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Homo_sapie   :  71

Canis_fami   :  71

Gallus_gal   :  71

Drosophila   :  65

Caenorhabd   :  60

Arabidopsi   :  57

Oryza_sati   :  58

cons         :  65

Homo_sapie       1 MKIIFP------ILSNPVFRRTVKLL----------L----------C   22 

Canis_fami       1 ---MVD------ISDNSEDEFEVQGK----------K----------K   19 

Gallus_gal       1 MKIISP------ILTNPVFRCTIRLL----------L----------C   22 

Drosophila       1 ------------MRSSGVLVLPLLLL----------Q----------L   16 

Caenorhabd       1 ------------MQEKCRLVRGFSIL----------L----------V   16 

Arabidopsi       1 --MSFPTFSFHFSKVSLCFLLKQLLLYGFFFSMNWVLLSFIIVLGGGL   46 

Oryza_sati       1 ------------MKIGLLML----------------LVLFLVMSPDGI   20 

cons             1                                                    48 

Homo_sapie      23 LLWIGYSQGTTHVLRFGGIFEYVESGPMGAEELAFRFAVNTINRNRTL   70 

Canis_fami      20 LDW-NVSEGDC------GIFEYVESGPMGAEELAFRFAVNTINRNRTL   60 

Gallus_gal      23 LLWIGYSQGTTHVLRFGGIFECVESGPMGAEELAFRFAVNTINRNRTL   70 

Drosophila      17 ILNCRKAQSLPDIIKIGGLFHPADD----HQELAFRQAVDRINADRSI   60 

Caenorhabd      17 IFYIANS-AADDRF---HIGTIANRGSFAYEH--LRYAIDRWNTEHG-   57 

Arabidopsi      47 LLSEGASSSRPPVIKVGAIFG-LNTMYGETANIAFKAAEEDVNSDPSF   93 

Oryza_sati      21 RRSL---AARPSIVNIGAILR-FNSTIGGVSMIAIQAALEDINSDSTI   64 

cons            49         .         :    :          :: * :  * :      96 

Homo_sapie      71 LPNTTLTYDTQKINLYDSFEASKKACDQLSLGVAAIFGPSHSSSANA-  117 

Canis_fami      61 LPNTTLTYDTQKINLYDSFEASKKACDQLSLGVAAIFGPSHSSSANA-  107 

Gallus_gal      71 LPNTTLTYDTQKINLYDSFEASKKACDQLSLGVAAIFGPSHSSSANA-  117 

Drosophila      61 LPRSKLVAQIERISPFDSFHAGKRVCGLLNIGVAAIFGPQSSHTASH-  107 

Caenorhabd      58 -AHTQIKFSIVSPIRYDN-NYEERMCEIMQQGIVAVVLSNEESEQDSQ  103 

Arabidopsi      94 LGGSKLRILMNDAK-RSGFLSIMGALQFMETDVVAIIGPQTSIMAHV-  139 

Oryza_sati      65 LNGTTLKVDMRDTNCDDGFLGMVEALQFMETDVIAIIGPQCSTIAHI-  111 

cons            97    : :          ..          :. .: *:. .. .        144 

Homo_sapie     118 -VQSICNALGVPHIQ-TRWKHQVSDNKDSFYVSLYPDFSSLSRAILDL  163 

Canis_fami     108 -VQSICNALGVPHIQ-TRWKHQVSDNKDSFYVSLYPDFSSLSRAILDL  153 

Gallus_gal     118 -VQSICNALGVPHIQ-TRWKHQVSDNKDSFYVSLYPDFSSLSRAILDL  163 

Drosophila     108 -VQSICDNMEIPHLE-NRWDYRLR--RESCLVNLYPHPNTLSKAYVDI  151 

Caenorhabd     104 LIKSMCHYFNIPCLS-LQ-STSLRDSVSDFVTLLGPSRGAGARATSEF  149 

Arabidopsi     140 -LSHLANELTVPMLSFTALDPTLSPLQFPFFVQTAPSDLFLMRAIAEM  186 

Oryza_sati     112 -VSYVANELRVPLMS-FASDATLSSIQFPFFVRTAPSDLYQMDAVAAI  157 

cons           145  :. :.. : :* :.    .  :        .   *       *   :  192 



Homo_sapie     164 VQFFKWKTVTVVY------DDSTGLIRLQELIKAPSRYNLRLKIR-QL  204 

Canis_fami     154 VQFFKWKTVTVVY------DDSTGLIRLQELIKAPSRYNLRLKIR-QL  194 

Gallus_gal     164 VQFFKWKTVTVVY------DDSTGLIRLQELIKAPSRYNLRLKIR-QL  204 

Drosophila     152 VRHWGWKTFTIIY------ENNDGIVRLQELLKAHGMTPFPITVR-QL  192 

Caenorhabd     150 LDSMRWTGFLLAYQHGSDLEDLSPLMQYKQIVDTGGR-RIHIKIR-RL  195 

Arabidopsi     187 ITYYGWSDVVALYN-----DDDNSRNGVTALGDELEERRCKISYKAVL  229 

Oryza_sati     158 VDYYRWKIVTAIYI-----DDDYGRNGIATLDDALTQRRCKISYKIAF  200 

cons           193 :    *. .   *      ::         : .        :. :  :  240 

Homo_sapie     205 PADTK-----DAKPLLKEMK-RGKEFHVIFDCSH-EMAAGILKQALAM  245 

Canis_fami     195 PADTK-----DAKPLLKEMK-RGKEFHVIFDCSH-EMAAGILKQALAM  235 

Gallus_gal     205 PADTK-----DAKPLLKEMK-RGKEFHVIFDCSH-EMAAGILKQALAM  245 

Drosophila     193 -SDSG-----DYRPLLKQIK-NSAEAHIVLDCST-ERIHEVLKQAQQI  232 

Caenorhabd     196 PNNTD-----DYEPFLKYVKTRLKQTNIIIHSNNITVLYNLLQQARGL  238 

Arabidopsi     230 PLDVVITSPVEIIEELIKIR-GMESRVIVVNTFP-NTGKMIFKEAERL  275 

Oryza_sati     201 PANAR---KSDLINLLVSVS-YMESRVIILHTGA-GPGLKIFSLANQL  243 

cons           241   :       :    *  :     .  ::..         ::. *  :  288 

Homo_sapie     246 GMMTEYYHYIFTTLDLFALDVE-----PYRY--SGV----N-MTGFRI  281 

Canis_fami     236 GMMTEYYHYIFTTLDLFALDVE-----PYRY--SGV----N-MTGFRI  271 

Gallus_gal     246 GMMTEYYHYIFTTLDLFALDVE-----PYRY--SGV----N-MTGFRI  281 

Drosophila     233 GMMSDYHSYLVTSLDLHTVNLD-----EFRY--GGT----N-ITGFRL  268 

Caenorhabd     239 NMAEPPFSYVFTNTDLSLL--E-----DFLNNMYGASFHCN-ITGLQL  278 

Arabidopsi     276 GMMEKGYVWIATTWLSSVLDSN--LPLD--T--KLV----NGVLTLRL  313 

Oryza_sati     244 SMMGNGYVWIATDWLSAYLDANSSVPDETMY--GMQ----G-VLTLRP  284 

cons           289 .*    . :: *      :  :                  . :  ::   336 

Homo_sapie     282 LNTENTQVSSIIEKWSMERLQAPPKPDSGLLDGFMTTDAALMYDAVHV  329 

Canis_fami     272 LNTENTQVSSIIEKWSMERLQAPPKPDSGLLDGFMTTDAALMYDAVHV  319 

Gallus_gal     282 LNTENSQVSSIIEKWSMERLQAPPKPDSGLLDGFMTTDAALMYDAVHV  329 

Drosophila     269 INEK--IVSDVVRQWSID--EKGLLRSANLTT--VRSETALMYDAVHL  310 

Caenorhabd     279 VKN-------------------DP---------MMKTQLALTSEAVYV  298 

Arabidopsi     314 HTPDSRKKRDFAARWKN------KLSNNKTIG--LNVYGLYAYDTVWI  353 

Oryza_sati     285 HIPESKMKSNLISKWSRL----SKKYSYSYLR--TSSYAFYVYDSVWA  326 

cons           337                                            ::*    384 

Homo_sapie     330 VSVAVQQF---------------PQM----TVSSLQCNRHKPWRFGTR  358 

Canis_fami     320 VSVGVQQF---------------PQM----TVSSLQCNRHKPWRFGTR  348 

Gallus_gal     330 VSVAVQQF---------------PQM----TVSSLQCNRHKPWRFGTR  358 

Drosophila     311 FAKALHDL-DTS-----------QQI----DIHPISCDGQSTWQHGFS  342 

Caenorhabd     299 VGMSIYRM---------------RELGHAPRQSSIMCDSHDIWSDGRI  331 

Arabidopsi     354 IARAVKTLLEAGGNLSFSNDAKLGSL----KGEALNLSALSRFDQGSQ  397 

Oryza_sati     327 VARALDAFFDDGGKISFSNDSRLRDE----TGGTLHLEAMSIFDMGNN  370 

cons           385 .. .:  :                .        .:  .  . :  *    432 



Homo_sapie     359 FMSLIKEAHWEG-LTGRITFNKTNGLRTDFDLDVISLKEEGLEKIGTW  405 

Canis_fami     349 FMSLIKEAHWEG-LTGRITFNKTNGLRTDFDLDVISLKEEGLEKIGTW  395 

Gallus_gal     359 FMSLIKEAHWEG-LTGRITFNKSNGLRTDFDLDVISLKEEGLEKVGTW  405 

Drosophila     343 LINYMKIVEMKG-LTNVIKFDH-QGFRTDFMLDIVELTPAGIRKIGTW  388 

Caenorhabd     332 MNEGIRKLKLRNQLTGDVQFKS-NGERDDIMYHGVGRINSQFVKLGNW  378 

Arabidopsi     398 LLDYIVHTKMSG-LTGPVQFHPDRSM-LQPSYDIINLVDDRVHQIGYW  443 

Oryza_sati     371 LLEKIRKANFTG-VSGQVQFDATGDL-IHPAYDVINIIGNGMRTVGYW  416 

cons           433 : . :   .  . ::. : *.   .   .   . :      .  :* *  480 

Homo_sapie     406 DPA--SGLNMT---ESQKGKPA-NI---TDSLSNRSL--IV----TTI  438 

Canis_fami     396 DPA--SGLNMT---ESQKGKPA-NI---TDSLSNRSL--IV----TTI  428 

Gallus_gal     406 DPL--SGLNMT---ENQKGKPA-NI---TDSLSNRSL--IV----TTI  438 

Drosophila     389 NSTLPDGINFT---RTFSQKQQ-EI---EANLKNKTL--VV----TTI  423 

Caenorhabd     379 SEK--RGWNFD---SRYANRWEFDIDPDSEDLEGLHL--RV----VVY  415 

Arabidopsi     444 SNY--SGLSIV-PPESFYSKPP-NR---SSSNQHLNS--VTWPGGTSV  482 

Oryza_sati     417 SNY--SSLLSTVLPEVLYSEPP-N-----NSLANQHLYDVIWPGQTAQ  456 

cons           481 .     .            .   :      .              .    528 

Homo_sapie     439 LEEPYVLFKKSDKPLY----------------G-NDRFEGYCIDLLRE  469 

Canis_fami     429 LEEPYVLFKKSDKPLY----------------G-NDRFEGYCIDLLRE  459 

Gallus_gal     439 LEEPYVMFKKSDKPLY----------------G-NDRFEGYCIDLLRE  469 

Drosophila     424 LSNPYCMRKESAIPLS----------------G-NDQFEGYAVDLIHE  454 

Caenorhabd     416 LEEPFVI--K-----T----------------G-ENQYEGFCIDLLNE  439 

Arabidopsi     483 TPRGWIFRNNGRRLRIGVPDRASFKDFVSRVNGSSNKVQGYCIDVFEA  530 

Oryza_sati     457 TPRGWVFPSNAKELKIGVPNRFSFREFVTKDN-VTGSMKGYCIDVFTQ  503 

cons           529   . : :  :                         .  :*:.:*::    576 

Homo_sapie     470 LSTILGFTYEIRLVEDGKYGAQDDANGQWNGMVRELIDH-KADLAVAP  516 

Canis_fami     460 LSTILGFTYEIRLVEDGKYGAQDDANGQWNGMVRELIDH-KADLAVAP  506 

Gallus_gal     470 LSTILGFSYEIRLVEDGKYGAQEDASGQWNGMVRELIDH-KADLAVAP  516 

Drosophila     455 ISKSLGFNYKIQLVPDGSYGSLNKLTGEWNGMIRELLEQ-RADLAIAD  501 

Caenorhabd     440 MTQVLKFNYTIIEVQDGTYGIEDE-SGRWNGIIGALQRH-EADLSLSA  485 

Arabidopsi     531 AVKLLSYPVPHEFIFFGD-GLT---NPNYNELVNKVTTGVDFDAVVGD  574 

Oryza_sati     504 ALALLPYPVTYKFIPFGG-GNE---NPHYDKLVQMVEDN-EFDAAIGD  546 

cons           577     * :      :  *  *     . .:: ::  :      *  :.   624 

Homo_sapie     517 LAITYVREKVIDFSKPFMTLGISILY-RKPNGTNPG-VFSFLNPLSPD  562 

Canis_fami     507 LAITYVREKVIDFSKPFMTLGISILY-RKPNGTNPG-VFSFLNPLSPD  552 

Gallus_gal     517 LAITYVREKVIDFSKPFMTLGISILY-RKPNGTNPG-VFSFLNPLSPD  562 

Drosophila     502 LTITFEREQAVDFTTPFMNLGVSILY-RKPIKQPPN-LFSFLSPLSLD  547 

Caenorhabd     486 VTITYSRAEVVDFTLPFMHLGISILLARTSEETDKGSLWTFLEPLSLT  533 

Arabidopsi     575 IAIVTKRTRIVDFTQPYIESGL-VVV-APVTRLNEN-PWAFLRPFTLP  619 

Oryza_sati     547 IAITMSRTVTTDFTQPFIESGLVILA-PVKKHI-VN-SWAFLQPFTLQ  591 

cons           625 ::*.  *    **: *::  *: ::          .  ::** *::    672 



Homo_sapie     563 IWMYILLAYLGVSCVLFVIARFSPYEWYNPHPCNP-DSDVVE---NNF  606 

Canis_fami     553 IWMYILLAYLGVSCVLFVIARFSPYEWYNPHPCNP-DSDVVE---NNF  596 

Gallus_gal     563 IWMYILLAYLGVSCVLFVIARFSPYEWYNPHPCNP-DSDVVE---NNF  606 

Drosophila     548 VWIYMATAYLGVSVLLFILAKFTPYEW--PAYTDA-HGEKVE---SQF  589 

Caenorhabd     534 VWISLLISYCIVSYSMHILAKFSPYEWYNLERIDERDFENIKNQKNQF  581 

Arabidopsi     620 MWAVTASFFVIVGAAIWILEHRINDEFRG------------P---PRR  652 

Oryza_sati     592 MWCVTGLFFLVVGAVVWVLEHRINDEFRG------------S---PRE  624 

cons           673 :*      :  *.  : :: :    *:                   .   720 

Homo_sapie     607 TLLNSFWFGVGALMQQGSELMPKALSTRIVGGIWWFFTLIIISSYTAN  654 

Canis_fami     597 TLLNSFWFGVGALMQQGSELMPKALSTRIVGGIWWFFTLIIISSYTAN  644 

Gallus_gal     607 TLLNSFWFGVGALMQQGSELMPKALSTRIVGGIWWFFTLIIISSYTAN  654 

Drosophila     590 TLLNCMWFAIGSLMQQGCDFLPKALSTRMVAGIWWFFTLIMISSYTAN  637 

Caenorhabd     582 TVLNSFWFTMGSLMQQGSDVIPRAAATRLIAVVWWMFTQIIISSYTAQ  629 

Arabidopsi     653 QIITILWFTFSTMFFSHRETTVSTLG-RMVLLIWLFVVLIITSSYTAS  699 

Oryza_sati     625 QIITIFWFSFSTLFFAHRENTMSTLG-RGVLIIWLFVVLIIQSSYTAS  671 

cons           721  ::. :** ..:::    :    : . * :  :* :.. *: *****.  768 

Homo_sapie     655 LAAFLTVERMESPIDSADDLAKQTKIEYGAVEDGATMTFFKKSKISTY  702 

Canis_fami     645 LAAFLTVERMESPIDSADDLAKQTKIEYGAVEDGATMTFFKKSKISTY  692 

Gallus_gal     655 LAAFLTVERMESPIDSADDLAKQTKIEYGAVEDGATMTFFKKSKISTY  702 

Drosophila     638 LAAFLTVERMDSPIESAEDLAKQTRIKYGALKGGSTAAFFRDSKISTY  685 

Caenorhabd     630 LAAFLTVERMSTPIESTQDLANQQKIRYGVLKSGSTMDFFRESKIPMY  677 

Arabidopsi     700 LTSILTVQQLNSPIKGVDTLISST-GRIGFQVGSFAENYMTDELNIAS  746 

Oryza_sati     672 LTSILTVQQLDTSIRGIDDLKNSD-GPIGFQVGSFAEEYMVRELNISR  718 

cons           769 *:::***:::.:.* . : * ..     *   .. :  ::  .       816 

Homo_sapie     703 DKMWAFMSSRRQSVLVKSNEEGIQRVL--TSDYAFLMESTTIEFVTQR  748 

Canis_fami     693 DKMWAFMSSRRQSVLVKSNEEGIQRVL--TSDYAFLMESTTIEFVTQR  738 

Gallus_gal     703 DKMWAFMSSRRQSVLVKSNEEGIQRVL--TSDYAFLMESTTIEFVTQR  748 

Drosophila     686 QRMWSFMESARPSVFTASNGEGVERVAKGKGSYAFLMESTSIEYVTER  733 

Caenorhabd     678 ERMWSVMESSSPGVFVNSSREGIARVK--SGGYAYMMESSMLEYYLER  723 

Arabidopsi     747 SRLVPL---ASPEEYANALQN--------GTVAAIVDERPYIDLFLSD  783 

Oryza_sati     719 SRLRAL---GSPEEYAEALKHGPKR----GGVMAIVDERPYVELFLST  759 

cons           817 .:: ..         . :  .            * : * . ::   .   864 

Homo_sapie     749 NCNLTQIGGLIDSKGYGVGTPMGSPYRDKITIAILQLQEEGKLHMMKE  796 

Canis_fami     739 NCNLTQIGGLIDSKGYGVGTPMGSPYRDKITIAILQLQEEGKLHMMKE  786 

Gallus_gal     749 NCNLTQIGGLIDSKGYGVGTPMGSPYRDKITIAILQLQEEGKLHMMKE  796 

Drosophila     734 NCELTQVGGMLDTKSYGIATPPNSPYRTAINSVILKLQEEGKLHILKT  781 

Caenorhabd     724 DCELQSIGGLLDSKGYGIALPKGSPLRDILSRTVLQLQERTILEALKN  771 

Arabidopsi     784 YCKFAIRGQEFTRCGWGFAFPRDSPLAVDMSTAILGLSETGELQKIHD  831 

Oryza_sati     760 YCKIAVAGSDFTSRGWGFAFPRDSPLQIDLSTAILSLSENGELQRIHD  807 

cons           865  *::   *  :   .:*.. * .**    :. .:* *.*   *. ::   912 



Homo_sapie     797 KWWR----GNGCPEEESK---EASA---LGVQNIGGIFIVLAAGLVLS  834 

Canis_fami     787 KWWR----GNGCPEEESK---EASA---LGVQNIGGIFIVLAAGLVLS  824 

Gallus_gal     797 KWWR----GNGCPEEESK---EASA---LGVQNIGGIFIVLAAGLVLS  834 

Drosophila     782 KWWKEKRGGGKCRVETSK---SSSAANELGLANVGGVFVVLMGGMGVA  826 

Caenorhabd     772 KWWRDRREGPSCGPPPSE---KATN---SKPQNIFGIFYVLLTGLIVA  813 

Arabidopsi     832 RWLS----KSNCSSPHGSQSGDSEQ---LNVHSFWGMFLVVGIACLVA  872 

Oryza_sati     808 KWLK----TSECSADNTEFV-DSDQ---LRLESFWGLFLICGIACVIA  847 

cons           913 :*         *     .   .:         .. *:* :   .  ::  960 

Homo_sapie     835 VFV---------------AVGEFLYKSKKNAQLEKRSFCSAMVEELRM  867 

Canis_fami     825 VFV---------------AVGEFLYKSKKNAQLEKRSFCSAMVEELRM  857 

Gallus_gal     835 VFV---------------AVGEFLYKSKKNAQLEKRSFCSAMVEELRM  867 

Drosophila     827 CVI---------------AVCEFVWKSRKVAVEERLS---AILNE---  853 

Caenorhabd     814 FLL---------------ACGEYCIESRHEAFRLKLTIVGKFMDWYRG  846 

Arabidopsi     873 LFIHFFKIIRDFCKDTPEVVVEEAIPSPKSSRLTKLQTFLAFVDEKEE  920 

Oryza_sati     848 LLIYFFT-----------TVRKFLRHEPPEDPTPRPGGSTTLPDERTP  884 

cons           961  .:               .  :    .       :      : :     1008 

Homo_sapie     868 SLKCQRR-------------------L-----------KHKPQAPV--  883 

Canis_fami     858 SLKCQRR-------------------L-----------KHKPQAPV--  873 

Gallus_gal     868 SLKCQRR-------------------L-----------KHKPQAPV--  883 

Drosophila     854 ------------------------------------------------  853 

Caenorhabd     847 NSNDSKQRSKLRNMQLDTAGQEVSIST-----------RHDPPTPPQP  883 

Arabidopsi     921 ETK--RR-------------------L-----------KRKRN-----  931 

Oryza_sati     885 PKNGQEK-------------------CNCRNFISFLDHKEPPKKKR--  911 

cons          1009                                                  1056 

Homo_sapie     884 -------------------------------------------IVKTE  888 

Canis_fami     874 -------------------------------------------IVKTE  878 

Gallus_gal     884 -------------------------------------------IVKTE  888 

Drosophila     854 ------------------------------------------------  853 

Caenorhabd     884 ALTSRPDPTRLSISSPAPTICVVSCDDGTPISRDRPPSISRAGLRRLS  931 

Arabidopsi     932 ------------------------------------------------  931 

Oryza_sati     912 -------------------------------------------SLSLT  916 

cons          1057                                                  1104 

Homo_sapie     889 EVINMHTFNDRRLPGKETMA--------  908 

Canis_fami     879 EVINMHTFNDRRLPGKETMA--------  898 

Gallus_gal     889 EVINMHTFNDRRLPGKETMA--------  908 

Drosophila     854 ----------------------------  853 

Caenorhabd     932 RMLPAATHEQLSRFRQGSMS--------  951 

Arabidopsi     932 ---NDHSMNANSIISRTAS-----RRPI  951 

Oryza_sati     917 PTTPLSNFTALEIEGPVRTVRNGSVVDI  944 

cons          1105                              1132 


