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          1Brugia_malayi_ssu72 -----------MGKLRFAVSCSSNMNRSMEAHSFLQKRGFS-VESFGSGSQVKLPGPTPDRPNCYDFGVATYDFIYNDLKQKD----PQLYTQNGLLNMLDRNRRIKDMPQKFQ--------HFSGKFDVIICLEERVYDQIVEDLQTRD   126
          2Brugia_malayi_ssu72 ------------------------MTH--------MKRGFS-VESFGSGSQVKLPGPTPDRPNCYDFGVATYDFIYNDLKQKD----PQLYTQNGLLNMLDRNRRIKDMPQKFQ--------HFSGKFDVIICLEERVYDQIVEDLQTRD   105
    Caenorhabditis_elegans_hyp --------MEYSSKLRFAVSCSSNMNRSMEAHGILKKRGFN-IESYGSGNQVKMPGPTVDKPNCYEFGPTTYEDIYADLTNKD----LHLYTQNGLLHMVDRNRRIKSRPQRFQ--------AETREFDIVLCLEERVFDQVVDFLNRSV   129
 Canorhabditis_elegans_hyp_cut --------MEYSSKLRFAVSCSSNMNRSMEAHGILKKRGFN-IESYGSGNQVKMPGPTVDKPNCYEFGPTTYEDIYADLTNKD----LHLYTQNGLLHMVDRNRRIKSRPQRFQ--------AETREFDIVLCLEERVFDQVVDFLNRSV   129
   Caenorhabditis_briggsae_hyp --------MDYTSKLRFAVSCSSNMNRSMEAHGILKKRGFN-IESYGSGTQVKMPGPSIDKPNCYEFGATTYEEIHQDLSAKD----PLLYQQNGLLSMVDRNRRIKPRPQRFQ--------AETREFDIVLCLEERVFDQVVDFLNRRV   129
        Ciona_intestinalis_hyp -----------MPKLSFAVVCSSNMNRSMEAHRCMSKRGYA-VESFGSGNQVKLPGSSADRPNVYSFS-TKYDDILTDLKQKD----RNLYTQNGVLNMLDRNRRIKDRPQRFQ--------DYVGQFDVIITLEERVYDQIMEDFNTRE   125
    Nepatostella_vectensis_hyp ----------MVHKLKIAVVCSSNQNRSMEAHNFLSKRGFN-VKSYGSGTHVKLPGPAPDKPNIYTFD-TPYDEMYKDLLRKD----SALYTQNGILHMLDRNRRIKALPERFQ--------EAVEHFDLIITAEERVYDQVIEHLEGLD   126
  Hydra_magnipapillata_hyp_cut --------------LKIAVTCSSNQNRSMEAHGVLSKRGFN-VRSYGSGSYVKLPGPTADKPNIYHFN-TPYDQMYQDLARKD----PILYKQNGILHMLDRNRRIKRSPERFQD-------DKSSEFDIIITAEEKVYDQVLEEFNRRE   123
      Trichoplax_adhaerens_hyp -----------MPKLDFAIVCSSNQNRSMAAHKLLSKRGFN-VTSFGSGTHCKLPGPTPEEPNIYSFD-SSYDEMYNDLTKKD----KTLYTQNGILHMLDRNRRIKTKPERFQ--------DCTVKHDCVISCDERVYDQVIEDFENRG   125
            Apis_meliifera_hyp --------MPASNSISVAVICSSNMNRSMEAHAFLSKKGFN-VKSFGTGDKVKLPGNAPDRPNIYDFG-TSYDEIYNDLLSKD----KQYYTQNGLLHMLDRNRRIKPKPERFQ--------LSKDKFDILITCEERVYDQVIECMESRT   128
       Nasonia_vitripennis_hyp ------------------------------------KKGFN-VKSFGTGDKVKLPGNAPDRPNIYDFG-TTYEEIYNDLLIKD----KQYYTQNGLLHMLDRNRRIKVKPERFQ--------LSKDRFDILITCEERVYDQVIECMESRT   100
 1Culex_quinquefasciatus_ssu72 ------MTNQYVSPLSVAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADKPNVYEFG-TSYDDIFSDLANKD----KNYYTQNGLLHMLDRNRRIKTCPEKFQ--------LCTERFDVLVTCEERVYDQVIEFMESKT   130
 2Culex_quinquefasciatus_ssu72 --------------------------------------------------------------------------------------------------MLDRNRRIKTCPEKFQ--------LCTERFDVLVTCEERVYDQVIEFMESKT    44
            Aedes_aegypti_prod ------MTNQYVSPLSIAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADKPNIYDFG-TSYDDIYTDLASKD----KQYYTQNGLLHMLDRNRRIKPSPEKFQ--------LCTERFDVLVTCEERVYDQVIEFMESKT   130
        Anopheles_gambiae_prod ------MSQAYVSPLSIAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADRPNVYEFG-TTYDDIYNDLAAKD----KQYYTQNGLLHMLDRNRRIKSCPEKFQ--------LCTERFDVLVTCEERVYDQVIEFMESKT   130
           Aedes_aegypti_ssu72 ------MTNQYVSPLSIAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADKPNIYDFG-TSYDDIYTDLASKD----KQYYTQNGLLHMLDRNRRIKPSPEKFQ--------LCTERFDVLVTCEERVYDQVIEFMESKT   130
 3Culex_quinquefasciatus_ssu72 ------MTNQYVSPLSVAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADKPNVYEFG-TSYDDIFSDLANKD----KN-------------------------------------------------------------    77
       Tribolium_castaneum_hyp ------MSN--ISDLRIAVICSSNMNRSMEAHAFLAKKGFL-VQSFGTGDKVKIPGSAADKPNIYDFG-ISYDEIYHDLLGKD----KSLYTQNGLLHTLDRNRRIKTHPERFQ--------ETDEKFDILITCEERVYDQVVEYMESKT   128
Pediculus_humanus_corporis_ssu --------MPSLNNLKIAVSCSSNMNRSMEAHAFLSKKGFF-VKSFGTGDKVKLPGTAPDKPNVYDFG-CSYDEIYQDLLNKD----KTFYTQNGLLHMLDRNRRIKLGPERFQ--------SCMEKFDIIITCEERVYDQVIEALENRP   128
       Acyrthosiphon_pisum_hyp ---------MAISDFKIAVVCSSNMNRSMEAHAFLSKKGFN-VRSFGTGDKVKLPGTAQEKPNIYDFG-CSYDDIYKDLYNKD----KTYYTQNGLLNMLDRNRRIKQHPERFQ--------ECNEQFTVVITCEERVYDQVLEYFENIL   127
            1Bombyx_mori_ssu72 -----------MSDLYVAVVCSSNMNRSMEAHAFLVKKGFN-VKSYGTGEKVKLPGASADRPNCYEFG-VLYDEIYNDLMEKD----KNYYTQNGLLHMLDRNRRIKPCPEKFQ--------VCNERFDVIITCEERVYDQVIEWLGSRR   125
            2Bombyx_mori_ssu72 -----------MSDLYVAVVCSSNMNRSMEAHAFLVKKGFN-VKSYGTGEKVKLPGASADRPNCYEFG-VLYDEIYNDLMEKD----KNYYTQNGLLHMLDRNRRIKPCPEKFQ--------VCNERFDVIITCEERVYDQVIEWFGSRR   125
  Drosophila_melanogaster_prod --------MTDPSKLAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEFG-TKYEDIYRDLESKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------DTKEQFDIIVTVEERVYDLVVMHMESME   128
     Drosophila_sechellia_prod --------MTDLSKLAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEFG-TKYEDIYRDLESKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------DTKEQFDIIVTVEERVYDLVVLHMESME   128
      Drosophila_simulans_prod --------MTDLXRLAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEFG-TKYEDIYRDLESKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------DTKERFDIIVTVEERVYDLVVLHMESME   128
Drosophila_melanogaster_cryst_ --------XTDPSKLAVAVVCSSNXNRSXEAHNFLAKKGFN-VRSYGTGERVKLPGXAFDKPNVYEFG-TKYEDIYRDLESKD----KEFYTQNGLLHXLDRNRRIKKCPERFQ--------DTKEQFDIIVTVEERVYDLVVXHXESXE   128
        Drosophila_yakuba_prod --------MTDPSKLAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEFG-TSYEDIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------ETKEQFDIIVTVEERVYDLVVLHMESME   128
        Drosophila_erecta_prod --------MTDPSKIAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEFG-TSYEDIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------ETKEQFDIIVTVEERVYDLVVLHMESME   128
     Drosophila_ananassae_prod --------MTDPSKLSVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGIAFDKPNVYEFG-TSYEDIYRDLETKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------ETKEQFDIIVTVEERVYDLVVLHMESMD   128
 Drosophila_persmilis_prod_cut -------------------------------HNFLAKKGFN-VRSYGTGERVKLPGMTFDKPNVYEFG-TSYEDIHRDLESKD----KEFYTQNGLLHMLDRNRRLKKAPERFQ--------ETKEKFDIIVTVEERVYDLVVLHMESMD   105
    Drosophila_willistoni_prod --------MTDPSKFSVAVVCSSNMNRSMEAHNFLAKKGYS-VRSYGTGERVRLPGVAIDKPNVYEFG-TSYEDIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------ETKEQFDIIVTVEERVYDLVVLHMESMD   128
       Drosophila_virilis_prod --------MTDPSKLSVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGLAFDKPNVYEFG-TSYEEIYRDLESKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------ETKEQFDIIITVEERVYDLVVMHMESMD   128
     Drosophila_grimshawi_prod --------MTDPSKLSVAVVCSSNMNRSMEAHSFLAKKGFN-VRSYGTGERVKLPGLAFDKPNVYEFG-TSYEEIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------ETKEQFDIIITVEERVYDLVVLHMESMN   128
    Drosophila_mojavensis_prod --------MTAPGKLSVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGLAFDKPNVYEFG-TSYEEIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ--------ETKEQFDIIITVEERVYDLVVMHMESME   128
   Caligus_rogercresseyi_ssu72 MKEVWSEKMSSCTGLKIAVICSSNMNRSMEAHALLGKKGFN-VASYGTGEHIKIPGKSIRDPNVYPFG-TSYTQIYDDLVKKD----KKMYTESGMLHILDRNRRIKERPEKFQ--------RTEKKYDVILTCEERVYDLVLLDFESRE   136
             1Homo_sapiens_hyp ---------MLSSPLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDSFDVIFTCEESVYDTVVEDLCSRE   127
            3Homo_sapiens_prod ---------MLSSPLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDSFDVIFTCEESVYDTVVEDLCSRE   127
             7Homo_sapiens_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDSFDVIFTCEESVYDTVVEDLCSRE   127
             3Homo_sapiens_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDSFDVIFTCEESVYDTVVEDLCSRE   127
             9Homo_sapiens_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------ECTDSFDVIFTCEESVYDTVVEDLCSRE   127
            10Homo_sapiens_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDFFDVIFTCEESVYDTVVEDLCSRE   127
             5Homo_sapiens_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDFFDVIFTCEESVYDTVVEDLCSRE   127
             6Homo_sapiens_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRKKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------ECTDFFDVIFTCEESVYDTVVEDLCSRE   127
             2Homo_sapiens_hyp ---------MLSSPLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKQMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDSFDVIFTCEESVYDTVVEDLCSRE   127
             8Homo_sapiens_hyp ---------MLSSPLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKQMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ--------ECTDSFDVIFTCEESVYDTVVEDLCSRE   127
          1Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
          5Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
          2Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------ECTDFFDVIFTCEERVYDTVVEDLCSRE   127
         11Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHRTVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
          4Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
         10Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRND----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
          6Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
          8Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHHPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
          7Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
         12Pan_troglodytes_hyp ---------MLSSPLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHRPIVYDFA-TTYKEMYNDLLRND----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEERVYDTVVEDLCSRE   127
      9Pan_troglodytes_hyp_cut --------------------------RSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPDRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEESVYDTVVEDLCSRE   110
         14Pan_troglodytes_hyp --------------MRRTNIFKSQT-GAWEAHSIFRRKGLS-VRSFGTESHVRLPGPRPHRPVVYDFA-TTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ--------DCTDFFDVIFTCEESVYDTVVEDLCSRE   121
             4Homo_sapiens_hyp ---------MLSSPLRVAVVCVSNINRSMEAHSILRRKGLS-VRSFGTESHVRLPGRRPNHPVVYDFA-TTYKEMYNDLLRKD----RECYTHNGILHILGRNERIKPGPERFQ--------ECTEFFDVIFTCEERVYDTVVEDLCSRE   127
            1Homo_sapiens_prod ---------MLSSPLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGRRPNHPVVYDFA-TTYKEMYNDLLRKD----RECYTHNGILHILGRNERIKPGPERFQ--------ECTEFFDVIFTCEERVYDTVVEDLCSRE   127
          3Pan_troglodytes_hyp ---------MLSSPLRVAVVCVSNINRSMEAHSILRRKGLS-VRSFGTESHVRLPGRRRNHPVVYDFA-TTYKEMYNDLLRKD----RECYTHNGILHILGRNERIKPGPERFQ--------ECTEFFDVIFTCEERVYDTVVEDLCSRE   127
  Macaca_mulatta_similar_ssu72 ---------MFSSSLRVAVVCVSNINRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPGHPVVYDFA-TTYKEMYNDLLRKD----RECYTCNGILHILGRNERIKPGPERFQ--------ECTDFFDVIFTCEESVYDTVVEDLCSRE   127
           2Equus_caballus_hyp ---------MPSSPLKVAVVCMSNINRSMEAQSILRKKGFS-VWSFGAGSQVRLPGDAPNLPVVYNFS-TTYKEMYNDLLRKD----RQHYIRNGILHILRRNERIKPQPERFQ--------ECLEAFDVIFTCGESIYDRVVEDLCARE   127
           3Equus_caballus_hyp ---------MPSSPLKVAVVCVSNMNRSMEAHSILKKKAFS-VWSFRTGSRVRLPGEAPNLPVAYYFS-TTYKEMYNDLLRKD----RQHYTRNGMLHILGRNERIKPRPERFQ--------ECCEAFDVIFTCGESIHDRVVEDLCARE   127
           1Equus_caballus_hyp ---------MPSSPLMVAVVCKSNMNRSMEAHSILRKKGFS-VRSFGTGSLVRLPGTARDLPAVYNFT-TTYKEMYNDLLRRD----RQHYTRNGILHILERNQRIKPRPERFQ--------ECREAFDVIFTCGESIYDRVVEDLCARE   127
               9Bos_taurus_hyp -----------------------------------------------------------------------------------------------------------PRPERLQ--------ECRGRFDVIFTCVESVYDRVVEELWVRE    35
              10Bos_taurus_hyp -----------------------------------------------------------------------------------------------------------PRLERLQ--------ECRDHFEVIFTCVESVYDRVVEELWVRE    35
               4Bos_taurus_hyp ---------MPSYPLSVAVVCMSNMNRSMEAHRILRRKGFR-VRSFGAGSRVRLPGRARNLPVVYDFS-TTYEEMRKDLVRKD----RQRYNSNGILHILGRNERIKPRPERFQ--------ECRDRFDVIFTCAESVYDRVVEELWVRE   127
               6Bos_taurus_hyp ---------MPSYPLSVAVVCMSNMNRSMEAHRILRRKGFR-VRSFGAGSRVRLPGRARNLPVVYNFS-TTYEEMRKDLVRKD----RQRYNSNGILHILGRNERIKPRPERFQ--------ECRDHFDVIFTCAESVYNKVVEELWVRE   127
               3Bos_taurus_hyp ---------MPSYPLSVAVVCTSNMNRSMEAHRILRRKGFR-VRSFGAGSRVRLPGRARNLPVVYDFS-TTYEEMRKDLVRKD----GQRYNSNGILHILGRNERIKPRPERFQ--------ECRDRFDVIFTCEESVYDKVVEELWVRE   127
               2Bos_taurus_hyp ---------MSFSPLKVAVVCMSNMNRSMEAHSILRKKGFS-VRSFGAGSRVRLPGTARNLPVVYDFS-TTYEQMRKDLVRID----RERYTSNGILHILGRNERIKPRPERFQ--------ECRDRFDVIFTCEESVYDRVIEELWVRE   127
               5Bos_taurus_hyp ---------MPSSPLRVAVVCMSNVNRSMEAHRILSKNGFH-VRSFGAGSHVRLPGGARKPPVLYDFS-TSYKKMHSDLSSKD----QKRYKRNGVLHILKRNERIKPGPERFQ--------ECPDPFDVIFTCGQRAYNRVVADLCARD   127
               8Bos_taurus_hyp ---------MPSSPLRVAVVCMSNVNRSMEAHRVLSKNGFH-VRSFGAGSHVRLPRGARNPPVRYNFS-TSYKKMHSYLFSKD----QKLYKRNGVLHILKRNERIKPGRERFQ--------ECPDPFDVIFTCGQRAYNRVVANLCARD   127
               7Bos_taurus_hyp ---------MSSSTLRVAVVCMSNMNRSMEAHSILKKKGFN-VRSFGVGSHVTLPGLAPNLPVVYDFS-TTYEQMCKDLLCKN----RMHHKSNGVLQILGRNERIKSGPERFQ--------ECRDPFDAIFTCTERVYKVVVKDLCARE   127
     4Canis_familiaris_hyp_cut ---------VPPSPLRVAVVCSSNMNRSMEAHDILQKRGFC-VRSFGVARQVKLPGLIRNCPVLYDFS-TTYKQMYKDLWRKN----RECYSSNGILQLLGRNQRIKPHPERFQ--------ECSDPFDVIFTCEERVYDRVVQDLCARE   127
    3Monodelphis_domestica_hyp ---------MSSGLLRMAVVCSSNQNRSMEAHSLLSRRGFN-VRSFGVGTKVRLPGPAPDKPNVYDFQ-TTYSQMYNDLLRKD----SKFYTHSGILHMLGRNQRIKPRPERFQ--------NCQEKFDLIITCEERVYDKVVADLNSRE   127
            11Homo_sapiens_hyp ---------MSLSPLRVAVVCWNNQNQSMEAHRVLNKRGFS-VQSFGITPHVKLPGPAPNKPNIYDFK-TTYDEMYNDLITKD----EEFYTQNGVLYMLDRNKRIKLRPERFQ--------DCKDVFDLIITCEESIYDQVVEDLNSRE   127
         13Pan_troglodytes_hyp ---------MSLSPLRVAVVCWNNQNQSMEAQRVLNRRGFS-VQSFGITPHVKLPGPAPNKPNIYDFK-TTYDEMYNDLITKD----KQFYTQNGVLYMLDRNKRIKLRPERFQ--------DCKDVFDLIITCEERIYDQVVEDLNSRE   127
         15Pan_troglodytes_hyp ---------MSLSPLRVAVVCWNNQNQSMEAQRVLNRRGFS-VQSFGITPHVKLPGPAPNKPNIYDFK-TTYDEMYNDLITKD----KQFYTQNGVLYMLDRNKRIKLRPERFQ--------DCKDVFDLIITCEERIYDQVVEDLNSRE   127
              Saml_salar_ssu72 ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKD----KELYPLHTCIHTHLKHS---PISSMFP--------FFSELFS---------------------   103
              2Danio_rerio_hyp ---------MPPHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGTHVKLPGPAPDKPNIYDFK-TTYEQMYNDLVRKD----KELYPER----TH--------------------------------------------------    81
           2Homo_sapiens_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEGEEAAA   127
            3Salmo_salar_ssu72 ---------------------------MHHLQRTFSKRGFE-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKD----KELYPLHSCIHTQTQHKHS-PTSSCF---------FFPVSYSLYLHRKI--------------    93
       2Mus_musculus_ssu72_cut --------------LRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCTDLFDLILTCEERVYDQVVEDLNSRE   122
           3Mus_musculus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCTDLFDLILTCEERVYDQVVEDLNSRE   127
            2Homo_sapiens_prod ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE   127
            1Salmo_salar_ssu72 ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSRPERFQ--------SCKDQFDLVITCEERVYDQVLEDLSSRE   127
             Esox_lucius_ssu72 ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSRPERFQ--------SCKEQFDLVISCEERVYDQVLEDLSSRE   127
            2Salmo_salar_ssu72 ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFE-VRSFGTGSHVKLPGPAPDKPNVYDFK-TTYEQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSRPERFQ--------SCKDQFDLVITCEERVYDQVLEDLSSRE   127
              1Danio_rerio_hyp ---------MPPHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGTHVKLPGPAPDKPNIYDFK-TTYEQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSRPERFQ--------SCRDQFDLVITCEERVYDQVLEDLNSRE   127
Tetraodon_nigroviridis_prod_in ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGTHVKLPGPTPDKPNVYDFK-TTYVQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSKPERFQ--------NCKDRFDLVVTCEERVYDQVVEDLNSRE   127
           1Xenopus_laevis_hyp ---------MPTAPLRVAVVCSSNQNRSMEAHNILSKRSFN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYSDLLKKD----KELYTQNGILHMLDRNRRIKPRPERFQ--------NCKDYFDLVITCEERVYDQVVEELNSRE   127
           2Xenopus_laevis_hyp ---------MPTAPLRVAVVCSSNQNRSMEAHNILSKRSIN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYSDLLKKD----KELYTQNGILHMLDRNRRVKPRPERFQ--------NCKDYFDLVITCEERVYDQVVEELNSRE   127
        Xenopus_tropicalis_hyp ---------MPTAPLRVAVVCSSNQNRSMEAHNILSKRSFN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYNDLLKKD----KELYTQNGILHMLDRNRRIKPRPERFQ--------NCKDNFDLVITCEERVYDQVVEELNSRE   127
         1Canis_familiaris_hyp ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCRDLFDLILTCEERVYDQVVEDLNSRE   127
     2Canis_familiaris_hyp_cut ---------MPSVPLKVAVVCSSNQNRSMEAHNILNKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KDLYTQNGILHMLDRNKRIKPHPERFQ--------NCRDVFDLIVTCEERVYDQVVEDLTLRE   127
     3Canis_familiaris_hyp_cut ---------ARKHRGWVAVVCSSTQNRSMEVHKILNKRGFS-VRSFGTGTHVKLPGPAPDRPNVYDFK-TTY-----DLLRTD----KELYTQNGILHMLDKNKRIKPRPERFQ--------NCRDLFDLILTCEERVYDQVVEDLNSRE   122
         5Canis_familiaris_hyp --------------------------------------------------------------------------------------------------MLDRNKRIKPRPERFQ--------NCRDLFDLILTCEERVYDQVVEDLNSRE    44
Ornithorhynchus_anatinus_hyp_c -----------------------------------------------------------------------------DLSHED----MCLYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE    61
           3Homo_sapiens_ssu72 --------------------------------------------------------------------------------------------------MLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE    44
   Taeniopygia_guttata_hyp_cut ---------------------------------LGVKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDVFDLILTCEERVYDQVVEDLNSRE   103
           1Homo_sapiens_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE   127
              Homo_sapien_prod ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE   127
           1Mus_musculus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCTDLFDLILTCEERVYDQVVEDLNSRE   127
            2Mus_musculus_prod --------------------------------------------------------PAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCTDLFDLILTCEERVYDQVVEDLNSRE    81
            1Mus_musculus_prod ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-PTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCTDLFDLILTCEERVYDQVVEDLNSRE   127
       Rattus_norvegicus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE   127
           Gallus_gallus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDVFDLILTCEERVYDQVVEDLNSRE   127
              Bos_taurus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE   127
    1Monodelphis_domestica_hyp ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE   127
2Monodelphis_domestica_hyp_cut --------------LRVAVVCSSNQNRSMEAHNILSKRGFN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD----KELYTQNGILHMLDRNRRIKPRPERFQ--------NCKDLFDLILTCEERVYDQVVEDLNSRE   122
           1Bos_taurus_hyp_cut ---------MPFLPLRLAVVCSSNQNRSMEAHNILSKRGFS-ILSFGTGTNMKLPGPARDRPNVYDFR-AMYDDVYKDLLRKD----KERYMQNGVLRMLERNSQIKPRPERFQ--------ECKDLFDLILTCEERVYDQVVEDMNSGE   127
         6Canis_familiaris_hyp ---------MRSSPLRVVVVCSSNQNRSMEAHNILSKHGFS-VRSFGTGT-------------------------------------------------------------------------------------HRAYDQVVEDLNPRE    55
    Branchiostoma_floridae_hyp -----------MGDLNIAVVCSSNQNRSMEAHAFLSKKGFR-VKSFGTGSQVKLPGPAPDKPNVYDFG-TTYDQMHKDLTQKDLALLKPRYTQNGILHMLDRNKRIKPRPERFQ--------SAKERFDIVVTCEERVYDQVVEDLETRD   129
Strongylocentrotus_purpuratus_ ------------MPLRIAVVCSSNQNRSMEAHAILSKKGFN-VKSYGTGATVKLPGPAQDKPNIYDFK-TTYEEMYQDLKRKD----RDLYTQNGILHMLDRNRRIKSKPERFQ--------NSKDKFDVVLTAEERVYDQVLEDFESKE   124
        Ixodes_scapularis_prod ---------MPGS-LRIAVVCSSNQNRSMEAHAFLSKKGFK-VRSFGSGAQVKLPGSAPDKPNVYDFG-VTYEQMYQDLMEKD----KALYTQNGILHMLDRNRRIKSSPERFQ--------NCYDKFDVIFTVEERVYDQVVEELSGRL   126
        Ricinus_communis_ssu72 ------------MKLRYAMVCSSNQNRSMEAHSLLKMQGFD-VSSYGTGAHVKLPGPSLREPNVYDFG-TPYKQMFDDLRRKDP----DLYKRNGILPMLKRNSSVKLAPQRWQD---NAAD---GSFDVVFSFEEKVFDMVIEDLHNRD   126
       Populus_trichocarpa_hyp ------------MKFRYAMVCSSNQNRSMEAHSLLKRHGFD-VSSYGTGAHVKLPGPSLREPNVYDFG-TPYKQMFDDLRRKDP----ELYKRNGILPMLKRNSGVKLAPQRWQD---NAAD---GSFSVVFTFEEKVFDMVLEDLHNRD   126
            Vitis_vinifera_hyp ------------MKFRYAMVCSSNQNRSMEAHSLLKKQGFD-VSSYGTGAHVKLPGPSLREPNVYEFG-TPYKHMFDDLRRKDP----DLYKRNGILPMLKRNSSVKTAPQRWQD---NAAD---GPFDVVFTFEEKVFDMVVEDLHNRD   126
     Populus_trichocarpa_ssu72 ------------MKFRYAMVCSSNQNRSMEAHSLLKRXGFD-VSSYGTGAHVKLPGPSLREPN---------------------------------------------------------------------------------------    50
    Arabidopsis_thaliana_ssu72 ------------MRFRYAMVCSSNQNRSMEAHALLKRQGLD-VASYGTGSHVKLPGPSLREPNVYDFG-TPYKQMFDELRRKDP----ELYKRNGILQMIKRNLSVKLAPQRWQD---NAGD---GVFDVVMTFEEKVFDSVLEDLNNRE   126
             Salix_capre_ssu72 ------------MKFRYAMVCSSNQNRSMEAHSLLKRHGFD-VSSYGTGSHVKL------------------------------------------------------------------------------------------------    41
    1Physcomitrella_patens_hyp ------------MKLRHAMVCASNQNRSMEAHALLQRQGLN-VSSYGTGSHVKLPGPSAREPNVYSFG-TPYRVMLEDLMKKDP----ELYKRNGLLQMLKRNLGVKEAPQRWQD---NAAD---GTFDVVFTFEERVFDTVIDDLENRE   126
    2Physcomitrella_patens_hyp ------------MKLRHAMVCASNQNRSMEAHALLQRQGLD-VSSYGTGSHVKLPGPSAREPNVYSFG-TPYRTMLEDLIKKDP----ELYKRNGLLQMLKRNLGVKEAPQRWQD---NAAD---GAFDVVFTFEERVFDMVIDDLGNRE   126
    3Physcomitrella_patens_hyp ------------MKLRHAMVCASNQNRSMEAHALLQRQGLD-VSSYGTGSHVKLPGPSIREPNVYAFG-TPYRSILEDLTNKNP----ELYKRNGLLQMLKRNVGVKEAPQRWQD---NAAD---GAFDVVFTFEERVFNMVIDDLENRE   126
         Picea_sitchensis_prod ------------MKLRHAMVCASNQNRSMEAHALLKKHGFD-VSSYGTGAHVKLPGPSIREPNVYDFG-TPYRRMFDDLKRKDP----ELYKRNGLLQMLKRNLNVKMAPQRWQE---NAVD---GPFDVVFTFEERVFDMVIEDLQNRE   126
       Vitis_vinifiera_hyp_cut ------------YAWHYAMVCLSNQNRSMEAHSLLKKQGFN-VSSYRTGVHIKLPGPSLREPNIYEFE-TPYKHMFDDLCCKNP----SLYKRNGILPMLKRNLSVKTSPQHWQD---NATY---EPFDLVFTFEEKVFDMVVEG-----   121
      1Oryza_sativa_hyp_intcut --------MEARRKMRFAMVCSSNMNRSMEAHSLLGRAGLD-VASYGTGTHVKLPGPSLHEPNVYDFG-TPYNVIYDDLRRKDP----DLYKRNGLLPMLKRNTSVKLAPQRWQD---NAGD---GLFDVIFSFEERVFDLIVDDMHNRE   130
      2Oryza_sativa_hyp_intcut --------MEARRKMRFAMVCSSNMNRSMEAHSLLGRAGLD-VASYGTGTHVKLPGPSLHEPNVYDFG-TPYNVIYDDLRRKDP----DLYKRNGLLPMLKRNTSVKLAPQRWQD---NAGD---GLFDVIFSFEERVFDLIVDDMHNRE   130
             Oryza_sativa_prod ------MGMEARRKMRFAMVCSSNMNRSMEAHSLLGRAGLD-VASYGTGTHVKLPGPSLHEPNVYDFG-TPYNVIYDDLRRKDP----DLYKRNGLLPMLKRNTSVKLAPQRWQD---NAGD---GLFDVIFSFEERVFDLIVDDMHNRE   132
                  Zea_mays_hyp --------MAEGKRWRFAMVCSSNMNRSMEAHSQLGRAGLD-VESYGTGTHVKLPGPSLHEPNVYDFG-TPYGAIYDDLRRKDP----ELYKRNGLLPMLKRNTSVKLAPQRWQD---NAGD---GVFDMIMTFEERVFDLVVEDMNNRE   130
 Chlamydomonas_reinhardtii_hyp ---------MTQRRMHFAMVCAANNNRSMESHAMLKKHGMH-VSSYGVGAHVKLPGPSQKEPNVYKFG-TPYKVIHDDLESKDP----ELYARNGLLTMLRRNMGVKTAPERFQD---NSGGNVLDHFDVVVTFEERVMEQVIEDMNQRS   132
        Micromonas_pusilla_hyp ------------------MVCAANMNRSMEAHRVLLERGLD-VKSYGAGNHVKLPGASRDNPNVFSFGVESYQQIYDALMEQG---------ANGLKDMLERNMKIKPRPQRWQ------DEP--IEVDVVICFEERVFDNVVEDVRGRG   114
                  Micronas_hyp ----------MAEAKRFAMVCAANMNRSMEAHKVALNAGLD-VKSYGAGNRVKLPGASRDNPNVFEFGSVTYKDIYDKLMAEDE----KLYTRNGLKDMLERNMTIKPAPQRWQ------DSE--VDVDVVVCFEERVFDNVVSDLKGRV   127
  Ostreococcus_lucimarinus_hyp ---------MSAERKRYAVVCAANFNRSMEAHKVLAERGLD-VASFGAASRVKLPGASRDDPNVYDFDSITYEDIASDLERQPRET-VENYEARGMFEMLRRNAKIKPAPQRWQT---HSDR---ERFDVVVCFEERVFDLVMEDLRAK-   132
   Ostreococcus_tauri_prod_cut ----------------YACVCAANFNRSMEAHRVLLENGFD-VKSYGAASRVKLPGASRDDPNVYDFDGTSYEEILRDLRSQSEDL-VKNYEERGMFDMLVRNAKIKRCPERWKT---HRERG--ETFDVIVCFEERVFDLVVMDLRAA-   126
Dictyostelium_discoideum_hyp_c -----------QCNKRIAMVCASNQNRSLEAHHLFVKNGFKNIRSFGTSAHCKLPGPSIHQPNIFSFG-TPYQEIYTSLKNQDQ----ELYIRNGLLNMLERNISVKLAPEKWQE---EQQS----KFEIVYTFDQRVYDAVIEDLLQRD   127
Schizosaccharomyces_japonicus_ --------MAPNTNLKISVICASNQNRSMEAHNVLKNAGYE-VQSFGTGSAVRLPGPSIDKPNIYQFG-YSYDNIYNELEAQDA----RLYTANGLLKMLDRNRRIKTAPERW------QDQRNT--FDIVITCEERCFDAVCEDLFRRG   128
  Shizosaccharomyces_pombe_hyp --------MAPKTNLQISVICASNQNRSMEAHNVLKNAGYQ-VDSFGTGSAVRLPGPSIDKPNIYQFG-YPYDEIYKELEAQDS----RLYTANGLLKMLDRNRRIKRAPCRW------QDQDSI--YNIVITCEERCYDAICEDLYRRG   128
      Yarrowia_lipolytica_prod -----------MTELKMCTVCASNQNRSMEAHKVLKEAGFD-VESYGTGSAVRLPGPAYDKPNIYAFG-TPYDDIYNELSAQDE----RLYTANGLLTMLDRNRKIKTAPERW------VEHKNV--FDVVFTCEERCFEAVCDDLMDRG   125
 Saccharomyces_cerevisiae_prod -----MPSH-RNSNLKFCTVCASNNNRSMESHKVLQEAGYN-VSSYGTGSAVRLPGLSIDKPNVYSFG-TPYNDIYNDLLSQSA----DRYKSNGLLQMLDRNRRLKKAPEKW------QESTKV--FDFVFTCEERCFDAVCEDLMNRG   130
Saccharomyces_cerevisiae_ssu72 -----MPSH-RNSNLKFCTVCASNNNRSMESHKVLQEAGYN-VSSYGTGSAVRLPGLSIDKPNVYSFG-TPYNDIYNDLLSQSA----DRYKSNGLLQMLDRNRRLKKAPEKW------QESTKV--FDFVFTCEERCFDAVCEDLMNRG   130
         Candida_glabrata_prod -------MD-QKQALKFCTVCASNNNRSMESHRILQEAGYE-VSSYGTGSAVRLPGLSFDKPNVYPFG-TPYNDIYNDLLSQSA----ERYKANGLLQMLDRNRRLKKAPEKW------QEGTKT--FDFVFTCEERCFDAVCEDLMNRG   128
      Ashbya_gossypii_prod_cut -----MPN---TSTLRLCTVCASNNNRSMESHRVLKEAGYD-VSSYGTGSAVRLPGLSIDKPNVYPFG-TPYNDIYNDLLAQSA----ERYKSNGLLEMLDRNRRIKKAPEKW------HDSQKV--FDFVFTCEERCFDSVCEDLMNRG   128
     Kluyveromyces_lactis_prod -----MSESMRNSGLKFCTVCASNNNRSMESHRVLEEAGYD-VSSYGTGSAVRLPGLSIDKPNVYSFG-TPYDDIYNDLISQSE----DRYKQNGVLEMLDRNRKLKKAPEKW------HDGRKV--FDFVFTCEERCFDSVCEDLMNRG   131
 Vanderwaltozyma_polyspora_hyp ---------MRDSQLTFCTVCASNNNRSMESHKVLQEAGYN-VNSYGTGSAVRLPGLSIDKPNVYPFG-TPYNDIYNDLLSQSA----DRYKSNGLLQMLDRNRRIKKSPEKW------HENFKI--FDIIFTCEERCFDSVIEDLMSRG   127
    Candida_dubliniensis_ssu72 ------MSKHIDDSLKICTVCASNNNRSMESHKQLMDAGYD-VHSFGTGTAVRLPGPSVDKPNVYDFG-TPYQVMYDDLISQKSR---KLYESNGLIHMLERNKSVKEAPEKW------HRNASLGKFDLVITCEERCFDSVIEDLMHRM   133
         Candida_albicans_prod ------MSKHIEDSLKICTVCASNNNRSMESHKQLMDAGYD-VHSFGTGTAVRLPGPSVDKPNVYEFG-TPYQVMYDDLISQKSR---KLYESNGLIHMLERNKSVKEAPEKW------HRNAPLGKFDLVITCEERCFDSVIDDLMHRM   133
           Pichia_stipitis_hyp ---------MVTDSLKICTVCASNNNRSMEAHKQLKDAGYD-VKSFGTGSAVRLPGPSIDKPNVYEFG-TPYEDIYNDLISQNCR---KMYEANGLIHMLDRNRHVKPAPEKW------HSNSYAGKFDLVITCEERCFDSVMDDLMFRM   130
Lodderomyces_elongisporus_ssu7 ---------MIEDSLKICTVCASNNNRSMESHKQLMDAGYD-VHSFGTGSAVRLPGPSIDKPNVYEFG-TPYEKILQDLVSQNAG---NTYEHNGVLSMLRRNKDVKKAPEKW------HSNYYAGKFDLVITCEERCFDSVMEDLMFRM   130
    1Pichia_guilliermondii_hyp ---------MAIDSLKICTVCASNNNRSMESHKQLKDAGYD-VKSFGTGSAVRLPGPSIDRPNVYEFG-TPYEDIYNDLMSQEAH---KMYESNGLIHMLNRNRHVKRAPEKW------HANAYAGKFDLVITCEERCFDSVIDDLMYRL   130
    2Pichia_guilliermondii_hyp ---------MAIDSLKICTVCASNNNRSMESHKQLKDAGYD-VKSFGTGSAVRLPGPLIDRPNVYEFG-TPYEDIYNDLMSQEAH---KMYESNGLIHMLNRNRHVKRAPEKW------HANAYAGKFDLVITCEERCFDSVIDDLMYRL   130
     Debaryomyces_hansenii_hyp ---------MVSDSLKICTVCAANNNRSMESHKQLKDAGYN-VRSFGTGSAVRLPGPLVDKPNVYEFG-TPYDDIYRDLTSQEYH---KMYESNGLIRMINRNRHIKRAPEKW------HNNASAGKFDLVITCEERCFDLVLDDLMVRL   130
          Pichia_pastoris_prod ----------MSELLSFCTVCASNQNRSMEAHKLLKDAGYK-VRSYGTGSAVRLPGPSIDKPNVFQFG-TPYSTMREQLMKQDV----RLHQANGVLKMIDRNEKIKEAPQRWPYIGQEPQTTEGLDFDIVFTCEERCFDAVVEDFMNRS   134
       Coprinopsis_cinerea_hyp ----------------------------MEGHNVLSKAGYR-VISSGTGSAVRLPGPAIDKPNIYSFG-TPYNTIYEELSSKDP----RLYTANGLLQMLDRNRRIKTAPERW------QETRTV--ADVVITCEERCFDAVCDDLLNRG   108
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          1Brugia_malayi_ssu72 --------TNEGD-SVHVINIDIQDNHEEATIGALFVCDLCAKLEACEDL----------------------DNE-IDEVLTEFEQNNSRRNILHTICFY----------------   194
          2Brugia_malayi_ssu72 --------TNEGD-SVHVINIDIQDNHEEAAIGALFVCDLCAK-----------------------------------VCILNCSRNSSKYHYGK---------------------   156
    Caenorhabditis_elegans_hyp --------GKSGN-PVHVINIDIEDNAEEATFGAFFVADLCEKLERSEDF----------------------EED-IDQIITDLEENNPKRNLLHTICFY----------------   197
 Canorhabditis_elegans_hyp_cut --------GKSGN-PVHVINIDIEDNAEEATFGAFFVADLCEKLERSEDF----------------------EED-IDQIITDLEENNPKRNLLHTILSS----------------   197
   Caenorhabditis_briggsae_hyp --------GTSGN-PVHVINIDIEDNPEEATFGAFFLADMCQKLEQSVDC----------------------DEE-IDQIITDLEDSNPKRNLLHTICFY----------------   197
        Ciona_intestinalis_hyp --------SETME-AVHVINLDIQDNHEEATIGAFVVCELSKKLEGSDDL----------------------DND-IDELLQDFEER-SKRRIIHSVHFY----------------   192
    Nepatostella_vectensis_hyp --------AQSYK-PVHVVNIDILDNHEEATLGAFLICEICEAIEKLTDV----------------------EDE-INDVVAKFEDKYKRN-ILHSVAFY----------------   193
  Hydra_magnipapillata_hyp_cut --------PQSYR-PVHIINIEIADNHEEATLGAFQICELCEKLEKPDDL----------------------DDD-IAEILEECERKFKRN-ILHTVAFY----------------   190
      Trichoplax_adhaerens_hyp --------NVNGT-PVHLINLNIMDNQEEATIGAVLICELCQQIEECEDL----------------------DDN-IENIIKEFEDKNKRT-LYYHVAFY----------------   192
            Apis_meliifera_hyp --------QEDSQ-PVHLINIDIQDNHEEATVGSFLICELVTVLANSEDL----------------------DND-IDELLHEFESKFART-ILHTVLFY----------------   195
       Nasonia_vitripennis_hyp --------QEDNQ-PVHLINIDIQDNHEEATVGSFLICELVSVLANSDDL----------------------DND-IDELLHEFESKFDKT-ILHTVLFY----------------   167
 1Culex_quinquefasciatus_ssu72 --------PTYNL-PVHVINIDIQDNHEEATVGAFAICDLITMMAQSDDL----------------------DND-IDELLHDFESKCQRS-VLHCVLFY----------------   197
 2Culex_quinquefasciatus_ssu72 --------PTYNL-PVHVINIDIQDNHEEATVGAFAICDLITMMAQSDDL----------------------DND-IDELLHDFESKCQRS-VLHCVLFY----------------   111
            Aedes_aegypti_prod --------PTYNL-PVHVINIDIQDNHEEATVGAFAICDLITMMAQSDDL----------------------DND-IDELLHDFEGKCQRS-VLHCVLFY----------------   197
        Anopheles_gambiae_prod --------PSYNL-PVHVINIDIQDNHEEATVGAFLICDLITMMAQSEDL----------------------DND-IDELLHDFENKCQRS-VLHCVQFY----------------   197
           Aedes_aegypti_ssu72 --------PTYNL-PVHVINIDIQDNHEEATVGAFAICDLITMVS-----------------------------------------------------------------------   166
 3Culex_quinquefasciatus_ssu72 --------------------------------------------------------------------------------------------------------------------    77
       Tribolium_castaneum_hyp --------PVDNS-IVHVINIDIQDNLEEATIGAFLISDMCLMLAKAEDL----------------------DND-IEEVLHNFEEKCQRP-ILHSIVFN----------------   195
Pediculus_humanus_corporis_ssu --------STENT-PVHIINIDIQDNHEEATIGAFLLCELVTKLSQSDDL----------------------DND-IDELLHDFEAKCDRA-ILHCVMFY----------------   195
       Acyrthosiphon_pisum_hyp --------SFGNR-PVHVININIQDNHEEATIGAFLICELVTLLSRSEDL----------------------DND-IDQLVVKYEEKCQRS-LFNCVLFY----------------   194
            1Bombyx_mori_ssu72 --------SIYNQ-PVHVVNIDIQDNHEEATIGAFLISDMVTKMAQSDDL----------------------DND-IDELLHEFESKCHRP-ILNCIMFY----------------   192
            2Bombyx_mori_ssu72 --------SIYNQ-PVHVVNIDIQDNHEEATIGAFLISDMVTKMAQSDDL----------------------DND-IDELLHEFESKCHRP-SLNCIMFY----------------   192
  Drosophila_melanogaster_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFVITDMINMMAKSTDL----------------------DND-IDELIQEFEERRKRV-ILHSVLFY----------------   195
     Drosophila_sechellia_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFVITDMINMMAKSTDL----------------------DND-IDELIQEFEERRKRV-ILHSVLFY----------------   195
      Drosophila_simulans_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFVITDMINMMAKSTDL----------------------DND-IDELIQEFEERRKRV-ILHSVLFY----------------   195
Drosophila_melanogaster_cryst_ --------SVDNR-PVHVLNVDVVDNAEDALXGAFVITDXINXXAKSTDL----------------------DND-IDELIQEFEERRKRV-ILHSVLFY----------------   195
        Drosophila_yakuba_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFLITDMINLMAKSTDL----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   195
        Drosophila_erecta_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFLITDMINLMAKSTDL----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   195
     Drosophila_ananassae_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFLITDMINLMAKSTDL----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   195
 Drosophila_persmilis_prod_cut --------SVYNR-PVHVLNVDVVDNAEDALMGAFLITDMINLLAKSNDL----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   172
    Drosophila_willistoni_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFLITDMINLMVKSNDL----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   195
       Drosophila_virilis_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFLITDMLNLMAKSNDI----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   195
     Drosophila_grimshawi_prod --------SVDNR-PVHVLNVDVVDNTEDALMGAFLITDMLNLMAKSNDI----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   195
    Drosophila_mojavensis_prod --------SVDNR-PVHVLNVDVVDNAEDALMGAFLITDMLNLLAKSNDI----------------------DND-IDEMIQEFEERRNRV-ILHSVLFY----------------   195
   Caligus_rogercresseyi_ssu72 --------PADQQ-PVHIINMDIVDNPEDATIGAFLFYELVQMMVHSDDV----------------------DDD-IDEIIQDFEVKSKRS-LLHAVNFY----------------   203
             1Homo_sapiens_hyp --------QQTFQ-PVHVINMDIQDTLEDATLGAFLICEICQCLQQSDDM----------------------EDN-LEELLLQMEEKAGKS-FLHTVCFY----------------   194
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