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        Ricinus_communis_ssu72 ------MKLR------------------YAMVCSSNQNRSMEAHSLLKMQG--FD-VSSYGTGAHVKLPGPSLREPNVYDFG-TPYKQMFDDLRRKDP----DLYKRNGILPMLKRNSSVKLAPQRWQDNAAD-----------------   101
       Populus_trichocarpa_hyp ------MKFR------------------YAMVCSSNQNRSMEAHSLLKRHG--FD-VSSYGTGAHVKLPGPSLREPNVYDFG-TPYKQMFDDLRRKDP----ELYKRNGILPMLKRNSGVKLAPQRWQDNAAD-----------------   101
            Vitis_vinifera_hyp ------MKFR------------------YAMVCSSNQNRSMEAHSLLKKQG--FD-VSSYGTGAHVKLPGPSLREPNVYEFG-TPYKHMFDDLRRKDP----DLYKRNGILPMLKRNSSVKTAPQRWQDNAAD-----------------   101
     Populus_trichocarpa_ssu72 ------MKFR------------------YAMVCSSNQNRSMEAHSLLKRXG--FD-VSSYGTGAHVKLPGPSLREPN-------------------------------------------------------------------------    50
    Arabidopsis_thaliana_ssu72 ------MRFR------------------YAMVCSSNQNRSMEAHALLKRQG--LD-VASYGTGSHVKLPGPSLREPNVYDFG-TPYKQMFDELRRKDP----ELYKRNGILQMIKRNLSVKLAPQRWQDNAGD-----------------   101
             Salix_capre_ssu72 ------MKFR------------------YAMVCSSNQNRSMEAHSLLKRHG--FD-VSSYGTGSHVKL----------------------------------------------------------------------------------    41
    1Physcomitrella_patens_hyp ------MKLR------------------HAMVCASNQNRSMEAHALLQRQG--LN-VSSYGTGSHVKLPGPSAREPNVYSFG-TPYRVMLEDLMKKDP----ELYKRNGLLQMLKRNLGVKEAPQRWQDNAAD-----------------   101
    2Physcomitrella_patens_hyp ------MKLR------------------HAMVCASNQNRSMEAHALLQRQG--LD-VSSYGTGSHVKLPGPSAREPNVYSFG-TPYRTMLEDLIKKDP----ELYKRNGLLQMLKRNLGVKEAPQRWQDNAAD-----------------   101
    3Physcomitrella_patens_hyp ------MKLR------------------HAMVCASNQNRSMEAHALLQRQG--LD-VSSYGTGSHVKLPGPSIREPNVYAFG-TPYRSILEDLTNKNP----ELYKRNGLLQMLKRNVGVKEAPQRWQDNAAD-----------------   101
         Picea_sitchensis_prod ------MKLR------------------HAMVCASNQNRSMEAHALLKKHG--FD-VSSYGTGAHVKLPGPSIREPNVYDFG-TPYRRMFDDLKRKDP----ELYKRNGLLQMLKRNLNVKMAPQRWQENAVD-----------------   101
      1Oryza_sativa_hyp_intcut --MEARRKMR------------------FAMVCSSNMNRSMEAHSLLGRAG--LD-VASYGTGTHVKLPGPSLHEPNVYDFG-TPYNVIYDDLRRKDP----DLYKRNGLLPMLKRNTSVKLAPQRWQDNAGD-----------------   105
      2Oryza_sativa_hyp_intcut --MEARRKMR------------------FAMVCSSNMNRSMEAHSLLGRAG--LD-VASYGTGTHVKLPGPSLHEPNVYDFG-TPYNVIYDDLRRKDP----DLYKRNGLLPMLKRNTSVKLAPQRWQDNAGD-----------------   105
             Oryza_sativa_prod MGMEARRKMR------------------FAMVCSSNMNRSMEAHSLLGRAG--LD-VASYGTGTHVKLPGPSLHEPNVYDFG-TPYNVIYDDLRRKDP----DLYKRNGLLPMLKRNTSVKLAPQRWQDNAGD-----------------   107
                  Zea_mays_hyp --MAEGKRWR------------------FAMVCSSNMNRSMEAHSQLGRAG--LD-VESYGTGTHVKLPGPSLHEPNVYDFG-TPYGAIYDDLRRKDP----ELYKRNGLLPMLKRNTSVKLAPQRWQDNAGD-----------------   105
       Vitis_vinifiera_hyp_cut ------YAWH------------------YAMVCLSNQNRSMEAHSLLKKQG--FN-VSSYRTGVHIKLPGPSLREPNIYEFE-TPYKHMFDDLCCKNP----SLYKRNGILPMLKRNLSVKTSPQHWQDNATY-----------------   101
 Chlamydomonas_reinhardtii_hyp ---MTQRRMH------------------FAMVCAANNNRSMESHAMLKKHG--MH-VSSYGVGAHVKLPGPSQKEPNVYKFG-TPYKVIHDDLESKDP----ELYARNGLLTMLRRNMGVKTAPERFQDNSGGNVL--------------   107
        Micromonas_pusilla_hyp ------------------------------MVCAANMNRSMEAHRVLLERG--LD-VKSYGAGNHVKLPGASRDNPNVFSFGVESYQQIYDALMEQG---------ANGLKDMLERNMKIKPRPQRWQ---DEP----------------    89
                  Micronas_hyp ----MAEAKR------------------FAMVCAANMNRSMEAHKVALNAG--LD-VKSYGAGNRVKLPGASRDNPNVFEFGSVTYKDIYDKLMAEDE----KLYTRNGLKDMLERNMTIKPAPQRWQ---DSE----------------   102
  Ostreococcus_lucimarinus_hyp ---MSAERKR------------------YAVVCAANFNRSMEAHKVLAERG--LD-VASFGAASRVKLPGASRDDPNVYDFDSITYEDIASDLERQPRETV-ENYEARGMFEMLRRNAKIKPAPQRWQTHSDR-----------------   108
       Ostreococcus_tauri_prod ---MSSSTSRSGY--------------RYACVCAANFNRSMEAHRVLLENG--FD-VKSYGAASRVKLPGASRDDPNVYDFDGTSYEEILRDLRSQSEDLV-KNYEERGMFDMLVRNAKIKRCPERWKTHRERG----------------   113
Dictyostelium_discoideum_hyp_c -----QCNKR------------------IAMVCASNQNRSLEAHHLFVKNG--FKNIRSFGTSAHCKLPGPSIHQPNIFSFG-TPYQEIYTSLKNQDQ----ELYIRNGLLNMLERNISVKLAPEKWQEEQQS-----------------   103
          1Brugia_malayi_ssu72 -----------------MGK------LRFAVSCSSNMNRSMEAHSFLQKRG--FS-VESFGSGSQVKLPGPTPDRPNCYDFGVATYDFIYNDLKQKDPQL----YTQNGLLNMLDRNRRIKDMPQKFQ-HFSGK----------------   103
          2Brugia_malayi_ssu72 ------------------------------------MTH--------MKRG--FS-VESFGSGSQVKLPGPTPDRPNCYDFGVATYDFIYNDLKQKDPQL----YTQNGLLNMLDRNRRIKDMPQKFQ-HFSGK----------------    82
    Caenorhabditis_elegans_hyp --------------MEYSSK------LRFAVSCSSNMNRSMEAHGILKKRG--FN-IESYGSGNQVKMPGPTVDKPNCYEFGPTTYEDIYADLTNKDLHL----YTQNGLLHMVDRNRRIKSRPQRFQ-AETRE----------------   106
 Canorhabditis_elegans_hyp_cut --------------MEYSSK------LRFAVSCSSNMNRSMEAHGILKKRG--FN-IESYGSGNQVKMPGPTVDKPNCYEFGPTTYEDIYADLTNKDLHL----YTQNGLLHMVDRNRRIKSRPQRFQ-AETRE----------------   106
   Caenorhabditis_briggsae_hyp --------------MDYTSK------LRFAVSCSSNMNRSMEAHGILKKRG--FN-IESYGSGTQVKMPGPSIDKPNCYEFGATTYEEIHQDLSAKDPLL----YQQNGLLSMVDRNRRIKPRPQRFQ-AETRE----------------   106
        Ciona_intestinalis_hyp -----------------MPK------LSFAVVCSSNMNRSMEAHRCMSKRG--YA-VESFGSGNQVKLPGSSADRPNVYSFS-TKYDDILTDLKQKDRNL----YTQNGVLNMLDRNRRIKDRPQRFQ-DYVGQ----------------   102
            Apis_meliifera_hyp --------------MPASNS------ISVAVICSSNMNRSMEAHAFLSKKG--FN-VKSFGTGDKVKLPGNAPDRPNIYDFG-TSYDEIYNDLLSKDKQY----YTQNGLLHMLDRNRRIKPKPERFQ-LSKDK----------------   105
       Nasonia_vitripennis_hyp ------------------------------------------------KKG--FN-VKSFGTGDKVKLPGNAPDRPNIYDFG-TTYEEIYNDLLIKDKQY----YTQNGLLHMLDRNRRIKVKPERFQ-LSKDR----------------    77
 1Culex_quinquefasciatus_ssu72 ------------MTNQYVSP------LSVAVICSSNMNRSMEAHGFLAKKR--FK-VRSFGTGDKVKLPGTAADKPNVYEFG-TSYDDIFSDLANKDKNY----YTQNGLLHMLDRNRRIKTCPEKFQ-LCTER----------------   107
 2Culex_quinquefasciatus_ssu72 ----------------------------------------------------------------------------------------------------------------MLDRNRRIKTCPEKFQ-LCTER----------------    21
            Aedes_aegypti_prod ------------MTNQYVSP------LSIAVICSSNMNRSMEAHGFLAKKR--FK-VRSFGTGDKVKLPGTAADKPNIYDFG-TSYDDIYTDLASKDKQY----YTQNGLLHMLDRNRRIKPSPEKFQ-LCTER----------------   107
        Anopheles_gambiae_prod ------------MSQAYVSP------LSIAVICSSNMNRSMEAHGFLAKKR--FK-VRSFGTGDKVKLPGTAADRPNVYEFG-TTYDDIYNDLAAKDKQY----YTQNGLLHMLDRNRRIKSCPEKFQ-LCTER----------------   107
           Aedes_aegypti_ssu72 ------------MTNQYVSP------LSIAVICSSNMNRSMEAHGFLAKKR--FK-VRSFGTGDKVKLPGTAADKPNIYDFG-TSYDDIYTDLASKDKQY----YTQNGLLHMLDRNRRIKPSPEKFQ-LCTER----------------   107
 3Culex_quinquefasciatus_ssu72 ------------MTNQYVSP------LSVAVICSSNMNRSMEAHGFLAKKR--FK-VRSFGTGDKVKLPGTAADKPNVYEFG-TSYDDIFSDLANKDKN---------------------------------------------------    77
       Tribolium_castaneum_hyp ------------MSN--ISD------LRIAVICSSNMNRSMEAHAFLAKKG--FL-VQSFGTGDKVKIPGSAADKPNIYDFG-ISYDEIYHDLLGKDKSL----YTQNGLLHTLDRNRRIKTHPERFQ-ETDEK----------------   105
Pediculus_humanus_corporis_ssu --------------MPSLNN------LKIAVSCSSNMNRSMEAHAFLSKKG--FF-VKSFGTGDKVKLPGTAPDKPNVYDFG-CSYDEIYQDLLNKDKTF----YTQNGLLHMLDRNRRIKLGPERFQ-SCMEK----------------   105
       Acyrthosiphon_pisum_hyp ---------------MAISD------FKIAVVCSSNMNRSMEAHAFLSKKG--FN-VRSFGTGDKVKLPGTAQEKPNIYDFG-CSYDDIYKDLYNKDKTY----YTQNGLLNMLDRNRRIKQHPERFQ-ECNEQ----------------   104
            1Bombyx_mori_ssu72 -----------------MSD------LYVAVVCSSNMNRSMEAHAFLVKKG--FN-VKSYGTGEKVKLPGASADRPNCYEFG-VLYDEIYNDLMEKDKNY----YTQNGLLHMLDRNRRIKPCPEKFQ-VCNER----------------   102
            2Bombyx_mori_ssu72 -----------------MSD------LYVAVVCSSNMNRSMEAHAFLVKKG--FN-VKSYGTGEKVKLPGASADRPNCYEFG-VLYDEIYNDLMEKDKNY----YTQNGLLHMLDRNRRIKPCPEKFQ-VCNER----------------   102
  Drosophila_melanogaster_prod --------------MTDPSK------LAVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGMAFDKPNVYEFG-TKYEDIYRDLESKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-DTKEQ----------------   105
     Drosophila_sechellia_prod --------------MTDLSK------LAVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGMAFDKPNVYEFG-TKYEDIYRDLESKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-DTKEQ----------------   105
      Drosophila_simulans_prod --------------MTDLXR------LAVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGMAFDKPNVYEFG-TKYEDIYRDLESKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-DTKER----------------   105
Drosophila_melanogaster_cryst_ --------------XTDPSK------LAVAVVCSSNXNRSXEAHNFLAKKG--FN-VRSYGTGERVKLPGXAFDKPNVYEFG-TKYEDIYRDLESKDKEF----YTQNGLLHXLDRNRRIKKCPERFQ-DTKEQ----------------   105
        Drosophila_yakuba_prod --------------MTDPSK------LAVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGMAFDKPNVYEFG-TSYEDIYRDLEAKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-ETKEQ----------------   105
        Drosophila_erecta_prod --------------MTDPSK------IAVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGMAFDKPNVYEFG-TSYEDIYRDLEAKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-ETKEQ----------------   105
     Drosophila_ananassae_prod --------------MTDPSK------LSVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGIAFDKPNVYEFG-TSYEDIYRDLETKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-ETKEQ----------------   105
 Drosophila_persmilis_prod_cut -------------------------------------------HNFLAKKG--FN-VRSYGTGERVKLPGMTFDKPNVYEFG-TSYEDIHRDLESKDKEF----YTQNGLLHMLDRNRRLKKAPERFQ-ETKEK----------------    82
    Drosophila_willistoni_prod --------------MTDPSK------FSVAVVCSSNMNRSMEAHNFLAKKG--YS-VRSYGTGERVRLPGVAIDKPNVYEFG-TSYEDIYRDLEAKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-ETKEQ----------------   105
       Drosophila_virilis_prod --------------MTDPSK------LSVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGLAFDKPNVYEFG-TSYEEIYRDLESKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-ETKEQ----------------   105
     Drosophila_grimshawi_prod --------------MTDPSK------LSVAVVCSSNMNRSMEAHSFLAKKG--FN-VRSYGTGERVKLPGLAFDKPNVYEFG-TSYEEIYRDLEAKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-ETKEQ----------------   105
    Drosophila_mojavensis_prod --------------MTAPGK------LSVAVVCSSNMNRSMEAHNFLAKKG--FN-VRSYGTGERVKLPGLAFDKPNVYEFG-TSYEEIYRDLEAKDKEF----YTQNGLLHMLDRNRRIKKCPERFQ-ETKEQ----------------   105
   Caligus_rogercresseyi_ssu72 ------MKEVWSEKMSSCTG------LKIAVICSSNMNRSMEAHALLGKKG--FN-VASYGTGEHIKIPGKSIRDPNVYPFG-TSYTQIYDDLVKKDKKM----YTESGMLHILDRNRRIKERPEKFQ-RTEKK----------------   113
    Branchiostoma_floridae_hyp ----------------MGD-------LNIAVVCSSNQNRSMEAHAFLSKKG--FR-VKSFGTGSQVKLPGPAPDKPNVYDFG-TTYDQMHKDLTQKDLALLKPRYTQNGILHMLDRNKRIKPRPERFQ-SAKER----------------   106
        Ixodes_scapularis_prod ---------------MPGS-------LRIAVVCSSNQNRSMEAHAFLSKKG--FK-VRSFGSGAQVKLPGSAPDKPNVYDFG-VTYEQMYQDLMEKDKAL----YTQNGILHMLDRNRRIKSSPERFQ-NCYDK----------------   103
             1Homo_sapiens_hyp --------------MLSSP-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDS----------------   104
            3Homo_sapiens_prod --------------MLSSP-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDS----------------   104
             7Homo_sapiens_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDS----------------   104
             3Homo_sapiens_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDS----------------   104
             9Homo_sapiens_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-ECTDS----------------   104
            10Homo_sapiens_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDF----------------   104
             5Homo_sapiens_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDF----------------   104
             6Homo_sapiens_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRKKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-ECTDF----------------   104
             2Homo_sapiens_hyp --------------MLSSP-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKQMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDS----------------   104
             8Homo_sapiens_hyp --------------MLSSP-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKQMYNDLLRKDRER----YTRNGILHILGRNERIKPGPERFQ-ECTDS----------------   104
          1Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
          5Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
          2Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-ECTDF----------------   104
         11Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPHRTVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
          4Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
         10Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRNDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
          6Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
          8Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPHHPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
          7Pan_troglodytes_hyp --------------MLSST-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
      9Pan_troglodytes_hyp_cut --------------------------------------RSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------    87
         14Pan_troglodytes_hyp --------------------------MRRTNIFKSQT-GAWEAHSIFRRKG--LS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------    98
         12Pan_troglodytes_hyp --------------MLSSP-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPHRPIVYDFA-TTYKEMYNDLLRNDREC----YTRNGILHILGRNERIKPGPERFQ-DCTDF----------------   104
             4Homo_sapiens_hyp --------------MLSSP-------LRVAVVCVSNINRSMEAHSILRRKG--LS-VRSFGTESHVRLPGRRPNHPVVYDFA-TTYKEMYNDLLRKDREC----YTHNGILHILGRNERIKPGPERFQ-ECTEF----------------   104
            1Homo_sapiens_prod --------------MLSSP-------LRVAVVCVSNVNRSMEAHSILRRKG--LS-VRSFGTESHVRLPGRRPNHPVVYDFA-TTYKEMYNDLLRKDREC----YTHNGILHILGRNERIKPGPERFQ-ECTEF----------------   104
          3Pan_troglodytes_hyp --------------MLSSP-------LRVAVVCVSNINRSMEAHSILRRKG--LS-VRSFGTESHVRLPGRRRNHPVVYDFA-TTYKEMYNDLLRKDREC----YTHNGILHILGRNERIKPGPERFQ-ECTEF----------------   104
  Macaca_mulatta_similar_ssu72 --------------MFSSS-------LRVAVVCVSNINRSMEAHSILRRKG--LS-VRSFGTESHVRLPGPRPGHPVVYDFA-TTYKEMYNDLLRKDREC----YTCNGILHILGRNERIKPGPERFQ-ECTDF----------------   104
           2Equus_caballus_hyp --------------MPSSP-------LKVAVVCMSNINRSMEAQSILRKKG--FS-VWSFGAGSQVRLPGDAPNLPVVYNFS-TTYKEMYNDLLRKDRQH----YIRNGILHILRRNERIKPQPERFQ-ECLEA----------------   104
           3Equus_caballus_hyp --------------MPSSP-------LKVAVVCVSNMNRSMEAHSILKKKA--FS-VWSFRTGSRVRLPGEAPNLPVAYYFS-TTYKEMYNDLLRKDRQH----YTRNGMLHILGRNERIKPRPERFQ-ECCEA----------------   104
           1Equus_caballus_hyp --------------MPSSP-------LMVAVVCKSNMNRSMEAHSILRKKG--FS-VRSFGTGSLVRLPGTARDLPAVYNFT-TTYKEMYNDLLRRDRQH----YTRNGILHILERNQRIKPRPERFQ-ECREA----------------   104
               9Bos_taurus_hyp -------------------------------------------------------------------------------------------------------------------------PRPERLQ-ECRGR----------------    12
              10Bos_taurus_hyp -------------------------------------------------------------------------------------------------------------------------PRLERLQ-ECRDH----------------    12
               4Bos_taurus_hyp --------------MPSYP-------LSVAVVCMSNMNRSMEAHRILRRKG--FR-VRSFGAGSRVRLPGRARNLPVVYDFS-TTYEEMRKDLVRKDRQR----YNSNGILHILGRNERIKPRPERFQ-ECRDR----------------   104
               6Bos_taurus_hyp --------------MPSYP-------LSVAVVCMSNMNRSMEAHRILRRKG--FR-VRSFGAGSRVRLPGRARNLPVVYNFS-TTYEEMRKDLVRKDRQR----YNSNGILHILGRNERIKPRPERFQ-ECRDH----------------   104
               3Bos_taurus_hyp --------------MPSYP-------LSVAVVCTSNMNRSMEAHRILRRKG--FR-VRSFGAGSRVRLPGRARNLPVVYDFS-TTYEEMRKDLVRKDGQR----YNSNGILHILGRNERIKPRPERFQ-ECRDR----------------   104
               2Bos_taurus_hyp --------------MSFSP-------LKVAVVCMSNMNRSMEAHSILRKKG--FS-VRSFGAGSRVRLPGTARNLPVVYDFS-TTYEQMRKDLVRIDRER----YTSNGILHILGRNERIKPRPERFQ-ECRDR----------------   104
               5Bos_taurus_hyp --------------MPSSP-------LRVAVVCMSNVNRSMEAHRILSKNG--FH-VRSFGAGSHVRLPGGARKPPVLYDFS-TSYKKMHSDLSSKDQKR----YKRNGVLHILKRNERIKPGPERFQ-ECPDP----------------   104
               8Bos_taurus_hyp --------------MPSSP-------LRVAVVCMSNVNRSMEAHRVLSKNG--FH-VRSFGAGSHVRLPRGARNPPVRYNFS-TSYKKMHSYLFSKDQKL----YKRNGVLHILKRNERIKPGRERFQ-ECPDP----------------   104
               7Bos_taurus_hyp --------------MSSST-------LRVAVVCMSNMNRSMEAHSILKKKG--FN-VRSFGVGSHVTLPGLAPNLPVVYDFS-TTYEQMCKDLLCKNRMH----HKSNGVLQILGRNERIKSGPERFQ-ECRDP----------------   104
     4Canis_familiaris_hyp_cut --------------VPPSP-------LRVAVVCSSNMNRSMEAHDILQKRG--FC-VRSFGVARQVKLPGLIRNCPVLYDFS-TTYKQMYKDLWRKNREC----YSSNGILQLLGRNQRIKPHPERFQ-ECSDP----------------   104
    3Monodelphis_domestica_hyp --------------MSSGL-------LRMAVVCSSNQNRSMEAHSLLSRRG--FN-VRSFGVGTKVRLPGPAPDKPNVYDFQ-TTYSQMYNDLLRKDSKF----YTHSGILHMLGRNQRIKPRPERFQ-NCQEK----------------   104
            1Salmo_salar_ssu72 --------------MPSHP-------LRVAVVCSSNQNRSMEAHNILSKRG--FD-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKDKEL----YTQNGILHMLDRNKRIKSRPERFQ-SCKDQ----------------   104
             Esox_lucius_ssu72 --------------MPSHP-------LRVAVVCSSNQNRSMEAHNILSKRG--FD-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKDKEL----YTQNGILHMLDRNKRIKSRPERFQ-SCKEQ----------------   104
            2Salmo_salar_ssu72 --------------MPSHP-------LRVAVVCSSNQNRSMEAHNILSKRG--FE-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKDKEL----YTQNGILHMLDRNKRIKSRPERFQ-SCKDQ----------------   104
              1Danio_rerio_hyp --------------MPPHP-------LRVAVVCSSNQNRSMEAHNILSKRG--FD-VRSFGTGTHVKLPGPAPDKPNIYDFK-TTYEQMYNDLVRKDKEL----YTQNGILHMLDRNKRIKSRPERFQ-SCRDQ----------------   104
Tetraodon_nigroviridis_prod_in --------------MPSHP-------LRVAVVCSSNQNRSMEAHNILSKRG--FD-VRSFGTGTHVKLPGPTPDKPNVYDFK-TTYVQMYNDLVRKDKEL----YTQNGILHMLDRNKRIKSKPERFQ-NCKDR----------------   104
           1Xenopus_laevis_hyp --------------MPTAP-------LRVAVVCSSNQNRSMEAHNILSKRS--FN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYSDLLKKDKEL----YTQNGILHMLDRNRRIKPRPERFQ-NCKDY----------------   104
           2Xenopus_laevis_hyp --------------MPTAP-------LRVAVVCSSNQNRSMEAHNILSKRS--IN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYSDLLKKDKEL----YTQNGILHMLDRNRRVKPRPERFQ-NCKDY----------------   104
        Xenopus_tropicalis_hyp --------------MPTAP-------LRVAVVCSSNQNRSMEAHNILSKRS--FN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYNDLLKKDKEL----YTQNGILHMLDRNRRIKPRPERFQ-NCKDN----------------   104
     3Canis_familiaris_hyp_cut --------------ARKHR-------GWVAVVCSSTQNRSMEVHKILNKRG--FS-VRSFGTGTHVKLPGPAPDRPNVYDFK-TTY-----DLLRTDKEL----YTQNGILHMLDKNKRIKPRPERFQ-NCRDL----------------    99
         5Canis_familiaris_hyp ----------------------------------------------------------------------------------------------------------------MLDRNKRIKPRPERFQ-NCRDL----------------    21
Ornithorhynchus_anatinus_hyp_c -------------------------------------------------------------------------------------------DLSHEDMCL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------    38
           3Homo_sapiens_ssu72 ----------------------------------------------------------------------------------------------------------------MLDRNKRIKPRPERFQ-NCKDL----------------    21
   Taeniopygia_guttata_hyp_cut ---------------------------------------------LGVKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDV----------------    80
           Gallus_gallus_ssu72 --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDV----------------   104
           1Mus_musculus_ssu72 --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCTDL----------------   104
            2Mus_musculus_prod ----------------------------------------------------------------------PAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCTDL----------------    58
            1Mus_musculus_prod --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-PTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCTDL----------------   104
       Rattus_norvegicus_ssu72 --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------   104
         1Canis_familiaris_hyp --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCRDL----------------   104
           1Homo_sapiens_ssu72 --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------   104
              Homo_sapien_prod --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------   104
              Bos_taurus_ssu72 --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------   104
    1Monodelphis_domestica_hyp --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------   104
2Monodelphis_domestica_hyp_cut --------------------------LRVAVVCSSNQNRSMEAHNILSKRG--FN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNRRIKPRPERFQ-NCKDL----------------    99
           1Bos_taurus_hyp_cut --------------MPFLP-------LRLAVVCSSNQNRSMEAHNILSKRG--FS-ILSFGTGTNMKLPGPARDRPNVYDFR-AMYDDVYKDLLRKDKER----YMQNGVLRMLERNSQIKPRPERFQ-ECKDL----------------   104
         6Canis_familiaris_hyp --------------MRSSP-------LRVVVVCSSNQNRSMEAHNILSKHG--FS-VRSFGTGT--------------------------------------------------------------------------------------    40
     2Canis_familiaris_hyp_cut --------------MPSVP-------LKVAVVCSSNQNRSMEAHNILNKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKDL----YTQNGILHMLDRNKRIKPHPERFQ-NCRDV----------------   104
            11Homo_sapiens_hyp --------------MSLSP-------LRVAVVCWNNQNQSMEAHRVLNKRG--FS-VQSFGITPHVKLPGPAPNKPNIYDFK-TTYDEMYNDLITKDEEF----YTQNGVLYMLDRNKRIKLRPERFQ-DCKDV----------------   104
         13Pan_troglodytes_hyp --------------MSLSP-------LRVAVVCWNNQNQSMEAQRVLNRRG--FS-VQSFGITPHVKLPGPAPNKPNIYDFK-TTYDEMYNDLITKDKQF----YTQNGVLYMLDRNKRIKLRPERFQ-DCKDV----------------   104
         15Pan_troglodytes_hyp --------------MSLSP-------LRVAVVCWNNQNQSMEAQRVLNRRG--FS-VQSFGITPHVKLPGPAPNKPNIYDFK-TTYDEMYNDLITKDKQF----YTQNGVLYMLDRNKRIKLRPERFQ-DCKDV----------------   104
            4Homo_sapiens_prod --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YPSG------LPFKNPPCGPPWKV-LRVAR----------------    98
              2Danio_rerio_hyp --------------MPPHP-------LRVAVVCSSNQNRSMEAHNILSKRG--FD-VRSFGTGTHVKLPGPAPDKPNIYDFK-TTYEQMYNDLVRKDKEL----YP--------------------------------------------    77
              Saml_salar_ssu72 --------------MPSHP-------LRVAVVCSSNQNRSMEAHNILSKRG--FD-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKDKEL----YP--------------------------------------------    77
            3Salmo_salar_ssu72 ---------------------------------------MHHLQRTFSKRG--FE-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKDKEL----YP--------------------------------------------    59
           2Homo_sapiens_ssu72 --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------   104
       2Mus_musculus_ssu72_cut --------------------------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCTDL----------------    99
           3Mus_musculus_ssu72 --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCTDL----------------   104
            2Homo_sapiens_prod --------------MPSSP-------LRVAVVCSSNQNRSMEAHNILSKRG--FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKDKEL----YTQNGILHMLDRNKRIKPRPERFQ-NCKDL----------------   104
Strongylocentrotus_purpuratus_ -----------------MP-------LRIAVVCSSNQNRSMEAHAILSKKG--FN-VKSYGTGATVKLPGPAQDKPNIYDFK-TTYEEMYQDLKRKDRDL----YTQNGILHMLDRNRRIKSKPERFQ-NSKDK----------------   101
    Nepatostella_vectensis_hyp --------------MVHK--------LKIAVVCSSNQNRSMEAHNFLSKRG--FN-VKSYGSGTHVKLPGPAPDKPNIYTFD-TPYDEMYKDLLRKDSAL----YTQNGILHMLDRNRRIKALPERFQ-EAVEH----------------   103
      Hydra_magnipapillata_hyp --------------MVLEKTMKRSKDLKIAVTCSSNQNRSMEAHGVLSKRG--FN-VRSYGSGSYVKLPGPTADKPNIYHFN-TPYDQMYQDLARKDPIL----YKQNGILHMLDRNRRIKRSPERFQDDKSSE----------------   112
      Trichoplax_adhaerens_hyp --------------MPK---------LDFAIVCSSNQNRSMAAHKLLSKRG--FN-VTSFGSGTHCKLPGPTPEEPNIYSFD-SSYDEMYNDLTKKDKTL----YTQNGILHMLDRNRRIKTKPERFQ-DCTVK----------------   102
      Yarrowia_lipolytica_prod ----------------------MTELK-MCTVCASNQNRSMEAHKVLKEAG--FD-VESYGTGSAVRLPGPAYDKPNIYAFG-TPYDDIYNELSAQDE-R---LYTANGLLTMLDRNRKIKTAPERWVEHKN------------------   101
          Pichia_pastoris_prod ----------------------MSELLSFCTVCASNQNRSMEAHKLLKDAG--YK-VRSYGTGSAVRLPGPSIDKPNVFQFG-TPYSTMREQLMKQDV-R---LHQANGVLKMIDRNEKIKEAPQRWPYIGQEPQ-------------TT   107
 Saccharomyces_cerevisiae_prod -----------------MPSH-RNSNLKFCTVCASNNNRSMESHKVLQEAG--YN-VSSYGTGSAVRLPGLSIDKPNVYSFG-TPYNDIYNDLLSQSA-D---RYKSNGLLQMLDRNRRLKKAPEKWQESTKV-----------------   107
Saccharomyces_cerevisiae_ssu72 -----------------MPSH-RNSNLKFCTVCASNNNRSMESHKVLQEAG--YN-VSSYGTGSAVRLPGLSIDKPNVYSFG-TPYNDIYNDLLSQSA-D---RYKSNGLLQMLDRNRRLKKAPEKWQESTKV-----------------   107
         Candida_glabrata_prod -------------------MD-QKQALKFCTVCASNNNRSMESHRILQEAG--YE-VSSYGTGSAVRLPGLSFDKPNVYPFG-TPYNDIYNDLLSQSA-E---RYKANGLLQMLDRNRRLKKAPEKWQEGTKT-----------------   105
      Ashbya_gossypii_prod_cut -----------------MPN---TSTLRLCTVCASNNNRSMESHRVLKEAG--YD-VSSYGTGSAVRLPGLSIDKPNVYPFG-TPYNDIYNDLLAQSA-E---RYKSNGLLEMLDRNRRIKKAPEKWHDSQKV-----------------   105
     Kluyveromyces_lactis_prod -----------------MSESMRNSGLKFCTVCASNNNRSMESHRVLEEAG--YD-VSSYGTGSAVRLPGLSIDKPNVYSFG-TPYDDIYNDLISQSE-D---RYKQNGVLEMLDRNRKLKKAPEKWHDGRKV-----------------   108
 Vanderwaltozyma_polyspora_hyp ---------------------MRDSQLTFCTVCASNNNRSMESHKVLQEAG--YN-VNSYGTGSAVRLPGLSIDKPNVYPFG-TPYNDIYNDLLSQSA-D---RYKSNGLLQMLDRNRRIKKSPEKWHENFKI-----------------   104
    Candida_dubliniensis_ssu72 ------------------MSKHIDDSLKICTVCASNNNRSMESHKQLMDAG--YD-VHSFGTGTAVRLPGPSVDKPNVYDFG-TPYQVMYDDLISQKSRK---LYESNGLIHMLERNKSVKEAPEKWHRNASLG----------------   109
         Candida_albicans_prod ------------------MSKHIEDSLKICTVCASNNNRSMESHKQLMDAG--YD-VHSFGTGTAVRLPGPSVDKPNVYEFG-TPYQVMYDDLISQKSRK---LYESNGLIHMLERNKSVKEAPEKWHRNAPLG----------------   109
           Pichia_stipitis_hyp ---------------------MVTDSLKICTVCASNNNRSMEAHKQLKDAG--YD-VKSFGTGSAVRLPGPSIDKPNVYEFG-TPYEDIYNDLISQNCRK---MYEANGLIHMLDRNRHVKPAPEKWHSNSYAG----------------   106
Lodderomyces_elongisporus_ssu7 ---------------------MIEDSLKICTVCASNNNRSMESHKQLMDAG--YD-VHSFGTGSAVRLPGPSIDKPNVYEFG-TPYEKILQDLVSQNAGN---TYEHNGVLSMLRRNKDVKKAPEKWHSNYYAG----------------   106
    1Pichia_guilliermondii_hyp ---------------------MAIDSLKICTVCASNNNRSMESHKQLKDAG--YD-VKSFGTGSAVRLPGPSIDRPNVYEFG-TPYEDIYNDLMSQEAHK---MYESNGLIHMLNRNRHVKRAPEKWHANAYAG----------------   106
    2Pichia_guilliermondii_hyp ---------------------MAIDSLKICTVCASNNNRSMESHKQLKDAG--YD-VKSFGTGSAVRLPGPLIDRPNVYEFG-TPYEDIYNDLMSQEAHK---MYESNGLIHMLNRNRHVKRAPEKWHANAYAG----------------   106
     Debaryomyces_hansenii_hyp ---------------------MVSDSLKICTVCAANNNRSMESHKQLKDAG--YN-VRSFGTGSAVRLPGPLVDKPNVYEFG-TPYDDIYRDLTSQEYHK---MYESNGLIRMINRNRHIKRAPEKWHNNASAG----------------   106
Schizosaccharomyces_japonicus_ --------------------MAPNTNLKISVICASNQNRSMEAHNVLKNAG--YE-VQSFGTGSAVRLPGPSIDKPNIYQFG-YSYDNIYNELEAQDA-R---LYTANGLLKMLDRNRRIKTAPERWQDQRNT-----------------   105
  Shizosaccharomyces_pombe_hyp --------------------MAPKTNLQISVICASNQNRSMEAHNVLKNAG--YQ-VDSFGTGSAVRLPGPSIDKPNIYQFG-YPYDEIYKELEAQDS-R---LYTANGLLKMLDRNRRIKRAPCRWQDQDSI-----------------   105
       Coprinopsis_cinerea_hyp ----------------------------------------MEGHNVLSKAG--YR-VISSGTGSAVRLPGPAIDKPNIYSFG-TPYNTIYEELSSKDP-R---LYTANGLLQMLDRNRRIKTAPERWQETRTV-----------------    85
           Postia_placenta_hyp ----------------------------------------MEGHYVLSKAG--YR-VVSSGTGSAVRLPGPAIDKPNIYAFG-TPYNDIYEELQAQDS-R---LYSANGLLQMLDRNRRIKLAPERWQESKTI-----------------    85
          Laccaria_bicolor_hyp ------------------------------VVCASNQNRSMEGHHVLSKAG--YQ-VISSGTGSAVRLPGPSIDKPNIYPFG-TPYNTIYEELNSKDP-R---LYTANGLLPMLDRNRRLKLAPERWQDSRTV-----------------    95
  Aspergillus_flavus_ssu72_cut ----------------------DSYKLRFCTVCASNQNRSMEAHLRLSTAPSPFP-VISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYEELYSKDE-R---LYRNNGLLNMLERNRNLKWGPERFQDWVPGMPRVDHVAKGDKGALGT   123
    Aspergillus_oryzae_hyp_cut ----------------------DSYKLRFCTVCASNQNRSMEAHLRLSTAPSPFP-VISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYEELYSKDE-R---LYRNNGLLNMLERNRNLKWGPERFQDWVPGMPRVDHVAKGDKGALGT   123
  Aspergillus_nidulans_hyp_cut --------------------------------------RSMEAHLRLSTAASPFP-VISFGTGSLVRLPGPSITQPNVYNFNSTSYSQMYDELLSKDE-R---LYRNNGILNMLDRNRNVKWGPERFQDWVPGMPRVDHVSKGDKGALGT   107
Neosartorya_fischeria_ssu72_cu ----------------------DSFKLKFCTVCASNQNRSMEAHLRLSTAPSPFP-VISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYDELLAKDE-R---LYRNNGLLNMLDRNRNLKWGPERFQDWVPGMPRVDHVSKGDKGALGT   123
Aspergillus_fumigatus_ssu72_cu ----------------------DSFKLKFCTVCASNQNRSMEAHLRLSTAPSPFP-VISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYDELLAKDE-R---LYRNNGLLNMLDRNRNLKWGPERFQDWVPGMPRVDHVSKGDKGALGT   123
 Aspergillus_terreus_ssu72_cut ----------------------DSYKLRFCTVCASNQNRSMEAHLRLSSAPSPFP-VISFGTGSLVRLPGPSITQPNVYNFNTTSYAQMYDELLAKDE-R---LYRHNGLLNMLERNRNLKWGPERFQDWVPGMPRVDHVSKGDKGALGT   123
Aspergillus_clavatus_ssu72_cut ----------------------ESFKLKFCTVCASNQNRSMEAHLRLSTAP--YP-VISFGTGSLVRLPGPTITQPNVYHFNTTSYSQMYDELQSKDE-R---LYRNNGLLNMLDRNRNLKWGPERFQDWVPGMPRVDHVSKGDKGALGT   121
     Aspergillus_niger_hyp_cut ----------------------SSYKLRFCTVCASNQNRSMEAHLRLSTATSPFP-VISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYDELLSKDE-R---LYRNNGLLNMLERNRNLKWGPERFQDW---------------GALGT   108
Penicillium_chrysogenum_prod_c ----------------------DSYKLKFCTVCASNNNRSMEAHLQLSGAPTAFP-VISFGTGSLVRLPGPSITQPNVYSFNTTSYNQMYEELSGKDE-R---LYRSNGILNMLDRNRQLKWGPERFQDWVPGVPRVDHLSKGDKGAVGT   123
1Paracoccidioides_brasiliensis ----------------------TSYKLKFCTVCAANQNRSMEAHNRLSSPPSSYP-VISFGTGSLVRLPGPSITQPNVYNFNTVSYAQMYDELLQKDP-R---LYRNNGVLTMLERNKNVKWGPERFQEWVPGMPRLDHVSRGDKGSLGT   123
3Paracoccidioides_brasiliensis ----------------------TSYKLKFCTVCAANQNRSMEAHNRLSSPPSSYP-VISFGTGSLVRLPGPSITQPNVYNFNTVSYAQI--------------LYRNNGVLTMLERNKGVKWGPERFQEWVPGMPRLDHVSRGDKGSLGT   113
2Paracoccidioides_brasiliensis ----------------------TSYKLKFCTVCAANQNRSMEAHNRLSSPPSSYP-VISFGTGSLVRLPGPSITQPNVYNFNTVSYAQMYDELLQKDP-R---LYRNNGVLTMLERNKNVKWGPERFQEWVPGMPRLDHVSRGDKGSLGT   123
Ajellomyces_capsulatus_ssu72_c ----------------------TSYKLKFCTVCAANQNRSMEAHNRLSAPPSSYP-VISFGTGSLVRLPGPSIAQPNVYNFNTVSYAQMYDELLQKDP-R---LYRNNGVLPMLERNKSVKWGPERFQEWVPGMPRLDHVSRGDKGALGT   123
Ajellomyces_capsulatus_hyp_cut ----------------------TSYKLKFCTVCAANQNRSMEAHNRLSAPPSSYP-VISFGTGSLVRLPGPSIAQPNVYNFNTVSYAQMYDELLQKDP-R---LYRNNGVLPMLERNKSVKWGPERFQEWVPGMPRLDHVSRGDKGALGT   123
  Coccidioides_immitis_hyp_cut -----------------------SYKLKFCTVCAANQNRSMEAHNRLAAPPSSYP-VISFGTGSLVRLPGPTITQPNVYNFNTVSYSQIYDELQSKDP-R---LYRNNGVLPMLDRNRSVKWGPERFQEWLPGMPRLDHVSRGDKGSLGT   122
Talaromyces_stipitatus_ssu72_c ----------------------PSYKLKFCTVCASNNNRSMEAHYQLSSG--SYP-VISFGTGSLVRLPGPSITQPNVFNFDSTSYNHMYEDLYNKDQ-R---LYRNNGILNMLDRNRNLKWGPERFQNWVPGQPRLDHIAKGDKGSLGT   121
Penicillium_barneffei_ssu72_cu ----------------------SSYKLIFCTVCASNNNRSMEAHLQLSR---SYP-VISFGTGSLVRLPGPSITQPNVFNFDSTSYNHMYEDLYNKDQ-R---LYRNNGILNMLDRNRNLKWGPERFQNWVPGQPRLDHIAKGDKGSLGT   120
Sclerotinia_sclerotiorum_hyp_c ----------------------DGFKLKFCTVCASNNNRSMESHLRLAAA--HYP-VISFGTGSLVRLPGPSISQPNVYQFNKTSYDSMYKELESKDP-R---LYRANGILNMLGRNRSVKWGPERWQDWQVGVPRLQHNT--DQGAEGV   119
Botryotinia_fuckeliana_hyp_cut ----------------------GGFKLKFCTVCASNNNRSMESHLRLAAA--HYP-VISFGTGSLVRLPGPSITQPNVYQFNKTSYDSMYKELESKDP-R---LYRANGILNMLGRNRSVKWGPERWQDWQVGVPRLQHST--DQGADGV   119
   Chaetomium_globosum_hyp_cut ----------------------SGFKLKFCTVCASNQNRSMEGHLRLAQA--NYP-VISFGTGSLVRLPGPTITQPNVYKFNETSYDSIYRELEAKDP-R---LYRANGLLNMLGRNRVIKWGPERWQDWQVGMPRVKHEK--DQGSIGM   119
       Podospora_anserina_prod ----------------GHREDPGGFKLKFCTVCA----------------------MISFGTGSLVRLPGPTITQPNVYKFNETSYDSIYRELEAKDP-R---LYRANGLLNMLGRNRNIKWGPERWQDWQVGMPRVKKET--DKGFEGM   106
    Neurospora_crassa_prod_cut ----------------------GGFKLKFCTVCASNQNRSMEGHLRLSLA--NYP-VISFGTGSLVRLPGPSITQPNVYKFNETSYDSIYRELEAKDP-R---LYRANGLLNMLGRNRQVKWGPERWQDWQIGMPRTKHKD--DKGADGM   119
    Magnaporthe_grisea_hyp_cut ----------------------DGFKLKFCTVCASNQNRSMEAHLQLSKA--NYP-VISFGTGSLVRLPGPTITQPNVYKFNSTSYDAMYKELEGKDR-R---LYTANGILNMLERNRNVKRGPERWQDWQIGIPRLEHAS--DRGSEGT   119
        Giberella_zeae_hyp_cut ----------------------NGYKLKFCTVCASNNNRSMEAHLRLSQA--DYP-VISFGTGSLVRLPGPTITQPNVYHFNKTSYDSMFKELESKDA-R---LYKNNGILNMLNRNRGVKWGPERWQDWQVGVPRLQHAK--DRGSEGT   119
Pyrenophora_tritici-repentis_s ----------------------DSFKLKFCTVCASNQNRSMEAHLQLASA--HLP-TISFGTGSLVRLPGPTITQPNVYRFNDTTYRAIHDELTEQNA-A---LYTHNGLLNMLGRNLNIKGYPERFQDWVPGKPRLDHAE--DKGSQGT   119
 Phaeosphaeria_nodorum_hyp_cut ----------------------DKFKLKFCTVCASNQNRSMEAHLQLASA--HLP-TISFGTGSLVRLPGPTAMQPNVYHFNSTTYRAIHDELAQQNT-A---LYTHNGLLNMLGRNLNIKGFPERFQDWVPGKPRLEHAE--DKGFQGT   119
Cryptococcus_neoformans_hyp_cu --------------------------PLFCVVCASNNNRSMEAHYVLNKNS--FR-VVSAGTGSAVRLPGPAIDKPNVYRFG-TPYDDIYRDLESQDP-Q---LYTRNGILPMLDRNRKVKKAPEKWQELKS------------------    98
  Cryptococcus_neoformans_prod ----------------------------MCHKVEEDRYFVWFVR-AITKNS--FR-VVSAGTGSAVRLPGPAIDKPNVYRFG-TPYDDIYRDLESQDP-Q---LYTRNGILPMLDRNRKVKKAPEKWQELKS------------------    95
        Malassezia_globosa_hyp ----------------------------------------MSAHAALKDAG--YL-VTSCGTGSAVRLPGPSIDKPNIYAFG-TPYETMFQDLMKKDS-R---LYEANGLLPMLDRNRHIKSAPERWQECR-------------------    83
      Monosiga_brevicollis_hyp --------------MPDATR-------RYAVVCSSNQNRSMETHLVFQRHG--FN-IESYGTGSAVKLPGPSIDKPNVFGFDDTTYEDMYKQLKEQNFEL----YSGNGVLDMLERNMAIKPRPEKFQRQTKKR----------------   106
     Entamoeba_histolytica_hyp --------------MDIFQPKTNHFSESIAVICRSNQNRSISAHCRLKQLG--YN-VSSFGTGVYTILPGATRNFG--FQFG-IPYKDIKNSLPKDEASVEY--YRKNKIYQMLDRNANLKSAPEKFQDCKKEFN---------------   113
        Entamoeba_dispar_ssu72 --------------MDSFQPKTNHLSESIAVICRSNQNRSISAHCRLKQLG--YN-VSSFGTGVYTILPGATRNFG--FQFG-IPYKDIKNSLPKDEVSVEY--YRKNKIYQMLDRNANLKSAPEKFQDCKKEFN---------------   113
Encephalitozoon_cuniculi_ssu72 -----------------------MPLMKLAVTCAMNQNRSMQTHDLLAKKG--IP-VKSFGTNPVIKLPGETMDKPNVYNFG-VTYQQIYDDLCMKNEDH----YRESGILYLLERNMGVKERPENFFQRSED-----------------   102
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        Ricinus_communis_ssu72 --GSFDVVFSFEEKVFDMVIEDLHNRD--------HVLMRSVLVINLEVKDNHEEAAIGARLALELCQEIEAAES-----------------------WEDSIDEIITAFETKHRRK-LLYSVSFY----------------   193
       Populus_trichocarpa_hyp --GSFSVVFTFEEKVFDMVLEDLHNRD--------HVLLKSVLVINLEVKDNHEEAAVGGQLTLELCQKIEAVES-----------------------WEDSIDEIITAFEAKHRRK-LVYSISFY----------------   193
            Vitis_vinifera_hyp --GPFDVVFTFEEKVFDMVVEDLHNRD--------HVLMKTVLVINLEVKDNHEEAAIGARLALDLCQEIEATES-----------------------WEDSVDDVVSGFEKQHRRK-LLYSISFY----------------   193
     Populus_trichocarpa_ssu72 ----------------------------------------------------------------------------------------------------------------------------------------------    50
    Arabidopsis_thaliana_ssu72 --GVFDVVMTFEEKVFDSVLEDLNNRE--------QSLTKTILVMNLEVKDNHEEAAIGGRLALELCQEIEGNET-----------------------WEDTIDDIVAGFEKQHRRK-LVYSISFY----------------   193
             Salix_capre_ssu72 ----------------------------------------------------------------------------------------------------------------------------------------------    41
    1Physcomitrella_patens_hyp --GTFDVVFTFEERVFDTVIDDLENRE--------TNLMKLALIINMDVKDNHDEAAIGGKLALDLCQRLEQADA-----------------------WEDEIDDIVSRFEKQHRRR-LMYTIRFY----------------   193
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