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        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
    Arabidopsis_thaliana_ssu72 ------------MRFRYAMVCSSNQNRSMEAHALLKRQGLD-VASYGTGSHVKLPGPSLREPNVYDFG-TPYKQMFDELRRKDP----ELYKRNGILQMIKRNLSVKLAPQRWQD---NAGD---GVFDVVMTFEEKVFDSVLEDLNNRE   126
         Picea_sitchensis_prod ------------MKLRHAMVCASNQNRSMEAHALLKKHGFD-VSSYGTGAHVKLPGPSIREPNVYDFG-TPYRRMFDDLKRKDP----ELYKRNGLLQMLKRNLNVKMAPQRWQE---NAVD---GPFDVVFTFEERVFDMVIEDLQNRE   126
    1Physcomitrella_patens_hyp ------------MKLRHAMVCASNQNRSMEAHALLQRQGLN-VSSYGTGSHVKLPGPSAREPNVYSFG-TPYRVMLEDLMKKDP----ELYKRNGLLQMLKRNLGVKEAPQRWQD---NAAD---GTFDVVFTFEERVFDTVIDDLENRE   126
                  Zea_mays_hyp --------MAEGKRWRFAMVCSSNMNRSMEAHSQLGRAGLD-VESYGTGTHVKLPGPSLHEPNVYDFG-TPYGAIYDDLRRKDP----ELYKRNGLLPMLKRNTSVKLAPQRWQD---NAGD---GVFDMIMTFEERVFDLVVEDMNNRE   130
             Oryza_sativa_prod ------MGMEARRKMRFAMVCSSNMNRSMEAHSLLGRAGLD-VASYGTGTHVKLPGPSLHEPNVYDFG-TPYNVIYDDLRRKDP----DLYKRNGLLPMLKRNTSVKLAPQRWQD---NAGD---GLFDVIFSFEERVFDLIVDDMHNRE   132
 Chlamydomonas_reinhardtii_hyp ---------MTQRRMHFAMVCAANNNRSMESHAMLKKHGMH-VSSYGVGAHVKLPGPSQKEPNVYKFG-TPYKVIHDDLESKDP----ELYARNGLLTMLRRNMGVKTAPERFQD---NSGGNVLDHFDVVVTFEERVMEQVIEDMNQRS   132
        Micromonas_pusilla_hyp ------------------MVCAANMNRSMEAHRVLLERGLD-VKSYGAGNHVKLPGASRDNPNVFSFGVESYQQIYDALMEQG---------ANGLKDMLERNMKIKPRPQRWQ------DEP--IEVDVVICFEERVFDNVVEDVRGRG   114
                Micromonas_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
    Caenorhabditis_elegans_hyp --------MEYSSKLRFAVSCSSNMNRSMEAHGILKKRGFN-IESYGSGNQVKMPGPTVDKPNCYEFGPTTYEDIYADLTNKD----LHLYTQNGLLHMVDRNRRIKSRPQRFQ----AETRE----FDIVLCLEERVFDQVVDFLNRSV   129
   Caenorhabditis_briggsae_hyp --------MDYTSKLRFAVSCSSNMNRSMEAHGILKKRGFN-IESYGSGTQVKMPGPSIDKPNCYEFGATTYEEIHQDLSAKD----PLLYQQNGLLSMVDRNRRIKPRPQRFQ----AETRE----FDIVLCLEERVFDQVVDFLNRRV   129
          1Brugia_malayi_ssu72 -----------MGKLRFAVSCSSNMNRSMEAHSFLQKRGFS-VESFGSGSQVKLPGPTPDRPNCYDFGVATYDFIYNDLKQKD----PQLYTQNGLLNMLDRNRRIKDMPQKFQ----HFSGK----FDVIICLEERVYDQIVEDLQTRD   126
        Ciona_intestinalis_hyp -----------MPKLSFAVVCSSNMNRSMEAHRCMSKRGYA-VESFGSGNQVKLPGSSADRPNVYSF-STKYDDILTDLKQKD----RNLYTQNGVLNMLDRNRRIKDRPQRFQ----DYVGQ----FDVIITLEERVYDQIMEDFNTRE   125
    Nepatostella_vectensis_hyp ----------MVHKLKIAVVCSSNQNRSMEAHNFLSKRGFN-VKSYGSGTHVKLPGPAPDKPNIYTF-DTPYDEMYKDLLRKD----SALYTQNGILHMLDRNRRIKALPERFQ----EAVEH----FDLIITAEERVYDQVIEHLEGLD   126
  Hydra_magnipapillata_hyp_cut --------------LKIAVTCSSNQNRSMEAHGVLSKRGFN-VRSYGSGSYVKLPGPTADKPNIYHF-NTPYDQMYQDLARKD----PILYKQNGILHMLDRNRRIKRSPERFQD---DKSSE----FDIIITAEEKVYDQVLEEFNRRE   123
      Trichoplax_adhaerens_hyp -----------MPKLDFAIVCSSNQNRSMAAHKLLSKRGFN-VTSFGSGTHCKLPGPTPEEPNIYSF-DSSYDEMYNDLTKKD----KTLYTQNGILHMLDRNRRIKTKPERFQ----DCTVK----HDCVISCDERVYDQVIEDFENRG   125
            Aedes_aegypti_prod ------MTNQYVSPLSIAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADKPNIYDF-GTSYDDIYTDLASKD----KQYYTQNGLLHMLDRNRRIKPSPEKFQ----LCTER----FDVLVTCEERVYDQVIEFMESKT   130
 1Culex_quinquefasciatus_ssu72 ------MTNQYVSPLSVAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADKPNVYEF-GTSYDDIFSDLANKD----KNYYTQNGLLHMLDRNRRIKTCPEKFQ----LCTER----FDVLVTCEERVYDQVIEFMESKT   130
        Anopheles_gambiae_prod ------MSQAYVSPLSIAVICSSNMNRSMEAHGFLAKKRFK-VRSFGTGDKVKLPGTAADRPNVYEF-GTTYDDIYNDLAAKD----KQYYTQNGLLHMLDRNRRIKSCPEKFQ----LCTER----FDVLVTCEERVYDQVIEFMESKT   130
            1Bombyx_mori_ssu72 -----------MSDLYVAVVCSSNMNRSMEAHAFLVKKGFN-VKSYGTGEKVKLPGASADRPNCYEF-GVLYDEIYNDLMEKD----KNYYTQNGLLHMLDRNRRIKPCPEKFQ----VCNER----FDVIITCEERVYDQVIEWLGSRR   125
       Tribolium_castaneum_hyp ------MSN--ISDLRIAVICSSNMNRSMEAHAFLAKKGFL-VQSFGTGDKVKIPGSAADKPNIYDF-GISYDEIYHDLLGKD----KSLYTQNGLLHTLDRNRRIKTHPERFQ----ETDEK----FDILITCEERVYDQVVEYMESKT   128
Pediculus_humanus_corporis_ssu --------MPSLNNLKIAVSCSSNMNRSMEAHAFLSKKGFF-VKSFGTGDKVKLPGTAPDKPNVYDF-GCSYDEIYQDLLNKD----KTFYTQNGLLHMLDRNRRIKLGPERFQ----SCMEK----FDIIITCEERVYDQVIEALENRP   128
       Acyrthosiphon_pisum_hyp ---------MAISDFKIAVVCSSNMNRSMEAHAFLSKKGFN-VRSFGTGDKVKLPGTAQEKPNIYDF-GCSYDDIYKDLYNKD----KTYYTQNGLLNMLDRNRRIKQHPERFQ----ECNEQ----FTVVITCEERVYDQVLEYFENIL   127
            Apis_meliifera_hyp --------MPASNSISVAVICSSNMNRSMEAHAFLSKKGFN-VKSFGTGDKVKLPGNAPDRPNIYDF-GTSYDEIYNDLLSKD----KQYYTQNGLLHMLDRNRRIKPKPERFQ----LSKDK----FDILITCEERVYDQVIECMESRT   128
     Drosophila_sechellia_prod --------MTDLSKLAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEF-GTKYEDIYRDLESKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----DTKEQ----FDIIVTVEERVYDLVVLHMESME   128
      Drosophila_simulans_prod --------MTDLXRLAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEF-GTKYEDIYRDLESKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----DTKER----FDIIVTVEERVYDLVVLHMESME   128
Drosophila_melanogaster_cryst_ --------XTDPSKLAVAVVCSSNXNRSXEAHNFLAKKGFN-VRSYGTGERVKLPGXAFDKPNVYEF-GTKYEDIYRDLESKD----KEFYTQNGLLHXLDRNRRIKKCPERFQ----DTKEQ----FDIIVTVEERVYDLVVXHXESXE   128
        Drosophila_yakuba_prod --------MTDPSKLAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEF-GTSYEDIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----ETKEQ----FDIIVTVEERVYDLVVLHMESME   128
        Drosophila_erecta_prod --------MTDPSKIAVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGMAFDKPNVYEF-GTSYEDIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----ETKEQ----FDIIVTVEERVYDLVVLHMESME   128
     Drosophila_ananassae_prod --------MTDPSKLSVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGIAFDKPNVYEF-GTSYEDIYRDLETKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----ETKEQ----FDIIVTVEERVYDLVVLHMESMD   128
    Drosophila_willistoni_prod --------MTDPSKFSVAVVCSSNMNRSMEAHNFLAKKGYS-VRSYGTGERVRLPGVAIDKPNVYEF-GTSYEDIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----ETKEQ----FDIIVTVEERVYDLVVLHMESMD   128
       Drosophila_virilis_prod --------MTDPSKLSVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGLAFDKPNVYEF-GTSYEEIYRDLESKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----ETKEQ----FDIIITVEERVYDLVVMHMESMD   128
     Drosophila_grimshawi_prod --------MTDPSKLSVAVVCSSNMNRSMEAHSFLAKKGFN-VRSYGTGERVKLPGLAFDKPNVYEF-GTSYEEIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----ETKEQ----FDIIITVEERVYDLVVLHMESMN   128
    Drosophila_mojavensis_prod --------MTAPGKLSVAVVCSSNMNRSMEAHNFLAKKGFN-VRSYGTGERVKLPGLAFDKPNVYEF-GTSYEEIYRDLEAKD----KEFYTQNGLLHMLDRNRRIKKCPERFQ----ETKEQ----FDIIITVEERVYDLVVMHMESME   128
   Caligus_rogercresseyi_ssu72 MKEVWSEKMSSCTGLKIAVICSSNMNRSMEAHALLGKKGFN-VASYGTGEHIKIPGKSIRDPNVYPF-GTSYTQIYDDLVKKD----KKMYTESGMLHILDRNRRIKERPEKFQ----RTEKK----YDVILTCEERVYDLVLLDFESRE   136
        Ixodes_scapularis_prod ----------MPGSLRIAVVCSSNQNRSMEAHAFLSKKGFK-VRSFGSGAQVKLPGSAPDKPNVYDF-GVTYEQMYQDLMEKD----KALYTQNGILHMLDRNRRIKSSPERFQ----NCYDK----FDVIFTVEERVYDQVVEELSGRL   126
          1Pan_troglodytes_hyp ---------MLSSTLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPHRPVVYDF-ATTYKEMYNDLLRKD----RECYTRNGILHILGRNERIKPGPERFQ----DCTDF----FDVIFTCEERVYDTVVEDLCSRE   127
             1Homo_sapiens_hyp ---------MLSSPLRVAVVCVSNVNRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPNRPVVYDF-ATTYKEMYNDLLRKD----RERYTRNGILHILGRNERIKPGPERFQ----ECTDS----FDVIFTCEESVYDTVVEDLCSRE   127
  Macaca_mulatta_similar_ssu72 ---------MFSSSLRVAVVCVSNINRSMEAHSILRRKGLS-VRSFGTESHVRLPGPRPGHPVVYDF-ATTYKEMYNDLLRKD----RECYTCNGILHILGRNERIKPGPERFQ----ECTDF----FDVIFTCEESVYDTVVEDLCSRE   127
           2Equus_caballus_hyp ---------MPSSPLKVAVVCMSNINRSMEAQSILRKKGFS-VWSFGAGSQVRLPGDAPNLPVVYNF-STTYKEMYNDLLRKD----RQHYIRNGILHILRRNERIKPQPERFQ----ECLEA----FDVIFTCGESIYDRVVEDLCARE   127
               4Bos_taurus_hyp ---------MPSYPLSVAVVCMSNMNRSMEAHRILRRKGFR-VRSFGAGSRVRLPGRARNLPVVYDF-STTYEEMRKDLVRKD----RQRYNSNGILHILGRNERIKPRPERFQ----ECRDR----FDVIFTCAESVYDRVVEELWVRE   127
     4Canis_familiaris_hyp_cut ---------VPPSPLRVAVVCSSNMNRSMEAHDILQKRGFC-VRSFGVARQVKLPGLIRNCPVLYDF-STTYKQMYKDLWRKN----RECYSSNGILQLLGRNQRIKPHPERFQ----ECSDP----FDVIFTCEERVYDRVVQDLCARE   127
        Xenopus_tropicalis_hyp ---------MPTAPLRVAVVCSSNQNRSMEAHNILSKRSFN-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYEQMYNDLLKKD----KELYTQNGILHMLDRNRRIKPRPERFQ----NCKDN----FDLVITCEERVYDQVVEELNSRE   127
           1Xenopus_laevis_hyp ---------MPTAPLRVAVVCSSNQNRSMEAHNILSKRSFN-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYEQMYSDLLKKD----KELYTQNGILHMLDRNRRIKPRPERFQ----NCKDY----FDLVITCEERVYDQVVEELNSRE   127
            1Salmo_salar_ssu72 ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGSHVKLPGPAPDKPNVYDF-KTTYEQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSRPERFQ----SCKDQ----FDLVITCEERVYDQVLEDLSSRE   127
             Esox_lucius_ssu72 ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGSHVKLPGPAPDKPNVYDF-KTTYEQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSRPERFQ----SCKEQ----FDLVISCEERVYDQVLEDLSSRE   127
              1Danio_rerio_hyp ---------MPPHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGTHVKLPGPAPDKPNIYDF-KTTYEQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSRPERFQ----SCRDQ----FDLVITCEERVYDQVLEDLNSRE   127
Tetraodon_nigroviridis_prod_in ---------MPSHPLRVAVVCSSNQNRSMEAHNILSKRGFD-VRSFGTGTHVKLPGPTPDKPNVYDF-KTTYVQMYNDLVRKD----KELYTQNGILHMLDRNKRIKSKPERFQ----NCKDR----FDLVVTCEERVYDQVVEDLNSRE   127
       Rattus_norvegicus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ----NCKDL----FDLILTCEERVYDQVVEDLNSRE   127
           1Mus_musculus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ----NCTDL----FDLILTCEERVYDQVVEDLNSRE   127
         1Canis_familiaris_hyp ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ----NCRDL----FDLILTCEERVYDQVVEDLNSRE   127
           1Homo_sapiens_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ----NCKDL----FDLILTCEERVYDQVVEDLNSRE   127
    1Monodelphis_domestica_hyp ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ----NCKDL----FDLILTCEERVYDQVVEDLNSRE   127
           Gallus_gallus_ssu72 ---------MPSSPLRVAVVCSSNQNRSMEAHNILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDF-KTTYDQMYNDLLRKD----KELYTQNGILHMLDRNKRIKPRPERFQ----NCKDV----FDLILTCEERVYDQVVEDLNSRE   127
         13Pan_troglodytes_hyp ---------MSLSPLRVAVVCWNNQNQSMEAQRVLNRRGFS-VQSFGITPHVKLPGPAPNKPNIYDF-KTTYDEMYNDLITKD----KQFYTQNGVLYMLDRNKRIKLRPERFQ----DCKDV----FDLIITCEERIYDQVVEDLNSRE   127
           1Bos_taurus_hyp_cut ---------MPFLPLRLAVVCSSNQNRSMEAHNILSKRGFS-ILSFGTGTNMKLPGPARDRPNVYDF-RAMYDDVYKDLLRKD----KERYMQNGVLRMLERNSQIKPRPERFQ----ECKDL----FDLILTCEERVYDQVVEDMNSGE   127
    Branchiostoma_floridae_hyp -----------MGDLNIAVVCSSNQNRSMEAHAFLSKKGFR-VKSFGTGSQVKLPGPAPDKPNVYDF-GTTYDQMHKDLTQKDLALLKPRYTQNGILHMLDRNKRIKPRPERFQ----SAKER----FDIVVTCEERVYDQVVEDLETRD   129
Strongylocentrotus_purpuratus_ ------------MPLRIAVVCSSNQNRSMEAHAILSKKGFN-VKSYGTGATVKLPGPAQDKPNIYDF-KTTYEEMYQDLKRKD----RDLYTQNGILHMLDRNRRIKSKPERFQ----NSKDK----FDVVLTAEERVYDQVLEDFESKE   124
Schizosaccharomyces_japonicus_ --------MAPNTNLKISVICASNQNRSMEAHNVLKNAGYE-VQSFGTGSAVRLPGPSIDKPNIYQF-GYSYDNIYNELEAQDA----RLYTANGLLKMLDRNRRIKTAPERW------QDQRNT--FDIVITCEERCFDAVCEDLFRRG   128
  Shizosaccharomyces_pombe_hyp --------MAPKTNLQISVICASNQNRSMEAHNVLKNAGYQ-VDSFGTGSAVRLPGPSIDKPNIYQF-GYPYDEIYKELEAQDS----RLYTANGLLKMLDRNRRIKRAPCRW------QDQDSI--YNIVITCEERCYDAICEDLYRRG   128
      Yarrowia_lipolytica_prod -----------MTELKMCTVCASNQNRSMEAHKVLKEAGFD-VESYGTGSAVRLPGPAYDKPNIYAF-GTPYDDIYNELSAQDE----RLYTANGLLTMLDRNRKIKTAPERW------VEHKNV--FDVVFTCEERCFEAVCDDLMDRG   125
 Saccharomyces_cerevisiae_prod -----MPSH-RNSNLKFCTVCASNNNRSMESHKVLQEAGYN-VSSYGTGSAVRLPGLSIDKPNVYSF-GTPYNDIYNDLLSQSA----DRYKSNGLLQMLDRNRRLKKAPEKW------QESTKV--FDFVFTCEERCFDAVCEDLMNRG   130
         Candida_glabrata_prod -------MD-QKQALKFCTVCASNNNRSMESHRILQEAGYE-VSSYGTGSAVRLPGLSFDKPNVYPF-GTPYNDIYNDLLSQSA----ERYKANGLLQMLDRNRRLKKAPEKW------QEGTKT--FDFVFTCEERCFDAVCEDLMNRG   128
      Ashbya_gossypii_prod_cut -----MPN---TSTLRLCTVCASNNNRSMESHRVLKEAGYD-VSSYGTGSAVRLPGLSIDKPNVYPF-GTPYNDIYNDLLAQSA----ERYKSNGLLEMLDRNRRIKKAPEKW------HDSQKV--FDFVFTCEERCFDSVCEDLMNRG   128
     Kluyveromyces_lactis_prod -----MSESMRNSGLKFCTVCASNNNRSMESHRVLEEAGYD-VSSYGTGSAVRLPGLSIDKPNVYSF-GTPYDDIYNDLISQSE----DRYKQNGVLEMLDRNRKLKKAPEKW------HDGRKV--FDFVFTCEERCFDSVCEDLMNRG   131
 Vanderwaltozyma_polyspora_hyp ---------MRDSQLTFCTVCASNNNRSMESHKVLQEAGYN-VNSYGTGSAVRLPGLSIDKPNVYPF-GTPYNDIYNDLLSQSA----DRYKSNGLLQMLDRNRRIKKSPEKW------HENFKI--FDIIFTCEERCFDSVIEDLMSRG   127
           Pichia_stipitis_hyp ---------MVTDSLKICTVCASNNNRSMEAHKQLKDAGYD-VKSFGTGSAVRLPGPSIDKPNVYEF-GTPYEDIYNDLISQNCR---KMYEANGLIHMLDRNRHVKPAPEKW------HSNSYAGKFDLVITCEERCFDSVMDDLMFRM   130
    1Pichia_guilliermondii_hyp ---------MAIDSLKICTVCASNNNRSMESHKQLKDAGYD-VKSFGTGSAVRLPGPSIDRPNVYEF-GTPYEDIYNDLMSQEAH---KMYESNGLIHMLNRNRHVKRAPEKW------HANAYAGKFDLVITCEERCFDSVIDDLMYRL   130
     Debaryomyces_hansenii_hyp ---------MVSDSLKICTVCAANNNRSMESHKQLKDAGYN-VRSFGTGSAVRLPGPLVDKPNVYEF-GTPYDDIYRDLTSQEYH---KMYESNGLIRMINRNRHIKRAPEKW------HNNASAGKFDLVITCEERCFDLVLDDLMVRL   130
    Candida_dubliniensis_ssu72 ------MSKHIDDSLKICTVCASNNNRSMESHKQLMDAGYD-VHSFGTGTAVRLPGPSVDKPNVYDF-GTPYQVMYDDLISQKSR---KLYESNGLIHMLERNKSVKEAPEKW------HRNASLGKFDLVITCEERCFDSVIEDLMHRM   133
         Candida_albicans_prod ------MSKHIEDSLKICTVCASNNNRSMESHKQLMDAGYD-VHSFGTGTAVRLPGPSVDKPNVYEF-GTPYQVMYDDLISQKSR---KLYESNGLIHMLERNKSVKEAPEKW------HRNAPLGKFDLVITCEERCFDSVIDDLMHRM   133
Lodderomyces_elongisporus_ssu7 ---------MIEDSLKICTVCASNNNRSMESHKQLMDAGYD-VHSFGTGSAVRLPGPSIDKPNVYEF-GTPYEKILQDLVSQNAG---NTYEHNGVLSMLRRNKDVKKAPEKW------HSNYYAGKFDLVITCEERCFDSVMEDLMFRM   130
          Pichia_pastoris_prod ----------MSELLSFCTVCASNQNRSMEAHKLLKDAGYK-VRSYGTGSAVRLPGPSIDKPNVFQF-GTPYSTMREQLMKQDV----RLHQANGVLKMIDRNEKIKEAPQRWPYIGQEPQTTEGLDFDIVFTCEERCFDAVVEDFMNRS   134
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        Ricinus_communis_ssu72 --------HVLMR-SVLVINLEVKDNHEEAAIGARLALELCQEIEAAE-S----------------------WEDSIDEIITAFET-KHRRKLLYSVSFY   193
       Populus_trichocarpa_hyp --------HVLLK-SVLVINLEVKDNHEEAAVGGQLTLELCQKIEAVE-S----------------------WEDSIDEIITAFEA-KHRRKLVYSISFY   193
            Vitis_vinifera_hyp --------HVLMK-TVLVINLEVKDNHEEAAIGARLALDLCQEIEATE-S----------------------WEDSVDDVVSGFEK-QHRRKLLYSISFY   193
    Arabidopsis_thaliana_ssu72 --------QSLTK-TILVMNLEVKDNHEEAAIGGRLALELCQEIEGNE-T----------------------WEDTIDDIVAGFEK-QHRRKLVYSISFY   193
         Picea_sitchensis_prod --------PILMR-SVLVVNLDVKDSHEEAAVGARLALDLCQKLEAAN-S----------------------WEDEIDDIVMRFER-QHRRKLIYTIYFY   193
    1Physcomitrella_patens_hyp --------TNLMK-LALIINMDVKDNHDEAAIGGKLALDLCQRLEQAD-A----------------------WEDEIDDIVSRFEK-QHRRRLMYTIRFY   193
                  Zea_mays_hyp --------PRLMK-CVLIINMDVKDNHEEAGVGAKLAVELCQKLEAIDGD----------------------WEDIIDDLITAFEK-QHKRRLAYSISFY   198
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