDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
           +V AV++  D + S A L +A  +L R+P+CLL+A   D   PL       G G     + 
Sbjct: 161 KVGAVVMDIDVNISLAHLMKAKCYLQRNPDCLLIAGATDYIVPLDTSMDVVGPGYFIEVL 220 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSID-PARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           E +SGR+ALV+GKP   + + I + F++  P RTL VGD L  D+ FG RCG   +L L+ 
Sbjct: 221 ERSSGRKALVLGKPGQALADFILDQFNVTRPERTLFVGDMLPQDMGFGTRCGFQKLLMLS 280 
 
Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           G + LE     LA  + + +PHYY +S AD  + 
Sbjct: 281 GGTTLE---MMLAHQKPEELPHYYADSYADFIQ 310 
 
 
 
 Score = 49.7 bits (117), Expect = 2e-004 
 Identities = 24/64 (37%), Positives = 32/64 (50%) 
 
Query: 15 RDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRF 74 
          R  L     +L DCDGV+WN    +P   + L+ L   GK   F+SNN  R   E   +F 



Sbjct: 20 RTFLNSFDTILSDCDGVVWNFTGPIPDVDQALQLLKHQGKQVAFISNNGMRTMAEYKHKF 79 
 
Query: 75 ARLG 78 
           +LG 
Sbjct: 80 HQLG 83 
 
 
>emb|CAA44597.1| p-nitrophenylphosphatase [Schizosaccharomyces pombe] 
          Length = 269 
 
 Score = 96.7 bits (239), Expect = 2e-018 
 Identities = 58/151 (38%), Positives = 85/151 (56%), Gaps = 6/151 (3%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           V AVL G D H ++ K   A  +L+DP C  + T++D   P ++G   PG+G+++  +   
Sbjct: 122 VGAVLCGMDMHVTYLKYCMAFQYLQDPNCAFLLTNQDSTFP-TNGKFLPGSGAISYPLIF 180 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGM-TTVLTLTGV 263 
           ++GRQ  ++GKP   M E I  N + D  +   VGDRL TDI F     +  ++L LTGV 
Sbjct: 181 STGRQPKILGKPYDEMMEAIIANVNFDRKKACFVGDRLNTDIQFAKNSNLGGSLLVLTGV 240 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           S+ EE    +      +VP YYVES+A L E 
Sbjct: 241 SKEEE----ILEKDAPVVPDYYVESLAKLAE 267 
 
 
>ref|YP_001626526.1| haloacid dehalogenase-like hydrolase [Renibacterium 
salmoninarum 
           ATCC 33209] 
          Length = 264 
 
 Score = 96.3 bits (238), Expect = 2e-018 
 Identities = 73/268 (27%), Positives = 115/268 (42%), Gaps = 23/268 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +  +AVPGA EL++R     K  L ++NNS     +L  R    G   +   
Sbjct: 16  LTDMDGVLVHENQAVPGASELIQRWVDTSKRFLVLTNNSIYTPRDLRARLRASGLE-IPE 74 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            P      G  FV                               
Sbjct: 75  ENIWTSALATAEFLKSQMPA-----GKAFVIGEAGLTTALHEAGFILTDQNPDY------ 123 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G   ++SF  + +A   + D     +AT+ D   P  +G   P TG++AA +   
Sbjct: 124 ---VVLGETRNYSFEAITQAIRLIGDG-ARFIATNPDATGPSKEGPM-PATGAIAALITK 178 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+ R+  +VGKP+P MF             T M+GDR++TDI+ G   G+ TVL +TG++ 
Sbjct: 179 ATNREPYIVGKPNPMMFRSAMNQIEAHSETTAMIGDRMDTDIIAGMEAGLHTVLVMTGIT 238 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADL 292 
           +  +   +         P   ++S+ADL 
Sbjct: 239 QPGDVDTF------PFRPDQTLDSVADL 260 
 
 
>ref|XP_001024155.2| haloacid dehalogenase-like hydrolase family protein 
[Tetrahymena 



           thermophila SB210] 
          Length = 291 
 
 Score = 96.3 bits (238), Expect = 2e-018 
 Identities = 65/284 (22%), Positives = 122/284 (42%), Gaps = 14/284 (4%) 
 
Query: 14  LRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALR 73 
           L ++  + +   FD DGV WNG   +  A +  ++L + GK   F++NNS R+R     + 
Sbjct: 12  LLELKDKYKAFFFDMDGVYWNGSHKIQNAIDTYQQLKKEGKQCFFITNNSSRSRKTYVEK 71 
 
Query: 74  FARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDA---------PGAVFVXXXXXXXXXX 124 
              LG      E++F++            P                               
Sbjct: 72  LRALGVE-TEEERVFAASSIAAYYIKNNLPNVKKCYVVGMKGICEELANYGIDYIWSNEH 130 
 
Query: 125 XXXXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWH 184 
                               V AV+VG +  F++A +  A +++++     +AT+ D +  
Sbjct: 131 HNQSKEMTADEFENLKLDSEVGAVVVGINYEFNYAMMAYASSYIQNG-AKFIATNEDKYI 189 
 
Query: 185 PLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLET 244 
            ++ G + PG G++  A+      + L+ GKP+ ++ + +   ++I+ +  +M+GD L+T 
Sbjct: 190 -MAGGKKMPGGGTIVNAIAFGCDTRPLITGKPNSFVVDLLCNQYNINKSEAIMIGDNLDT 248 
 
Query: 245 DILFGHRCGMTTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVES 288 
           DI  G   G+ T+L +TGV+  +E        +   VP YY +S 
Sbjct: 249 DIALGQNAGLDTLLVMTGVT--DENLLKKTVEEGLFVPTYYADS 290 
 
 
>ref|YP_056630.1| predicted sugar phosphatase/hydrolase [Propionibacterium 
acnes 
           KPA171202] 
          Length = 272 
 
 Score = 96.3 bits (238), Expect = 2e-018 
 Identities = 73/270 (27%), Positives = 116/270 (42%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +    VPGA +L+ R     K  L ++NNS     +LA R    G   +   
Sbjct: 24  LTDMDGVLVHENHEVPGASDLINRWVDTSKRFLVLTNNSIFTPRDLAARMQASGLT-VPE 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           + +++S            PG       ++V                               
Sbjct: 83  DNIWTSALATAHFLADQQPG-----ARLYVIGEAGLTTALHEAGFILTDIDPDY------ 131 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   + D     + T+ D   P  +G   P TG++AA +E  
Sbjct: 132 ---VVLGETRTYSFEAITRAVRFIVDG-ARFICTNPDATGPSKEGP-LPATGAVAAMIEA 186 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           AS  +  +VGKP+P MF             T M+GDR++TD++ G   G+ TVL L+G++ 
Sbjct: 187 ASKHKPYIVGKPNPMMFRSALNRIEAHSETTAMIGDRMDTDMVAGMEAGLLTVLVLSGIT 246 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           + EE +      Q+   P+  ++S+ADL E 
Sbjct: 247 KREEVE------QYPYRPNIILDSVADLNE 270 
 
 



>ref|YP_001221224.1| putative N-acetylglucosamine-6-phosphate deacetylase 
[Clavibacter 
           michiganensis subsp. michiganensis NCPPB 382] 
          Length = 265 
 
 Score = 95.9 bits (237), Expect = 3e-018 
 Identities = 73/250 (29%), Positives = 113/250 (45%), Gaps = 21/250 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +  +A+PGA  L+++    GK  L ++NNS     +L+   ARL   GL   
Sbjct: 11  LTDMDGVLVHENQALPGAAALIQQWQDQGKPFLVLTNNSIFTPRDLS---ARLRASGLHV 67 
 
Query: 85  --EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
             E +++S            PG     G+ FV                             
Sbjct: 68  PEESIWTSALATAAFLEQQMPG-----GSAFVIGEAGLTTALHEAGFIMTDT-------- 114 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
            +   V++G   ++SF  +  A   L +     +AT+ D   P ++G   P TG++ A + 
Sbjct: 115 -KPDFVVIGETRNYSFEAITRAI-RLINGGARYIATNPDATGPSAEGV-LPATGAVLALI 171 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
             A+G++  +VGKP+P MF             T M+GDR++TDI+ G   G+ TVL LTG 
Sbjct: 172 SKATGKEPYIVGKPNPMMFRSALNKIGAHSESTGMIGDRMDTDIIAGIEAGLHTVLVLTG 231 
 
Query: 263 VSRLEEAQAY 272 
           +S   E + Y 
Sbjct: 232 ISDRAEIERY 241 
 
 
>ref|YP_063093.1| N-acetylglucosamine metabolism protein [Leifsonia xyli 
subsp. xyli 
           str. CTCB07] 
          Length = 267 
 
 Score = 95.9 bits (237), Expect = 3e-018 
 Identities = 70/248 (28%), Positives = 108/248 (43%), Gaps = 17/248 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +  +A+PGAP L+++    G   L ++NNS     +LA R    G   +   
Sbjct: 13  LTDMDGVLVHENKALPGAPALIQQWRDQGTPFLVLTNNSIYTPRDLAARLRASGLD-VPE 71 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+V+V                               
Sbjct: 72  ESIWTSALATADFLRQQNPG-----GSVYVIGEAGLTTALHEAGFIMTETNPDY------ 120 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V+VG    +SF  + +A   L       +AT+ D   P ++G   P TG++ A +   
Sbjct: 121 ---VVVGETRSYSFDAITKAI-RLIGKGARFIATNPDATGPSAEGP-LPATGAVTAMITK 175 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G +  V+GKP+P MF             T M+GDR++TD++ G   G+ T+L LTG+S 
Sbjct: 176 ATGMKPYVIGKPNPMMFRSALNRIGAHSENTAMIGDRMDTDVVAGIEAGLHTILVLTGIS 235 
 
Query: 265 RLEEAQAY 272 
              E   Y 
Sbjct: 236 DQAEIDLY 243 
 



 
>gb|ABC72335.1| signal-transducing histidine kinase [uncultured haloarchaeon] 
          Length = 267 
 
 Score = 95.9 bits (237), Expect = 3e-018 
 Identities = 75/269 (27%), Positives = 115/269 (42%), Gaps = 23/269 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL   + A+ GA   + +L +  +  L ++NN+   R +LA R + +G   +   
Sbjct: 16  LIDMDGVLIRDDDALSGAESFIHQLKKQERQFLVLTNNAIYTRRDLAARLSDVGLT-IPE 74 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E++++S            P   DA   V                                 
Sbjct: 75  ERIWTSAVATAQFVSNQMP---DASAYVI-----------GEAGLKTALHDVGYTLTGTN 120 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   L +     + T+ D   P ++G   P TGS+AA +   
Sbjct: 121 PDFVVLGESRTYSFQNIT-AAVRLVNQGARFIVTNPDATAPSAEGP-LPATGSVAALITE 178 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G++   VGKP+P M              T MVGDR++TD++ G   G+TT L LTG + 
Sbjct: 179 ATGKEPYFVGKPNPIMIRSALNKLGAHSKSTAMVGDRMDTDVVAGIEAGLTTYLVLTGST 238 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLT 293 
             E+   Y         PH  VESIA+LT 
Sbjct: 239 DREDVSEYAYR------PHRIVESIAELT 261 
 
 
>ref|YP_830014.1| HAD-superfamily hydrolase, subfamily IIA [Arthrobacter sp. 
FB24] 
          Length = 276 
 
 Score = 95.9 bits (237), Expect = 3e-018 
 Identities = 74/268 (27%), Positives = 113/268 (42%), Gaps = 19/268 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +  + +PGA EL++R     K  L ++NNS     +LA R    G   +   
Sbjct: 24  LTDMDGVLVHENQPIPGAAELIQRWVDTSKRFLVLTNNSIFTPRDLAARLRSSGLE-IPE 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S             G      A  +                               
Sbjct: 83  ENIWTSALATAQFLKDQVRGSDSGNRAYTIGEAGLTTALHEAGFILTDQNPDF------- 135 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   L       +AT+ D   P  DG   P TG++AA +   
Sbjct: 136 ---VVLGETRTYSFEAITMAI-RLILAGARFIATNPDATGPSKDGPM-PATGAIAALITK 190 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GR+  +VGKP+P MF             T M+GDR++TDI+ G   G+ TVL L+G++ 
Sbjct: 191 ATGREPYIVGKPNPMMFRSAMNQIDAHSETTAMIGDRMDTDIIAGMEAGLHTVLVLSGIT 250 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADL 292 
             ++  AY         P+  + S+ADL 
Sbjct: 251 HKDDIAAY------PFRPNQILNSVADL 272 
 
 
>ref|XP_001400325.1| hypothetical protein An02g11970 [Aspergillus niger] 



          Length = 268 
 
 Score = 95.5 bits (236), Expect = 4e-018 
 Identities = 72/248 (29%), Positives = 105/248 (42%), Gaps = 23/248 (9%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELA 71 
           A +++ L +    LFDCDGVLW+G+   PG  E LE L R GK  +FV+NNS ++R +   
Sbjct: 25  AGIQEFLDKFDVFLFDCDGVLWSGDHLFPGTNETLEMLRRKGKQVVFVTNNSTKSRADYN 84 
 
Query: 72  LRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXX----- 126 
            +   LG      E++FSS              PP+    VFV                  
Sbjct: 85  KKLTALGIPS-NTEEIFSSSYSASIYISRILSLPPN-KRKVFVIGETGIEQELASENVPF 142 
 
Query: 127 --------------XXXXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPE 172 
                                           V  VLVG D H ++ KL  A  ++R    
Sbjct: 143 IGGTDPAYRRDITPEDYKDIAKGDSSTLLDPEVGVVLVGLDFHINYFKLALAYHYIR-RG 201 
 
Query: 173 CLLVATDRDPWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDP 232 
            + +AT+ D   P + G+  PG GS++A +    G++   +GKP+  M + I   F  D  
Sbjct: 202 AVFLATNIDSTLP-NSGTLFPGAGSMSAPLIMMLGKEPTSLGKPNQAMMDAIEGKFRFDR 260 
 
Query: 233 ARTLMVGD 240 
           +R  MVGD 
Sbjct: 261 SRACMVGD 268 
 
 
>ref|YP_001635630.1| HAD-superfamily hydrolase, subfamily IIA [Chloroflexus 
aurantiacus 
           J-10-fl] 
          Length = 273 
 
 Score = 95.5 bits (236), Expect = 4e-018 
 Identities = 84/276 (30%), Positives = 122/276 (44%), Gaps = 24/276 (8%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           + VLFD DGVL+ G+  +PG  +L + L     A    +NN+     +   + A +G    
Sbjct: 13  RAVLFDMDGVLYRGQTPLPGVSDLFQFLTEQQIAFACATNNASMTPQQYEAKLAAMGIT- 71 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
           L A+++ +S            P    A   VFV                            
Sbjct: 72  LPADRVITSAQATARYLRDQYP----AGTRVFVVGMQGLREALFADGYFVEDDQSPDL-- 125 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+ G D   ++ +L+ A  H+R      ++T+ D   P  +G   PG G++AAA 
Sbjct: 126 ------VVQGADFTLTYDRLKRATLHIRRG-ARFISTNPDRTFPSEEGL-IPGAGAVAAA 177 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           +  A+    LV+GKPSP MF          PA+TL+VGDRL+TDI       M +VL LT 
Sbjct: 178 LSAATDVTPLVIGKPSPTMFLIGATLLGATPAQTLVVGDRLDTDIAGAIAANMPSVLVLT 237 
 
Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           GVS L  A+A     + DL+       +ADL E LE 
Sbjct: 238 GVSTL--AEATTGPIRPDLI-------VADLPELLE 264 
 
 
>gb|ABY48803.1| Hypothetical protein K02D10.1c [Caenorhabditis elegans] 
          Length = 299 



 
 Score = 94.7 bits (234), Expect = 7e-018 
 Identities = 52/140 (37%), Positives = 79/140 (56%), Gaps = 1/140 (0%) 
 
Query: 146 RAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLS-DGSRTPGTGSLAAAVET 204 
           +AV+  YD HFS+ K+ +A  +L+DP    + T++D   P    G   PG+G+ +AAV   
Sbjct: 152 KAVVCSYDAHFSYPKIMKASNYLQDPSVEYLVTNQDYTFPGPVPGVVIPGSGATSAAVTA 211 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
            +GR   V GKP   M + +     +DP RT+M GDRL+TDI+FG+  G ++V   TGV  
Sbjct: 212 VTGRDPKVFGKPHKPMADFLLRRAHVDPKRTVMFGDRLDTDIMFGNANGFSSVWMPTGVH 271 
 
Query: 265 RLEEAQAYLAAGQHDLVPHY 284 
            + +       GQ D +P + 
Sbjct: 272 TIVDIHNAKEKGQLDRIPTF 291 
 
 
 
 Score = 47.8 bits (112), Expect = 0.001 
 Identities = 27/75 (36%), Positives = 38/75 (50%), Gaps = 1/75 (1%) 
 
Query: 16 DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFV-SNNSRRARPELALRF 74 
          ++L      LFD DGVLW G+  VPGA E +  L       +FV +NNS +   +   +  
Sbjct: 10 ELLANYDTFLFDADGVLWTGDIPVPGAIEWINLLLEDPSKKVFVLTNNSTKTLEQYMKKI 69 
 
Query: 75 ARLGFGGLRAEQLFS 89 
           +LGFG L    + S 
Sbjct: 70 EKLGFGHLGRNNVIS 84 
 
 
>ref|YP_289818.1| HAD-superfamily hydrolase, subfamily IIA [Thermobifida 
fusca YX] 
          Length = 269 
 
 Score = 94.7 bits (234), Expect = 7e-018 
 Identities = 70/248 (28%), Positives = 104/248 (41%), Gaps = 17/248 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL   E  VPGA + +  L   G   + ++NNS     +L  R  R G   +   
Sbjct: 10  LMDMDGVLVREEHLVPGADQFVAELRANGTRFMVLTNNSIYTPRDLRARLLRSGLD-IPE 68 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+ +V                               
Sbjct: 69  ESIWTSALATARFLQEQRPG-----GSAYVIGESGLTTALHNAGYVLTDSDPDY------ 117 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   L +     +AT+ D   P  +GS  P TG++AA +E  
Sbjct: 118 ---VVLGETRTYSFEAITRAI-RLVENGARFIATNPDEKGPSREGS-LPATGAVAALIEK 172 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GR    VGKP+P M              T+M+GDR++TD+  G   GM T+L LTG+S 
Sbjct: 173 ATGRSPYYVGKPNPLMMRSALRTLGAHSENTVMIGDRMDTDVRSGLEAGMKTILVLTGIS 232 
 
Query: 265 RLEEAQAY 272 
               A+ + 
Sbjct: 233 DASTAERF 240 
 



 
>ref|YP_001709025.1| putative N-acetylglucosamine-6-phosphate deacetylase 
[Clavibacter 
           michiganensis subsp. sepedonicus] 
          Length = 265 
 
 Score = 94.4 bits (233), Expect = 9e-018 
 Identities = 72/250 (28%), Positives = 113/250 (45%), Gaps = 21/250 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +  +A+PGA  L+++    GK  L ++NNS     +L+   ARL   GL   
Sbjct: 11  LTDMDGVLVHENQALPGAAALIQQWQDQGKPFLVLTNNSIFTPRDLS---ARLRASGLHV 67 
 
Query: 85  EQ--LFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
            +  +++S            PG     G+ FV                             
Sbjct: 68  PESAIWTSALATAAFLEQQMPG-----GSAFVIGEAGLTTALHEAGFIMTDT-------- 114 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
            +   V++G   ++SF  +  A   L +     +AT+ D   P ++G   P TG++ A + 
Sbjct: 115 -KPDYVVIGETRNYSFEAITRAI-RLINGGARYIATNPDATGPSAEGV-LPATGAVLALI 171 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
             A+G++  +VGKP+P MF             T M+GDR++TDI+ G   G+ TVL LTG 
Sbjct: 172 SKATGKEPYIVGKPNPMMFRSALNKIGAHSESTGMIGDRMDTDIIAGIEAGLHTVLVLTG 231 
 
Query: 263 VSRLEEAQAY 272 
           +S   E + Y 
Sbjct: 232 ISDRAEIERY 241 
 
 
>gb|AAM49997.1| RE47284p [Drosophila melanogaster] 
          Length = 305 
 
 Score = 94.4 bits (233), Expect = 9e-018 
 Identities = 74/282 (26%), Positives = 114/282 (40%), Gaps = 11/282 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+ DCDGV+W     +P     +  L  AGK   FVSNNS R+  +   +F  +G   ++ 
Sbjct: 25  VISDCDGVVWLLVGWIPNTGAAVNALKAAGKQIKFVSNNSFRSEEDYMEKFRHIGAKNVQ 84 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPP-----DAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXX 138 
            + +               PG              +                         
Sbjct: 85  EDDIVHPVKTIVRYLKKHKPGERVYSLMSLEANETLRKHNIEFESLQVKEHLTAASLVDH 144 
 
Query: 139 XXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPGTGS 197 
                 V AVL       S+ +L +A  HL++  +C L+A   D   PL++     G    
Sbjct: 145 LAIEKPVGAVLFDIHLDLSYVELAKAIRHLQENDDCQLIAGGSDVIMPLAENLNVAGFFD 204 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGHRCGMTT 256 
               V+  + R+A  +GKPSP + E   E F I D  R + +GD L  D+ FG  CG  + 
Sbjct: 205 FLEHVKRYTQREATFLGKPSPILGEMFGEMFEIRDCKRCIFIGDTLVQDVQFGKACGFQS 264 
 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           +L L+G    E+    +     +  P YY +S+AD T+ LE+ 
Sbjct: 265 LLVLSGCLTKED----MLNAPVEAQPDYYADSLADFTQLLEN 302 
 
 



>ref|NP_570021.1| CG2680 CG2680-PA [Drosophila melanogaster] 
          Length = 336 
 
 Score = 94.4 bits (233), Expect = 9e-018 
 Identities = 74/282 (26%), Positives = 114/282 (40%), Gaps = 11/282 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+ DCDGV+W     +P     +  L  AGK   FVSNNS R+  +   +F  +G   ++ 
Sbjct: 56  VISDCDGVVWLLVGWIPNTGAAVNALKAAGKQIKFVSNNSFRSEEDYMEKFRHIGAKNVQ 115 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPP-----DAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXX 138 
            + +               PG              +                         
Sbjct: 116 EDDIVHPVKTIVRYLKKHKPGERVYSLMSLEANETLRKHNIEFESLQVKEHLTAASLVDH 175 
 
Query: 139 XXXXXRVRAVLVGYDEHFSFAKLREACAHLRD-PECLLVATDRDPWHPLSDGSRTPGTGS 197 
                 V AVL       S+ +L +A  HL++  +C L+A   D   PL++     G    
Sbjct: 176 LAIEKPVGAVLFDIHLDLSYVELAKAIRHLQENDDCQLIAGGSDVIMPLAENLNVAGFFD 235 
 
Query: 198 LAAAVETASGRQALVVGKPSPYMFECITENFSI-DPARTLMVGDRLETDILFGHRCGMTT 256 
               V+  + R+A  +GKPSP + E   E F I D  R + +GD L  D+ FG  CG  + 
Sbjct: 236 FLEHVKRYTQREATFLGKPSPILGEMFGEMFEIRDCKRCIFIGDTLVQDVQFGKACGFQS 295 
 
Query: 257 VLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           +L L+G    E+    +     +  P YY +S+AD T+ LE+ 
Sbjct: 296 LLVLSGCLTKED----MLNAPVEAQPDYYADSLADFTQLLEN 333 
 
 
>emb|CAB56540.1| p-nitrophenylphosphatase [Saccharomyces cerevisiae] 
          Length = 312 
 
 Score = 94.4 bits (233), Expect = 9e-018 
 Identities = 80/293 (27%), Positives = 124/293 (42%), Gaps = 21/293 (7%) 
 
Query: 15  RDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRF 74 
           ++ L +    LFDCDGVLW G +A+P   E+L+ L + GK  +FV+NNS ++R     +F 
Sbjct: 18  QEFLDKYDTFLFDCDGVLWLGSQALPYTLEILDLLKQLGKQLIFVTNNSTKSRLAYTKKF 77 
 
Query: 75  ARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGA-VFVXXXXXXXXXXXXXXXXXXX 133 
           A  G   ++ EQ+F+S               P      VF                     
Sbjct: 78  ASFGI-DVKEEQIFTSGYAPAVYIRDFLKLQPGKDKVWVFGESGIGEELKLMGYESLGGA 136 
 
Query: 134 XXXXXXXXXXRVRAVLV-GYDEHFS-----------FAKLREACAHLRDPECLLVATDRD 181 
                          LV G D+  S           + +L     +L+      V T+ D 
Sbjct: 137 DSRLDTPFDAAKSPFLVNGLDKDVSCVIAGLDTKVNYHRLAVTLQYLQKDSVHFVGTNVD 196 
 
Query: 182 PWHPLSDGSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDR 241 
              P   G   PG GS+  ++  +S R+    GKP+  M   I   F++D ++  MVGDR 
Sbjct: 197 STFP-QKGYTFPGAGSMIESLAFSSNRRPSYCGKPNQNMLNSIISAFNLDRSKCCMVGDR 255 
 
Query: 242 LETDILFGHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLV-PHYYVESIADL 292 
           L TD+ FG   G+  T+L L+G+    E +       HD   P +Y++ + D+ 
Sbjct: 256 LNTDMKFGVEGGLGGTLLVLSGI----ETEERTLKISHDYPRPKFYIDKLGDI 304 
 
 
>ref|NP_627072.1| N-acetylglucosamine-6-phosphate deacetylase [Streptomyces 
           coelicolor A3(2)] 
          Length = 259 



 
 Score = 94.4 bits (233), Expect = 9e-018 
 Identities = 75/270 (27%), Positives = 117/270 (43%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +    +PGA   ++RL  +GK  L ++NNS     +L  R  R+G   +   
Sbjct: 11  LTDMDGVLIHEGVPIPGADAFIKRLRDSGKPFLVLTNNSIYTPRDLHARLRRMGLE-VPI 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+ +V                               
Sbjct: 70  ESIWTSALATAQFLEDQRPG-----GSAYVIGEAGLTTALHDIGYILTDHDPDY------ 118 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  + +A   L +     + T+ D   P ++G   P TG++AA +   
Sbjct: 119 ---VVLGETRTYSFEAMTKA-VRLINAGARFICTNPDETGPSTEGP-LPATGAVAALITK 173 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G+Q    GKP+P M              + M+GDR++TD+L G   GM T L LTG++ 
Sbjct: 174 ATGKQPYFAGKPNPLMMRTGLNAIGAHSETSAMIGDRMDTDVLAGMEAGMQTFLVLTGLT 233 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           R E+ + +         P   V+SIADL E 
Sbjct: 234 RPEQVENF------PYRPSQVVDSIADLVE 257 
 
 
>ref|ZP_02945756.1| HAD-superfamily hydrolase, subfamily IIA [Micrococcus 
luteus NCTC 
           2665] 
          Length = 276 
 
 Score = 93.6 bits (231), Expect = 1e-017 
 Identities = 81/249 (32%), Positives = 105/249 (42%), Gaps = 14/249 (5%) 
 
Query: 23  GVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGL 82 
           G+L D DGV++ G  A+ GA E L  L   G    FV+NN+ RA   +A     LG     
Sbjct: 11  GLLCDLDGVVYAGGGAIAGAVETLSTLQEQGVPVGFVTNNASRAPESVAEHLRTLGVPA- 69 
 
Query: 83  RAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
            A Q+F S                   G V V                             
Sbjct: 70  EAGQVFGSAPAGVDLLEETLGR---RTGRVLVVGSAYLRAVVEERGYEVVASAAQCPD-- 124 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
               AV+ G+D    +A L EA   +R      VAT+ D   P ++G   PG G+L  AV 
Sbjct: 125 ----AVIQGFDPGLGWADLAEAAYAVR-AGATWVATNLDTSIPRAEGI-APGNGALVEAV 178 
 
Query: 203 ETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
             A+G   +  GKP P +F    E   +  AR L+VGDRL+TDI  G+  G  TVL LTG 
Sbjct: 179 GRATGTAPVAAGKPEPRLFRTAAEALGL--ARPLVVGDRLDTDIRGGNAAGFDTVLVLTG 236 
 
Query: 263 VSRLEEAQA 271 
           +   E A A 
Sbjct: 237 IDTRETAAA 245 
 
 
>ref|XP_001617155.1| phosphoglycolate phosphatase precursor, putative 
[Plasmodium vivax 
           SaI-1] 



          Length = 314 
 
 Score = 93.6 bits (231), Expect = 1e-017 
 Identities = 49/147 (33%), Positives = 89/147 (60%), Gaps = 3/147 (2%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           V AV+V  D + ++ K++ A   + + +   + +++D     +   +  GTGS+ A+VE  
Sbjct: 169 VGAVVVAIDFNINYYKIQYAHLCINELDAEFIVSNKDATANFTSKQKWAGTGSVVASVEA 228 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
            S ++  V+GKP+ +M E + ++ +IDP++ +MVGDRL+TDI F   C + +VL  +GV+ 
Sbjct: 229 VSLKKPTVLGKPNLFMIENVLKDLNIDPSKVVMVGDRLDTDISFAKNCNIKSVLVSSGVT 288 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIAD 291 
              +A  YL     ++ P Y+++SIAD 
Sbjct: 289 ---DANIYLNHNHLNIQPDYFMKSIAD 312 
 
 
 
 Score = 63.2 bits (152), Expect = 2e-008 
 Identities = 27/66 (40%), Positives = 41/66 (62%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +   FDCDGVLW G   + GA E++ +L +A K   F++NNS ++R  L  +F +LGFG  
Sbjct: 36  EAFFFDCDGVLWRGNEVIQGAVEVINKLVKANKQIYFITNNSIKSRATLLEKFHQLGFGL 95 
 
Query: 82  LRAEQL 87 
            + E + 
Sbjct: 96  TKKENI 101 
 
 
>ref|YP_001102845.1| HAD-superfamily hydrolase, subfamily IIA 
[Saccharopolyspora 
           erythraea NRRL 2338] 
          Length = 264 
 
 Score = 93.6 bits (231), Expect = 1e-017 
 Identities = 77/274 (28%), Positives = 114/274 (41%), Gaps = 23/274 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL + E  VPGA   L  L       +  +NNS     +L  R  R G   +   
Sbjct: 10  LMDMDGVLVHEEHMVPGADTFLNALREHDIPFMVFTNNSIYTPRDLRARLHRTGLD-VPE 68 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G+ FV                               
Sbjct: 69  EAIWTSALATAQFLEKQRPG-----GSAFVVGESGLTTALHNIGYVLTDREPDY------ 117 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  + +A   L +     +AT+ D   P  +G+  P TG++AA +E  
Sbjct: 118 ---VILGETRTYSFEAITKAI-RLVEGGARFIATNPDEKGPSREGT-LPATGAVAALIER 172 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
            +GR    VGKP+P M         +    TLM+GDR++TD+  G   G+ T+L L+G+S 
Sbjct: 173 VTGRAPYYVGKPNPLMMRSALRQLGVHSENTLMIGDRMDTDVRSGLESGLQTILVLSGIS 232 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
               A+ +         P   V SIADL E ++D 



Sbjct: 233 DEHTAELF------PYRPTKVVRSIADLIEHVKD 260 
 
 
>gb|AAC38756.1| putative N-glyceraldehyde-2-phosphotransferase [Streptococcus 
           pneumoniae] 
          Length = 277 
 
 Score = 93.6 bits (231), Expect = 1e-017 
 Identities = 68/273 (24%), Positives = 118/273 (43%), Gaps = 21/273 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 24  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXP-GPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
           +  F+S            P       G  F+                              
Sbjct: 83  DNFFTSAQATIVYIKENYPKSKVYCQGTKFLIKELSDAGIDVTEQVSAD----------- 131 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
            +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +  
Sbjct: 132 -IDVVLVGFDTELTSDKIRNTCEILSTKDVPFIATNPDIRCPVSFGF-IPDCGSICDMIS 189 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG  
Sbjct: 190 KSVDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGE 249 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
           + + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 250 ATVNDIQ------QDSIKPTYTFKNVKEMWKGI 276 
 
 
>ref|YP_482968.1| HAD-superfamily hydrolase, subfamily IIA [Frankia sp. CcI3] 
          Length = 301 
 
 Score = 93.6 bits (231), Expect = 1e-017 
 Identities = 74/274 (27%), Positives = 117/274 (42%), Gaps = 23/274 (8%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +  L D DGVL + E  +PGA   L  +  AG   L ++NNS     +L+ R A  G    
Sbjct: 7   ENYLIDMDGVLVHEEHPIPGADAFLAGIGEAGLGFLVLTNNSIYTARDLSARLAGAGLT- 65 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
           +  E++++S            P      G+ +V                            
Sbjct: 66  IPPERIWTSALATALFLHTQRPR-----GSAYVVGEAGLTTALHDIGYVLSDRSPDY--- 117 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V++G    +SF  + +A   +RD     +AT+ DP  P  +G   P TG++AA  
Sbjct: 118 ------VVLGETRTYSFEAITKAVRLVRDG-ARFIATNPDPTGPSVEGL-LPATGAVAAM 169 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           +  A+G     VGKP+P M        S     T+++GDR++TD++ G   GM TVL L+ 
Sbjct: 170 ITRATGVTPYFVGKPNPLMMRSALNTLSAHSETTVVIGDRMDTDVVAGLEAGMDTVLVLS 229 
 
Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEG 295 
           G++ + +   +         P   V+SIA L  G 
Sbjct: 230 GITSITDVDRF------PYRPTAIVDSIAQLPVG 257 
 



 
>ref|YP_327037.1| probable sugar phosphatase [Natronomonas pharaonis DSM 
2160] 
          Length = 261 
 
 Score = 93.6 bits (231), Expect = 1e-017 
 Identities = 77/276 (27%), Positives = 114/276 (41%), Gaps = 22/276 (7%) 
 
Query: 23  GVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGL 82 
           G + D DG ++ G   +PGA   + RL   G   +F SNN  ++R   A R + LG   + 
Sbjct: 5   GAVLDLDGTIYRGSELLPGAAAAVRRLRELGIRPVFFSNNPTKSRSAYADRLSELGID-V 63 
 
Query: 83  RAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXX 142 
             E + S+                   GA+F+                             
Sbjct: 64  GPESVLSAGTVTTRFLADEH-----GDGAIFLVGDDGLRRQFEAAGLHVVEEATAAD--- 115 
 
Query: 143 XRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAV 202 
                ++V + + F +  L      L         TD D   P   G   PG+G++  AV 
Sbjct: 116 ----VLVVSWTDKFDYGDLLAGYRALNSG-ATFYGTDPDRLIPAESGM-APGSGAIINAV 169 
 
Query: 203 ETASGRQ-ALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
               GR+ A ++GKPSP             P R L++GDRL+TDI  G   GMTTVL  T 
Sbjct: 170 GGVVGREPAKILGKPSPEARAAALSALDAPPERCLVIGDRLDTDIALGAAAGMTTVLVET 229 
 
Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           G+    +A+A +  G+    P Y +ES+A+L + LE 
Sbjct: 230 GI----DAEADI--GESRRTPDYVIESLAELEQVLE 259 
 
 
>ref|YP_001179034.1| HAD-superfamily hydrolase, subfamily IIA 
[Caldicellulosiruptor 
           saccharolyticus DSM 8903] 
          Length = 279 
 
 Score = 93.6 bits (231), Expect = 1e-017 
 Identities = 71/282 (25%), Positives = 125/282 (44%), Gaps = 16/282 (5%) 
 
Query: 16  DVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFA 75 
           +VL +    L D DG ++ G+R   G+ E ++ L    K  LF++NNS ++  +   + + 
Sbjct: 7   EVLSKVDLFLLDMDGTIYLGDRLFEGSREFVQLLKENNKEFLFLTNNSSKSSDDYLKKLS 66 
 
Query: 76  RLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXX 135 
           ++G   +  E L +S                D   AV                        
Sbjct: 67  KMGIE-IAKENLLTSGQATAIYLKSI-----DQRSAV---SAYVVGTQSLKDELKSFGIN 117 
 
Query: 136 XXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGT 195 
                    V  ++VG+D   ++ KL +AC  +R     L AT+ D   PL  G   P   
Sbjct: 118 VVGSIEKEDVDYLIVGFDTELTYKKLLDACKLIRKGVPFL-ATNPDLVCPLDGGEYIPDC 176 
 
Query: 196 GSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMT 255 
           GS+   +E A+ ++ L +GKPS  + + I++  +++ ++  M+GDRL TDI   +  GM  
Sbjct: 177 GSICIMLENATKKKPLFIGKPSSIIVDVISKFKNVEKSKIAMIGDRLYTDIKMANDNGMI 236 
 
Query: 256 TVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           ++L L+G +  E+ + +       + P     SI D+ E L+ 
Sbjct: 237 SILVLSGETTYEDVEKF------QVKPTLIYNSIKDIYEDLK 272 
 



 
>ref|YP_001420195.1| hypothetical protein RBAM_005720 [Bacillus 
amyloliquefaciens FZB42] 
          Length = 411 
 
 Score = 93.2 bits (230), Expect = 2e-017 
 Identities = 64/234 (27%), Positives = 114/234 (48%), Gaps = 19/234 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DGV++ G++A+PGA   L+RL    KA  F++N+    R  +  R  +LG       
Sbjct: 10  LFDLDGVIYIGDKALPGAVASLKRLREEKKAIRFLTNDPCVTRETIVKRLHKLGISA-SI 68 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +++F++                 A     V                             + 
Sbjct: 69  DEVFTAGW---------------ATADYLVSEGIKKAYILGNDQLKSEIQKAGIDLTEDQ 113 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
             AV++G+D++ +F  + +A   +R      +A + D   P ++G   P TG++ AAV+T 
Sbjct: 114 AEAVVIGWDQNITFQDVHKAVNLIRCGASF-IAANGDKTFPAANGP-APATGAIVAAVKT 171 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVL 258 
           A+ ++ +++GKP+  +FE + E+F  D  R +M+GD  ETDI+  ++ G+T+VL 
Sbjct: 172 AAAKEPIIIGKPASSIFEKVLESFE-DKERCVMIGDTPETDIVGANQIGITSVL 224 
 
 
>ref|YP_658016.1| putative N-acetyl-glucosamine catabolism protein 
[Haloquadratum 
           walsbyi DSM 16790] 
          Length = 263 
 
 Score = 93.2 bits (230), Expect = 2e-017 
 Identities = 72/273 (26%), Positives = 115/273 (42%), Gaps = 23/273 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL   + A+PG+ + + +L    +  L ++NN+   R +LA   + +G   +   
Sbjct: 12  LIDMDGVLIRDDTALPGSEDFIHQLREQKRQFLVLTNNAIYTRRDLAAHLSEVGIN-IPE 70 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +++++S            P   DA   V                                 
Sbjct: 71  DRIWTSAVATAQFVSNQMP---DASAYVI-----------GEAGLKTALHDVGYTLTSTN 116 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  + EA   L +     + T+ D   P ++G   P TGS+AA +   
Sbjct: 117 PDFVVLGESRTYSFQNITEA-VRLVNQGARFIVTNPDATAPSAEGP-LPATGSVAALITE 174 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G+    VGKP+P M              T MVGDR++TD++ G   G+ T L LTG + 
Sbjct: 175 ATGKNPYFVGKPNPIMIRSALNRLGAHSKSTAMVGDRMDTDVVAGIEAGLITYLVLTGST 234 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
             ++   Y         P+  VESIADL   +E 
Sbjct: 235 NRQDVSEYAYR------PNKIVESIADLMGTIE 261 
 
 
>emb|CAI34063.2| putative phosphotransferase [Streptococcus pneumoniae] 
          Length = 277 
 



 Score = 93.2 bits (230), Expect = 2e-017 
 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 24  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 83  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 131 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 132 IDVVLVGFDTELTSDKIRNTCEILSTKDAPFIATNPDIRCPVSFGF-IPDCGSICDMISK 190 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 191 SVDREPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 250 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 251 TVNDIQ------QGSIKPTYTFKNVKEMWKGI 276 
 
 
>ref|NP_444200.1| p-nitrophenyl phosphatase [Halobacterium sp. NRC-1] 
          Length = 257 
 
 Score = 93.2 bits (230), Expect = 2e-017 
 Identities = 73/253 (28%), Positives = 100/253 (39%), Gaps = 19/253 (7%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +GV+ D DG +  G+  +PGA   +  L     A LF++NN  R   E A R   LG    
Sbjct: 4   RGVVLDLDGTVLRGDTLLPGAKAGVAALREHADAVLFLTNNPMRPASEHAARLEGLGVDA 63 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGP--PDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
              E L ++                 P A  A+                            
Sbjct: 64  TPGEVLTATDATITYLQRSHDGAAVYPIAADAITTQLRAAGVAITADPVAAD-------- 115 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
                   V+ G+D  F F  L+ A     D    LV TD D   P +DG++ PG+G++  
Sbjct: 116 -------VVVAGFDPAFGFQDLQAAVDAFADGTTALVGTDPDITIPAADGAK-PGSGAIV 167 
 
Query: 200 AAVETASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVL 258 
            AV   + R    V+GKPS        +   + PA  L+VGDR +TD+  G   GMTT L 
Sbjct: 168 QAVAGVAERDPDAVLGKPSETTARLAVDRLGVPPAECLVVGDRPDTDVALGAAAGMTTAL 227 
 
Query: 259 TLTGVSRLEEAQA 271 
             TGV     A A 
Sbjct: 228 VRTGVDAATPAHA 240 
 
 
>emb|CAM57980.1| para nitrophenyl phosphate phosphatase [Plasmodium 
falciparum] 
          Length = 322 
 
 Score = 92.8 bits (229), Expect = 3e-017 
 Identities = 47/148 (31%), Positives = 89/148 (60%), Gaps = 3/148 (2%) 



 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           + AV+VG D + ++ K++ A   + +     +AT++D     +   +  GTG++ +++E  
Sbjct: 177 IGAVVVGIDFNINYYKIQYAQLCINELNAEFIATNKDATGNFTSKQKWAGTGAIVSSIEA 236 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
            S ++ +VVGKP+ YM E + ++ +I  ++ +M+GDRLETDI F   C + ++L  TGV+ 
Sbjct: 237 VSLKKPIVVGKPNVYMIENVLKDLNIHHSKVVMIGDRLETDIHFAKNCNIKSILVSTGVT 296 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADL 292 
               A  YL     ++ P Y+++SI++L 
Sbjct: 297 ---NANIYLNHNSLNIHPDYFMKSISEL 321 
 
 
 
 Score = 60.5 bits (145), Expect = 1e-007 
 Identities = 25/62 (40%), Positives = 39/62 (62%) 
 
Query: 26  FDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRAE 85 
           FDCDGVLW+G   + G+ E++  L R GK   F++NNS ++R     +F +LGF  ++ E 
Sbjct: 48  FDCDGVLWHGNELIEGSIEVINYLLREGKKVYFITNNSTKSRASFLEKFHKLGFTNVKRE 107 
 
Query: 86  QL 87 
            + 
Sbjct: 108 HI 109 
 
 
>ref|ZP_01834510.1| NagD protein [Streptococcus pneumoniae SP23-BS72] 
          Length = 275 
 
 Score = 92.8 bits (229), Expect = 3e-017 
 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 22  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 80 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 81  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 129 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 130 IDVVLVGFDTELTSDKIRNTCEILSTKDVPFIATNPDIRCPVSFGF-IPDCGSICDMISK 188 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 189 SVDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 248 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 249 TVNDIQ------QDSIKPTYTFKNVKEMWKGI 274 
 
 
>ref|XP_001349053.1| 4-nitrophenylphosphatase, putative [Plasmodium 
falciparum 3D7] 
          Length = 322 



 
 Score = 92.8 bits (229), Expect = 3e-017 
 Identities = 47/148 (31%), Positives = 89/148 (60%), Gaps = 3/148 (2%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           + AV+VG D + ++ K++ A   + +     +AT++D     +   +  GTG++ +++E  
Sbjct: 177 IGAVVVGIDFNINYYKIQYAQLCINELNAEFIATNKDATGNFTSKQKWAGTGAIVSSIEA 236 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
            S ++ +VVGKP+ YM E + ++ +I  ++ +M+GDRLETDI F   C + ++L  TGV+ 
Sbjct: 237 VSLKKPIVVGKPNVYMIENVLKDLNIHHSKVVMIGDRLETDIHFAKNCNIKSILVSTGVT 296 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADL 292 
               A  YL     ++ P Y+++SI++L 
Sbjct: 297 ---NANIYLNHNSLNIHPDYFMKSISEL 321 
 
 
 
 Score = 60.5 bits (145), Expect = 1e-007 
 Identities = 25/62 (40%), Positives = 39/62 (62%) 
 
Query: 26  FDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRAE 85 
           FDCDGVLW+G   + G+ E++  L R GK   F++NNS ++R     +F +LGF  ++ E 
Sbjct: 48  FDCDGVLWHGNELIEGSIEVINYLLREGKKVYFITNNSTKSRASFLEKFHKLGFTNVKRE 107 
 
Query: 86  QL 87 
            + 
Sbjct: 108 HI 109 
 
 
>gb|AAC69537.1| Cps23fN [Streptococcus pneumoniae] 
          Length = 277 
 
 Score = 92.8 bits (229), Expect = 3e-017 
 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 24  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 83  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 131 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 132 IDVVLVGFDTELTSDKIRNTCEILSTKDVPFIATNPDIRCPVSFGF-IPDCGSICDMISK 190 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 191 SIDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 250 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 251 TVNDIQ------QDSIKPTYTFKNVKEMWKGI 276 
 
 



>emb|CAI33824.1| putative phosphotransferase [Streptococcus pneumoniae] 
          Length = 277 
 
 Score = 92.8 bits (229), Expect = 3e-017 
 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 24  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 83  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 131 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 132 IDVVLVGFDTELTSDKIRNTCEILSTKDVPFIATNPDIRCPVSFGF-IPDCGSICDMISK 190 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 191 SVDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 250 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 251 TVNDIQ------QDSIKPTYTFKNVKEMWKGI 276 
 
 
>emb|CAI33847.1| putative phosphotransferase [Streptococcus pneumoniae] 
          Length = 283 
 
 Score = 92.8 bits (229), Expect = 3e-017 
 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 30  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 88 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 89  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 137 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 138 IDVVLVGFDTELTSDKIRNTCEILSTKDVPFIATNPDIRCPVSFGF-IPDCGSICDMISK 196 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 197 SVDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 256 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 257 TVNDIQ------QDSIKPTYTFKNVKEMWKGI 282 
 
 
>ref|YP_001536774.1| HAD-superfamily hydrolase, subfamily IIA [Salinispora 
arenicola 
           CNS-205] 



          Length = 340 
 
 Score = 92.4 bits (228), Expect = 3e-017 
 Identities = 81/272 (29%), Positives = 117/272 (43%), Gaps = 20/272 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+FD DGV++  +R +PGA E + +L   G+A  + +NN+ R   E+A     +G    R 
Sbjct: 16  VVFDLDGVIYLVDRPIPGAVEAVSQLHADGQAVAYATNNASRRSSEVADLLTGMGIAA-R 74 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E++ +S            P      G+  +                              
Sbjct: 75  PEEVLTSAAAAAQLLRERYP-----EGSQILVVGAEALRAEIRAAGLTPVTRADDGPV-- 127 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
              AV+ GY     +  L EA   +R      VAT+ D   P   G   PG G+L AAV  
Sbjct: 128 ---AVVQGYGPQVGWTDLAEAAVAVRGG-ATWVATNTDRTLPSGRGP-LPGNGALVAAVR 182 
 
Query: 204 TASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
           T+ GR   ++VGKP+P +F        +   R L+VGDRL+TDI    R G+ ++L LTG 
Sbjct: 183 TSLGRGPDVIVGKPAPELFAAAARR--VPAGRALVVGDRLDTDIEGAVRAGLDSLLVLTG 240 
 
Query: 263 VSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           VS + E    L A      P Y    +A L E 
Sbjct: 241 VSDVAE----LLAAPPQRRPTYVSVDLAGLFE 268 
 
 
>ref|YP_001512677.1| HAD-superfamily hydrolase, subfamily IIA [Alkaliphilus 
oremlandii 
           OhILAs] 
          Length = 263 
 
 Score = 92.4 bits (228), Expect = 3e-017 
 Identities = 65/270 (24%), Positives = 119/270 (44%), Gaps = 19/270 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DG ++ G+  + GA + LE +   GK  +F++NNS +++     + +RLG     A 
Sbjct: 11  LLDMDGTIYLGDELIDGAKKFLETIKNKGKRYIFLTNNSSKSKESYVEKLSRLGIEA-SA 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E++F+S             G                                         
Sbjct: 70  EEVFTSGEATTMYLKKEKEG-----------AKIYLLGTAALEAEFIQAGFVLEKERHKD 118 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  V++G+D   ++ KL  AC ++ +     +AT  D   PL +    P  G++AA +E  
Sbjct: 119 IDYVVLGFDTTLTYEKLWAACEYIAEG-VEYIATHPDFNCPLPNDKFMPDAGAMAALIEA 177 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           ++G++  V+GKP+  + E I   + ++    +MVGDRL TDI  G   G+ + L  +G + 
Sbjct: 178 STGKKPKVIGKPNKEVVESIALKYGLNKEDMVMVGDRLYTDIKTGKNAGIASALVYSGET 237 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           + E+ +      + ++   Y   SI D+ + 
Sbjct: 238 KEEDYK------KSEIRADYVFNSIKDMID 261 
 
 
>gb|AAP76302.1| putative glyceraldehyde-2-phosphotransferase [Streptococcus 
           pneumoniae] 



          Length = 277 
 
 Score = 92.4 bits (228), Expect = 3e-017 
 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 24  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 83  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 131 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 132 IDVVLVGFDTELTSDKIRNTCEILSTKDIPFIATNPDIRCPVSFGF-IPDCGSICDMISK 190 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 191 SVDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 250 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 251 TVNDIQ------QGSIKPTYTFKNVKEMWKGI 276 
 
 
>emb|CAI33398.1| putative phosphotransferase [Streptococcus pneumoniae] 
          Length = 283 
 
 Score = 92.4 bits (228), Expect = 3e-017 
 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 30  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 88 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 89  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 137 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 138 IDVVLVGFDTELTSDKIRNTCEILSTKDIPFIATNPDIRCPVSFGF-IPDCGSICDMISK 196 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 197 SVDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 256 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 257 TVNDIQ------QGSIKPTYTFKNVKEMWKGI 282 
 
 
>emb|CAI33352.1| putative phosphotransferase [Streptococcus pneumoniae] 
          Length = 277 
 
 Score = 92.4 bits (228), Expect = 3e-017 



 Identities = 66/272 (24%), Positives = 115/272 (42%), Gaps = 19/272 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DG ++  +R   G  ELL+ +   G   +F++NNS ++  +   +  RLG    R  
Sbjct: 24  LFDMDGTIYEEDRLFEGTLELLDYIHNIGGEYIFITNNSSKSVVDYVEKVNRLGIKAER- 82 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           +  F+S            P                                          
Sbjct: 83  DNFFTSAQATIVYIKENYP-----------KSKVYCQGTKSLIKELSDAGIDVTEQVSAD 131 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  VLVG+D   +  K+R  C  L   +   +AT+ D   P+S G   P  GS+   +   
Sbjct: 132 IDVVLVGFDTELTSDKIRNTCEILSTKDVPFIATNPDIRCPVSFGF-IPDCGSICDMISK 190 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           +  R+ + +GKP P M + + +  +     T+++GDRL TDI+ G   G+T+V  LTG + 
Sbjct: 191 SVDRKPVYIGKPEPTMVDIVRKKLNYSLFETVVIGDRLYTDIMTGINAGVTSVCVLTGEA 250 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTEGL 296 
            + + Q      Q  + P Y  +++ ++ +G+ 
Sbjct: 251 TVNDIQ------QGSIKPTYTFKNVKEMWKGI 276 
 
 
>ref|YP_001826211.1| putative N-acetylglucosamine metabolism protein 
[Streptomyces 
           griseus subsp. griseus NBRC 13350] 
          Length = 284 
 
 Score = 92.0 bits (227), Expect = 4e-017 
 Identities = 74/270 (27%), Positives = 113/270 (41%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL +    +PGA   ++RL  +G   L ++NNS     +L  R  R+G   +   
Sbjct: 11  LTDMDGVLIHEGTPIPGADAFIKRLRDSGLPFLVLTNNSIYTARDLHARLKRMGLD-VPV 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            PG     G  +V                               
Sbjct: 70  ENIWTSALATAQFLDDQRPG-----GTAYVIGEAGLTTALHDIGYVLTDHDPDY------ 118 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  L +A   L +     + T+ D   P ++G   P TGS+AA +   
Sbjct: 119 ---VVLGETRTYSFEALTKAI-RLINAGARFICTNPDETGPSAEGP-LPATGSVAALITK 173 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+G+     GKP+P M              + M+GDR++TD+L G   GM T L LTG++ 
Sbjct: 174 ATGKDPYFAGKPNPLMMRTGLNAIGAHSETSAMIGDRMDTDVLAGLEAGMQTFLVLTGLT 233 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
            + +   Y         P + VESIADL + 
Sbjct: 234 TVADVDRY------PFGPSHVVESIADLVD 257 
 
 
>ref|XP_462491.1| hypothetical protein DEHA0G23100g [Debaryomyces hansenii 
CBS767] 
          Length = 317 
 
 Score = 92.0 bits (227), Expect = 4e-017 



 Identities = 72/287 (25%), Positives = 123/287 (42%), Gaps = 18/287 (6%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFDCDGV+W  E+ +PG    +E L    K  +FV+NNS ++R     +F RLGF G+   
Sbjct: 29  LFDCDGVIWLDEKLIPGVLSTIEYLQSKNKRYVFVTNNSSKSRQNYVEKFQRLGFKGITK 88 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           + ++ +              P  +   V                                 
Sbjct: 89  DMIYPTCYAATFNLKEHLKVPEGSKIWVLGDSGIEDELREANYIPVGGTDDRLNAPFDPH 148 
 
Query: 145 ---------VRAVLVGYDEHFSFAKLREACAHL-RDPECL-LVATDRDPWHPLSDGSRTP 193 
                    V+AV+VG  + F++ ++     +L  D + +  +  + D  +P SDG   P 
Sbjct: 149 HELLKVDPDVKAVVVGSTKDFNYMRIALTLQYLLHDNKSIPFIGANIDRSYP-SDGLILP 207 
 
Query: 194 GTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCG 253 
             GS+   ++  + R  + VGKPS  + + I E+   D  +T+MVGD L TDI FG+    
Sbjct: 208 AGGSVVNYMQYTADRDFINVGKPSTTLLDVILEHSRFDKEKTIMVGDTLYTDIKFGNDGQ 267 
 
Query: 254 M-TTVLTLTGVSRLEEAQAYLAAG-----QHDLVPHYYVESIADLTE 294 
           +  ++L  +G +  +    +L           ++P  Y+ES  D+ + 
Sbjct: 268 LANSLLVFSGGTTKQYFDHFLTTSYKQEETKSMIPLCYIESFGDIID 314 
 
 
>ref|YP_061321.1| 4-nitrophenylphosphatase [Leifsonia xyli subsp. xyli str. 
CTCB07] 
          Length = 337 
 
 Score = 92.0 bits (227), Expect = 4e-017 
 Identities = 80/274 (29%), Positives = 118/274 (43%), Gaps = 22/274 (8%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           +L D DGV++ G  A+P A E L R A   +   +++NN+ R    +A     LG   LR 
Sbjct: 18  ILADLDGVVYKGPDAIPHAVESLNRAAETTRVG-YITNNASRTAVSVAGHLTELG---LR 73 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E                   PP A   V                                
Sbjct: 74  VEPTDVVTSPQAAVRLLSQQVPPGATVLVVGGDGLVDEVRKGGFGVTRSAEDDPA----- 128 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLR---DPECLLVATDRDPWHPLSDGSRTPGTGSLAA 200 
              AV+ G+     + +L EA   L+   D E   +AT+ D   P++ G   PG G+L + 
Sbjct: 129 ---AVIQGFAPDVGWTQLAEAAFALQGRTDAERPWIATNIDWTIPVARGV-APGNGTLVS 184 
 
Query: 201 AVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTL 260 
           AV TA+GR  +V GKP   +F      F+   AR L +GDRL+TD+L  +R G+ +VL L 
Sbjct: 185 AVHTAAGRLPMVAGKPEVAIFAEAVARFAA--ARPLFIGDRLDTDVLGANRAGIDSVLVL 242 
 
Query: 261 TGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           TG+ R ++    L A   D  P Y ++ +  L + 
Sbjct: 243 TGIDRAKQ----LIAADADSRPAYILDDLRGLAQ 272 
 
 
>ref|NP_244295.1| p-nitrophenyl phosphatase [Bacillus halodurans C-125] 
          Length = 259 
 
 Score = 92.0 bits (227), Expect = 4e-017 
 Identities = 76/279 (27%), Positives = 114/279 (40%), Gaps = 22/279 (7%) 
 



Query: 20  RAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGF 79 
           R  G L D DG ++ G   +  A   +++L +   + LFV+NNS ++   +A     +   
Sbjct: 3   RYSGFLIDLDGTMYRGSEVITEAVAFVKQLEKQSASYLFVTNNSTKSPETVATLLKSMDV 62 
 
Query: 80  GGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXX 139 
              + E +F+S                      FV                          
Sbjct: 63  PATK-EHVFTSSMAMASYLTRTKE---------FVRAFVIGEEGLLESLKESGMMVSEDE 112 
 
Query: 140 XXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLA 199 
                   V++G D   S+ KL +A  ++R      + T+ D   P   G   PG GSLA 
Sbjct: 113 QPDY----VVMGLDRAISYEKLAKAATYVRQGAKFFI-TNGDAALPTEKGLM-PGNGSLA 166 
 
Query: 200 AAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLT 259 
           A V T +G +  VVGKPSP + E   +        TL++GD  +TDIL G   G+ T+L  
Sbjct: 167 AVVATTTGVKPFVVGKPSPIIIEEALKRLGTTKEETLLIGDNYDTDILAGIHAGIDTLLV 226 
 
Query: 260 LTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
            TGV+  E      A  Q +  P Y  ES+AD    +E+ 
Sbjct: 227 HTGVTTKE------ALKQKEAQPTYTCESLADWQRSIEE 259 
 
 
>ref|XP_001300390.1| HAD-superfamily hydrolase, subfamily IIA containing 
protein 
           [Trichomonas vaginalis G3] 
          Length = 303 
 
 Score = 91.7 bits (226), Expect = 6e-017 
 Identities = 67/277 (24%), Positives = 111/277 (40%), Gaps = 13/277 (4%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           + +L D DG +W      PG PE +  + + G A + +SNNS R R   A   +  G    
Sbjct: 6   KAILLDVDGTIWKAGTVFPGVPEAISEMRKMGLAVIILSNNSSRDRAHFAKVLSDKGIAN 65 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
           L    +F++                   G                                
Sbjct: 66  LSKNDVFTAGYTCALKMKED--------GIRSALVYGFVGLKEELDHIGIQTYTFKTLNE 117 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
              + A+ V  +  F +  L      ++  +C +   + D  + ++ G    G GS+ A  
Sbjct: 118 IRHLDAIAVCNNLTFDYDHLCRIATIVKKYDCKIYGANPDTSNIVA-GKTICGAGSMVAT 176 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           + T +G+    +GKPSP +   +  N  I     +MVGDR+ TDI FG R G+ T+  LT 
Sbjct: 177 IATLAGKLEANLGKPSPELIPILESNLKIAKEEMIMVGDRIPTDIEFGARNGLKTIFVLT 236 
 
Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLED 298 
           GV R  + ++   A    + P Y + S+AD+   L++ 
Sbjct: 237 GVDRNTKIESLDPA----IRPTYILPSLADVPSLLKE 269 
 
 
>ref|YP_001158747.1| HAD-superfamily hydrolase, subfamily IIA [Salinispora 
tropica 
           CNB-440] 
          Length = 340 
 
 Score = 91.7 bits (226), Expect = 6e-017 
 Identities = 81/256 (31%), Positives = 114/256 (44%), Gaps = 18/256 (7%) 



 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           V+FD DGV++  ++ +PGA E + +L    +A  + +NN+ R   E+A     +G      
Sbjct: 16  VIFDLDGVIYLVDQPIPGAIEAVRQLHAEERAVAYATNNASRRSSEVADLLTGMGIAA-G 74 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E++ +S            P    A   + V                              
Sbjct: 75  PEEVLTSAAAAAELLRERHP----AGTQILVVGAEALRAEIRAAGLTPVTQAEDGPV--- 127 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
              AV+ GY     +A L EA A +R      VAT+ D   P   G   PG G+L AAV  
Sbjct: 128 ---AVVQGYGPQVGWADLAEATAAIRGG-ATWVATNTDRTLPSKRGP-LPGNGALVAAVR 182 
 
Query: 204 TASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
            A GR   LVVGKP+P +F   +   S    R L+VGDRL+TDI    R G+ ++L LTG 
Sbjct: 183 IALGRDPDLVVGKPAPELFVAASRRAS--GGRALVVGDRLDTDIAGAVRAGLDSLLVLTG 240 
 
Query: 263 VSRLEEAQAYLAAGQH 278 
           VS + E  A  AA +H 
Sbjct: 241 VSDVAELLA--AAPEH 254 
 
 
>ref|XP_660574.1| hypothetical protein AN2970.2 [Aspergillus nidulans FGSC 
A4] 
          Length = 282 
 
 Score = 91.7 bits (226), Expect = 6e-017 
 Identities = 83/290 (28%), Positives = 121/290 (41%), Gaps = 25/290 (8%) 
 
Query: 12  AALRDVLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAG---KAALFVSNNSRRARP 68 
           A +++ L +    LFDCDGVLW+G+   PG  E LE L   G   K  +F S+ S      
Sbjct: 14  AGIKEFLDKFDVFLFDCDGVLWSGDHLFPGTVETLELLRSRGPNPKEEIFSSSYSA---- 69 
 
Query: 69  ELALRFARLGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXX 128 
             ++  +R+        ++F                P       F+               
Sbjct: 70  --SIYISRILNLPANKRKVFVLGETGIEQELRSENVP-------FIGGTDPSYRRDITAE 120 
 
Query: 129 XXXXXXXXXXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSD 188 
                           V  VLVG D H ++ KL  A  ++R     L AT+ D   P S  
Sbjct: 121 DYKLIAAGDESLLDPEVGVVLVGLDFHLNYLKLALAYHYIRRGAVFL-ATNIDSTLPNS- 178 
 
Query: 189 GSRTPGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILF 248 
           G+  PG G+++A +    GR  + +GKP+  M + I   F +D AR  MVGDR  TDI F 
Sbjct: 179 GTLFPGAGTVSAPLILMVGRDPVALGKPNQAMMDAIEGKFQLDRARACMVGDRANTDIRF 238 
 
Query: 249 GHRCGM-TTVLTLTGVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
           G    +  T+  LTGVS  E+    +        P  Y++ ++DL E  E 
Sbjct: 239 GLEGNLGGTLGVLTGVSSKEDFVEGVVR------PSAYLDKLSDLLEAAE 282 
 
 
>ref|ZP_02273939.1| NagD protein [Fusobacterium nucleatum subsp. polymorphum 
ATCC 
           10953] 
          Length = 264 
 
 Score = 91.3 bits (225), Expect = 7e-017 
 Identities = 70/275 (25%), Positives = 123/275 (44%), Gaps = 23/275 (8%) 



 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DG ++ G   + GA E LE+L       +F++NNS + +     +  +LG    R  
Sbjct: 11  LLDMDGTIYLGNELIDGAKEFLEKLKEKNIRYIFLTNNSSKNKDRYVEKLNKLGIEAHR- 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +FSS             G       VF+                               
Sbjct: 70  EDVFSSGEATTIYLNKQKKG-----AKVFLLGTKDLEDEFEKAGFELVKERNK------N 118 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
           +  V++G+D   ++ KL  AC ++ +     VAT  D   PL +G   P  G++ A ++  
Sbjct: 119 IDFVVLGFDTTLTYEKLWIACEYIANG-VEYVATHPDFNCPLENGKFMPDAGAMMAFIKA 177 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           ++ ++ +V+GKP+ ++ + I E +++  +   MVGDRL TDI  G   G+T++L ++G + 
Sbjct: 178 STEKEPIVIGKPNKHIIDAIIEKYNLKKSELAMVGDRLYTDIRTGIDNGLTSILVMSGET 237 
 
Query: 265 --RLEEAQAYLAAGQHDLVPHYYVESIADLTEGLE 297 
             ++ E   Y         P Y  +S+ +L E +E 
Sbjct: 238 DKKMLEETIY--------KPDYVFDSVKELKEKIE 264 
 
 
>ref|ZP_02596858.1| 4-nitrophenylphosphatase (p-nitrophenylphosphate 
phosphohydrolase) 
           [Bacillus cereus H3081.97] 
          Length = 254 
 
 Score = 90.9 bits (224), Expect = 1e-016 
 Identities = 67/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKLLGIEKNEALMVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|ZP_02539488.1| 4-nitrophenylphosphatase (p-nitrophenylphosphate 
phosphohydrolase) 
           [Bacillus cereus W] 
          Length = 254 
 
 Score = 90.9 bits (224), Expect = 1e-016 



 Identities = 67/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVNPIFIGKPESIIMEQALKVLGIEKNEALMVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|YP_897195.1| hydrolase, haloacid dehalogenase-like family, possible 
           4-nitrophenylphosphatase [Bacillus thuringiensis str. Al 
           Hakam] 
          Length = 254 
 
 Score = 90.9 bits (224), Expect = 1e-016 
 Identities = 67/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKVLGIEKNEALMVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|YP_086257.1| 4-nitrophenylphosphatase (p-nitrophenylphosphate 
phosphohydrolase) 
           [Bacillus cereus E33L] 
          Length = 254 
 



 Score = 90.9 bits (224), Expect = 1e-016 
 Identities = 67/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKVLGIEKNEALMVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|NP_834630.1| 4-nitrophenylphosphatase [Bacillus cereus ATCC 14579] 
          Length = 254 
 
 Score = 90.9 bits (224), Expect = 1e-016 
 Identities = 67/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKVLGIEKNEALMVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|YP_743385.1| HAD-superfamily subfamily IIA hydrolase like protein 
           [Alkalilimnicola ehrlichei MLHE-1] 
          Length = 260 
 
 Score = 90.9 bits (224), Expect = 1e-016 
 Identities = 79/250 (31%), Positives = 106/250 (42%), Gaps = 42/250 (16%) 



 
Query: 23  GVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGL 82 
           G+L D  GVL+ G  A+PGAPE ++RL  +G A  F +N SR  R  LA +  RLGF  + 
Sbjct: 8   GLLLDIGGVLYQGAEALPGAPEAMQRLRASGLALRFATNTSRTTRAALAEKLGRLGF-DV 66 
 
Query: 83  RAEQLFSSXXXXXXXXXXXXPGP---------PDAPGAVFVXXXXXXXXXXXXXXXXXXX 133 
            AE++F++              P         PD  G                        
Sbjct: 67  AAEEIFTAPLAAVQTIRERGLRPLLLVHPDLGPDLTG----------------------- 103 
 
Query: 134 XXXXXXXXXXRVRAVLVG-YDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRT 192 
                        AVL+G   EHF +  L  A   L +   LL A  R+ +    DG  + 
Sbjct: 104 ------FPDGPPDAVLIGDAGEHFDYRGLNRAFRLLMEGAPLL-ALARNRYFREQDG-LS 155 
 
Query: 193 PGTGSLAAAVETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRC 252 
              G   AA+E ASG  A V GKP+P  F    E   + P R LMVGD +E+D++      
Sbjct: 156 LDVGPFVAALEYASGVAAEVYGKPAPGFFREAAEALGVAPERLLMVGDDVESDVIGALDA 215 
 
Query: 253 GMTTVLTLTG 262 
           G+   L  TG 
Sbjct: 216 GLQAALVRTG 225 
 
 
>ref|ZP_00237712.1| HAD-superfamily subfamily IIA hydrolase, TIGR01457 
[Bacillus cereus 
           G9241] 
          Length = 254 
 
 Score = 90.9 bits (224), Expect = 1e-016 
 Identities = 67/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKVLGIEKDEALMVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|XP_001328825.1| haloacid dehalogenase-like hydrolase family protein 
[Trichomonas 
           vaginalis G3] 
          Length = 275 
 
 Score = 90.5 bits (223), Expect = 1e-016 



 Identities = 67/271 (24%), Positives = 113/271 (41%), Gaps = 9/271 (3%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           +L D DGV+W   + + GA + L R+ + G   + V+NN  + R +   +  +LG  G   
Sbjct: 8   LLLDGDGVIWIDNQPIKGAIDALNRIRKLGVRLVLVTNNCSKTREQYLKQLEKLGLQGFE 67 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
            E +FSS                +    VFV                              
Sbjct: 68  VEDVFSSGFATAKYLQH------NNIHKVFVCGFDGLMQELSQHGIEVHNMKTDPEPQPA 121 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
              AV+V   E  S A +      +++    L+ T+ DP  P++ G    G+G+   A E 
Sbjct: 122 E--AVIVSKSESLSHADISRGIYIIKNFGAKLIGTNPDPNFPMAGGILICGSGACVRAFE 179 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
            A  + A V+GKP+  MF+ +     +     +MVGDR+ TDI F  + G  ++L L+G+ 
Sbjct: 180 VAVNQDATVIGKPNKPMFDTVLLTLGVTKDDVVMVGDRMITDIAFASQNGARSILVLSGI 239 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
              ++   Y    +   + H  +  +AD+ E 
Sbjct: 240 DTRDDVLKYPEQDRPTWI-HPSLVEVADMFE 269 
 
 
>ref|ZP_02580578.1| 4-nitrophenylphosphatase (p-nitrophenylphosphate 
phosphohydrolase) 
           [Bacillus cereus B4264] 
          Length = 254 
 
 Score = 90.1 bits (222), Expect = 2e-016 
 Identities = 67/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDILA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKVLGIEKNEALMVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|NP_738155.1| hypothetical protein CE1545 [Corynebacterium efficiens YS-
314] 
          Length = 331 
 
 Score = 90.1 bits (222), Expect = 2e-016 



 Identities = 78/270 (28%), Positives = 118/270 (43%), Gaps = 21/270 (7%) 
 
Query: 24  VLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLR 83 
           +L D DG +W G RA+  A   ++ +  AG   ++V+NN+ RA   +A +   +G      
Sbjct: 10  LLLDLDGTIWEGGRAIDDA---VDAITGAGLPVVYVTNNASRAPEAVAEQLRGIGLDSAT 66 
 
Query: 84  AEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXX 143 
           A+ + +S            P    A   V++                              
Sbjct: 67  ADDVMTSAQAAVIMASEKIP----AGSPVYILGTESFRDLARDAGFRVVDSADD------ 116 
 
Query: 144 RVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVE 203 
           R  AVL G++    +A+L EA   + +   L  A++ D   P+  G    G GS+ AAV  
Sbjct: 117 RPVAVLHGHNPATGWAQLSEAALSIHNG-ALYFASNLDTTLPMERGLHV-GNGSMVAAVV 174 
 
Query: 204 TASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGV 263 
           +A+G      GKP P MF    +   +  AR L+VGDRL+TDI  G+  GM T   LTGV 
Sbjct: 175 SATGVTPEAAGKPGPAMFFKAAQQ--VASARPLVVGDRLDTDIAGGNAAGMDTFQVLTGV 232 
 
Query: 264 SRLEEAQAYLAAGQHDLVPHYYVESIADLT 293 
           S    A      GQ    P +  +++ADL+ 
Sbjct: 233 SG-HYALLTAVPGQR---PDFIADTLADLS 258 
 
 
>ref|ZP_00995567.1| putative hydrolase [Janibacter sp. HTCC2649] 
          Length = 302 
 
 Score = 90.1 bits (222), Expect = 2e-016 
 Identities = 75/254 (29%), Positives = 104/254 (40%), Gaps = 17/254 (6%) 
 
Query: 17  VLGRAQGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFAR 76 
           ++ R   ++ D DGV++ G+ AVP A   +E L+  G    F +NN+ R   ++A    R 
Sbjct: 3   LVDRYDAIVCDLDGVVYRGDPAVPHA---VEALSAVGVPIQFATNNASRPPSQVADHLRR 59 
 
Query: 77  LGFGGLRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXX 136 
           LG          SS            PG                                 
Sbjct: 60  LGLDIANDAVATSSQAAAWVLTRHLEPG-----------AAVLAIGGEGVAEALRESGFV 108 
 
Query: 137 XXXXXXXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTG 196 
                     AV+ GY  + S   L +A A+      L +AT+ D   P +DG   PG G 
Sbjct: 109 PVTSVDDEPAAVVQGYGPNVSATDLAQA-AYAVQRGALWMATNTDHTLPTADGY-APGNG 166 
 
Query: 197 SLAAAVETASGR-QALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMT 255 
           +L  AV  A GR   LV GKP   ++    E   + P R L +GDRLETDI   H  GM  
Sbjct: 167 ALVLAVGAAVGRGPELVAGKPDEPLYLMCAERLGVPPNRVLAIGDRLETDIEGAHHAGMD 226 
 
Query: 256 TVLTLTGVSRLEEA 269 
           ++L LTGV  + +A 
Sbjct: 227 SLLVLTGVHGVRDA 240 
 
 
>ref|ZP_02586935.1| 4-nitrophenylphosphatase (p-nitrophenylphosphate 
phosphohydrolase) 
           [Bacillus cereus G9842] 
          Length = 254 
 
 Score = 89.7 bits (221), Expect = 2e-016 
 Identities = 67/251 (26%), Positives = 105/251 (41%), Gaps = 17/251 (6%) 



 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I     LMVGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKVLGIGKDEALMVGDNYDTDILAGVNAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>ref|YP_716338.1| N-acetylglucosamine-6-phosphate deacetylase [Frankia alni 
ACN14a] 
          Length = 308 
 
 Score = 89.7 bits (221), Expect = 2e-016 
 Identities = 72/274 (26%), Positives = 117/274 (42%), Gaps = 23/274 (8%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +  L D DGVL + E  + GA   +  +  AG   L ++NNS     +L+ R +R G    
Sbjct: 24  ENYLIDMDGVLVHEEHPIAGADAFIAGVIAAGLGFLVLTNNSIYTARDLSARLSRSGLE- 82 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
           +  E++++S            PG     G+ +V                            
Sbjct: 83  IPPERIWTSALATALFLHTQRPG-----GSAYVVGEAGLTTALHDIGYVLSDSSPDY--- 134 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V++G    +SF  +  A   +RD     +AT+ DP  P  +G   P TG++AA  
Sbjct: 135 ------VVLGETRTYSFEAITRAVRLVRDG-ARFIATNPDPTGPSVEGL-LPATGAVAAM 186 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           +  A+G     VGKP+P M        S     T+++GDR++TD++ G   GM TVL L+ 
Sbjct: 187 ITKATGVTPYFVGKPNPLMMRSALNTLSAHSETTVVIGDRMDTDVVAGLEAGMDTVLVLS 246 
 
Query: 262 GVSRLEEAQAYLAAGQHDLVPHYYVESIADLTEG 295 
           G++   + + +         P   V+SIA +  G 
Sbjct: 247 GITTHADIERF------PYRPSAVVDSIARVPVG 274 
 
 
>emb|CAL57687.1| p-Nitrophenyl phosphatase (ISS) [Ostreococcus tauri] 
          Length = 427 
 
 Score = 89.4 bits (220), Expect = 3e-016 
 Identities = 63/160 (39%), Positives = 91/160 (56%), Gaps = 10/160 (6%) 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 



           V AV+VG D  F+FAKL  A   ++    + VAT+ D    +  G   PG G+L  AV T 
Sbjct: 210 VGAVVVGSDSKFTFAKLAYASLQIQRG-AMFVATNPDAGDLVGPGLY-PGAGALVNAVAT 267 
 
Query: 205 ASGRQA-LVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMT-TVLTLTG 262 
           A G+Q  +  GKPS +M E + ++ +ID +RTL++GDRL+TDI FG       T L LTG 
Sbjct: 268 ACGKQPEIYCGKPSSFMLELLKDHANIDLSRTLVIGDRLDTDIAFGKAGNAALTALVLTG 327 
 
Query: 263 VSRLEEAQAYLAAGQHD-----LVPHYYVESIADLTEGLE 297 
           V+ +++  A+    + D      +P   V S+A+L  GLE 
Sbjct: 328 VTEIDDVNAWAERAETDPAAAAALPDRIVGSLAELC-GLE 366 
 
 
 
 Score = 60.1 bits (144), Expect = 2e-007 
 Identities = 27/63 (42%), Positives = 37/63 (58%) 
 
Query: 23  GVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGL 82 
           GV+ DCDGV+W+G+R +PGA   +E L   GK   FV+NNS + R   A +   LG     
Sbjct: 61  GVVLDCDGVIWHGDRLIPGARAAIESLRARGKRVFFVTNNSTKTREHYAQKLNALGIEAS 120 
 
Query: 83  RAE 85 
           + E 
Sbjct: 121 KYE 123 
 
 
>ref|NP_847375.1| phosphatase,haloacid dehalogenase family [Bacillus 
anthracis str. 
           Ames] 
          Length = 254 
 
 Score = 89.4 bits (220), Expect = 3e-016 
 Identities = 66/251 (26%), Positives = 106/251 (42%), Gaps = 17/251 (6%) 
 
Query: 22  QGVLFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGG 81 
           +G L D DG ++ GE  +  A + ++ L   G   LFV+NNS R   ++A +  R      
Sbjct: 3   KGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNSTRKPEQVAEKLVRFDIPA 62 
 
Query: 82  LRAEQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXX 141 
            +AEQ+F++                     ++                             
Sbjct: 63  -KAEQVFTTSMATANF--------------IYERKQDATVYMIGEEGLHDALVEKGFELV 107 
 
Query: 142 XXRVRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAA 201 
                 V+VG D   ++ KL +AC  +R+     ++T+ D   P   G   PG GSL +  
Sbjct: 108 DENPDFVVVGLDRDITYEKLAKACLAVRNG-ATFISTNGDIAIPTERGL-LPGNGSLTSV 165 
 
Query: 202 VETASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLT 261 
           V  ++G   + +GKP   + E   +   I+    L+VGD  +TDIL G   GM T+L  T 
Sbjct: 166 VAVSTGVDPIFIGKPESIIMEQALKVLGIEKNEALIVGDNYDTDILAGINAGMHTLLVHT 225 
 
Query: 262 GVSRLEEAQAY 272 
           GV+ +E+   Y 
Sbjct: 226 GVTTVEKLTEY 236 
 
 
>sp|P46351|YTH1_PANTH Uncharacterized 45.4 kDa protein in thiaminase I 
5'region 
          Length = 413 



 
 Score = 89.4 bits (220), Expect = 3e-016 
 Identities = 69/238 (28%), Positives = 102/238 (42%), Gaps = 18/238 (7%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           LFD DGV++ G  A+PGA E LERL   GK   F++NN    R + A R  RLG    +  
Sbjct: 10  LFDLDGVIYVGPEALPGAVEALERLRSGGKTIRFLTNNPCMTREQTAARLNRLGIEAAKD 69 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E + S                    G+V+V                               
Sbjct: 70  EVISSGWATACCLRERRA-------GSVYVLGDEHLERECRDAGLDIVDVNAA------- 115 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
             AV+VG+ +  +   ++ A   + +     +AT+ D   P  DG      G+   A++  
Sbjct: 116 -EAVVVGWSDDLTLRDIQSAVTRIANG-AQFIATNADWSFPGPDGPMM-AVGTAVEAIKM 172 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTG 262 
           ASG+   +VGKP PYMF    ++   D +R +M GD  + DI   HR G++ VL  +G 
Sbjct: 173 ASGKTPYIVGKPYPYMFRQALQHVE-DWSRAVMFGDTPDADIAGAHRIGISAVLISSG 229 
 
 
>ref|YP_922443.1| HAD-superfamily hydrolase, subfamily IIA [Nocardioides sp. 
JS614] 
          Length = 268 
 
 Score = 89.4 bits (220), Expect = 3e-016 
 Identities = 75/270 (27%), Positives = 111/270 (41%), Gaps = 23/270 (8%) 
 
Query: 25  LFDCDGVLWNGERAVPGAPELLERLARAGKAALFVSNNSRRARPELALRFARLGFGGLRA 84 
           L D DGVL + E  +PGA E +E L  + +  L ++NNS     +L  R    G   +   
Sbjct: 13  LTDMDGVLVHEEVPIPGAQEFIEALKASQRRFLVLTNNSIFTPRDLRARLLGSGID-VPE 71 
 
Query: 85  EQLFSSXXXXXXXXXXXXPGPPDAPGAVFVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXR 144 
           E +++S            P      G  +V                               
Sbjct: 72  EAIWTSALATAQFLDDQRPR-----GTAYVVGEAGLTTALHDIGYVMTDRDPDY------ 120 
 
Query: 145 VRAVLVGYDEHFSFAKLREACAHLRDPECLLVATDRDPWHPLSDGSRTPGTGSLAAAVET 204 
              V++G    +SF  +  A   L       +AT+ D   P   G   P TGS+AA + T 
Sbjct: 121 ---VVLGETRTYSFEAITRAI-RLVAAGARFIATNPDASGPSQQGM-LPATGSVAALIST 175 
 
Query: 205 ASGRQALVVGKPSPYMFECITENFSIDPARTLMVGDRLETDILFGHRCGMTTVLTLTGVS 264 
           A+GR+   +GKP+P M              T+MVGDR++TDI+ G   G+ T+L  TG + 
Sbjct: 176 ATGRRPYFIGKPNPLMMRSALNRLEAHSETTVMVGDRMDTDIISGLEAGLRTILVTTGST 235 
 
Query: 265 RLEEAQAYLAAGQHDLVPHYYVESIADLTE 294 
           R E+   +         P   V+S+ADL E 
Sbjct: 236 RPEQVSTF------PYRPTRVVDSVADLLE 259 
 
 
  Database: nr 
    Posted date:  Apr 28, 2008  6:58 PM 
  Number of letters in database: 997,030,366 
  Number of sequences in database:  2,969,608 
   
  Database: C:\Genomics\blast\databases\nr.01 
    Posted date:  Apr 28, 2008  7:40 PM 
  Number of letters in database: 997,186,050 



  Number of sequences in database:  2,813,524 
   
  Database: C:\Genomics\blast\databases\nr.02 
    Posted date:  Apr 28, 2008  8:00 PM 
  Number of letters in database: 213,558,862 
  Number of sequences in database:  685,017 
   
Lambda     K      H 
   0.322    0.138    0.419  
 
Gapped 
Lambda     K      H 
   0.267   0.0410    0.140  
 
 
Matrix: BLOSUM62 
Gap Penalties: Existence: 11, Extension: 1 
Number of Hits to DB: 1,143,521,583 
Number of Sequences: 6468149 
Number of extensions: 42454060 
Number of successful extensions: 106594 
Number of sequences better than 10.0: 500 
Number of HSP's better than 10.0 without gapping: 837 
Number of HSP's successfully gapped in prelim test: 283 
Number of HSP's that attempted gapping in prelim test: 104631 
Number of HSP's gapped (non-prelim): 1849 
length of query: 298 
length of database: 2,207,775,278 
effective HSP length: 133 
effective length of query: 165 
effective length of database: 1,347,511,461 
effective search space: 222339391065 
effective search space used: 222339391065 
T: 11 
A: 40 
X1: 16 ( 7.4 bits) 
X2: 38 (14.6 bits) 
X3: 64 (24.7 bits) 
S1: 41 (21.9 bits) 
S2: 78 (34.7 bits) 
 
 


