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                                                      * : *::*.* :  *            .           *:: ****  *::  . **       . **::****       . *.    : ::  :*  : . :*    *
H.sapiens MDNKQANKRKRKDHVPKRKAKGLPATSILASL-APGLEAGKFWHIADLHLDPDYKVSKDPFQVCPSAGSQPVPDAGPWGDYLCDSPWALINSSIYAMK-EIEP-EPDFILWTGDDTPHVPDEKLGEAAVLEIVERLTKLIREVFP-DTKV   150
M.musculus -------------------MTLLGWLIFLAPWGVAGAQLGRFWHISDLHLDPNYTVSKDPLQVCPSAGSQPVLNAGPWGDYLCDSPWALINSSLYAMK-EIEP-KPDFILWTGDDTPHVPNESLGEAAVLAIVERLTNLIKEVFP-DTKV   150
X.tropicalis -------------------MKAFFFLLLAGSVRLSTTELGYFWHLTDLHLDPNYSVTSDPRKVCPSAGDQLVPDAGQWGNYLCDSPRILINSSINAMK-SILP-NPDFILWTGDDTPHVPNEQLGEDAVLEIIRWLTNLIQQTFP-TTKV   150
D.rerio ----------------MACMWKCILLSIFIVFGRSDALTGYFWHISDLHWDPSYDLSSSSQSKCASSGGRPTPHAGRYGDYVCDSPWSLINSSLTAMR-EILP-DPDFIMWTGDDTPHVPDDQLGEQAVLRIIGNLTNIIKSTFP-KTKV   150
S.purpuratus ---------------MYSYREILIGFYLFTCATLSWGDEGNFLHISDVHYDPFYGDGVYP--TSSSCSEAIDPAQYPLGNHHCDSPWALVESVFQAMA-DTMTSETDFIVWTGDTPGAIDLSHLNTTKVLSMIQNVTSEMRERLPADIRV   150
C.gigas ---------------------------------------GWILHVTDFHWDRSYSS-------NDLSCNGVVNTHGMYGDYWCDSPFSLIDVTMKAMKNATLDKEVDFMLWTGDSVLHTPDENLSINENMDILTNLTGQLQETFP-TMDV   150
S.kowalevskii -------------------------MVLLFVGTSYGSNIGRIWHVTDIHYEPNYTAGDYP---ASSCRDLDGGTPGYWGDYRCDSPWALVNSSVYAMR--SIEENPDFIIWTGDDTPHVPDDNLSTDKVIDIITNVTTLLSETFP-GTTV   150
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               :.. **** .*     .  . . .   : *  *:         *   .:*            :: ***  ** .:  *  : **. ** *    *  *    .       .                  .            :     : 
H.sapiens YAALGNHDFHPKNQFPAGSNNIYNQIAELWKPWLSN--ESIALFKKGAFYCEKLPGPSGAGRIVVLNTNLYYTSNALTADMADPGQQFQWLEDVLTDASKAGDMVYIVGHVPPGFFEKTQNKAWFREGFNEKYLKVVRKHHRVIAGQFFG   300
M.musculus YAALGNHDFHPKNQFPAQSNRIYNQVAELWRPWLSN--ESYALFKRGAFYSEKLPGPSRAGRVVVLNTNLYYSNNEQTAGMADPGEQFRWLGDVLSNASRDGEMVYVIGHVPPGFFEKTQNKAWFRESFNEEYLKVIQKHHRVIAGQFFG   300
X.tropicalis YSALGNHDFHPKSQLPPHNNSIYDRISEFWSPWLKN--ESLPSFRKGAYYSEELKDVGAAGRMIVLNTNLYYDSNSLTANMKDPGDQFQWLEDQLNNANLKGEKVYIVGHVPPGYFEKKRDKPWFREEFNKRYIEIIQKHHRVIQGQFFG   300
D.rerio YSAMGNHDYHPKNQMPPAKSTIYEQTANLWRDWLHT--ASQETFKTGGYYTEKLLNQTGL-RVIVLNTNLYYDQNKLTEKVKDPADQFSWADKVLQDAAKNNEKVYLIGHVPPGLFEKKRDKGWFRKEFNKRYIELIQKHSAVIMGQFFG   300
S.purpuratus FPAIGNHDNYPRHILDPAPNEFRDSLAEVWDPWLANYQDANDTFKSGGYYVTPING---NLWMVVLNTAMYYYKDPLTEGIADPAGQFDWLEDTLEAAQTAGKKVFINAHILPGSLEG-ETKISFQTSFNVRYLEINRKYSNVIKGQFFG   300
C.gigas YATYGNHDYFPSNQYPPHNNEIYNRTLEHWRTWINDS-TQETNFLKGAYYTLKTKYG---MRILALNTNMYYTSDKVTTHMDDPADQFVWMGGNLMQARGTTKRCWLPDMFPRVLLQREEDPG----STNISILVWCTYHNTVTSSSGFP   300
S.kowalevskii FPVFGNHDYHPKHMFPPMTNPVYSTIADLWSHWLGDYPAFNEKFRKVAYYTAQFTAG---LRIVGLNTVYYYTSNKVTEDLEDPGDQFVWLESVLNQAATDGEKVGTLRILDDMMTLVDDMMSLVDDMMSLVEDMMPLVVNMMSLVVNMM   300
      .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                   .    . .  .     :    .: .                                                                                                                         
H.sapiens HHHTDSFRMLYDDAGVPISAMFITPGVTPWKTTLPGVVNGANNPAIRVFEYDRATLSLKDMVTYFMNLSQANAQGTPRWELEYQLTEAYGVPDASAHSMHTVLDRIAGDQS---TLQRYYVYNSVSYSAGVCDEACSMQHVCAMRQVDID   450
M.musculus HHHTDSFRMFYDNTGAPINVMFLTPGVTPWKTTLPGVVDGANNPGIRIFEYDRATLNLKDLVTYFLNLRQANVQETPRWEQEYRLTEAYQVPDASVSSMHTALTRIASEPH---ILQRYYVYNSVSYNHLTCEDSCRIEHVCAIQHVAFN   450
X.tropicalis HHHTDSFRMFYSDSGTPVSSMFIAPGVTPWKTTLPGVENGANNPGIRVVEYDRQNLQVFDIVTYYLNLTYAN-KVSPRWEKEYRLTEAYQIPDCSAQSMHDVVKKISNDSC---YLQKYYKYNSVSYDLEACNKTCRVDHVCAIREVDFN   450
D.rerio HHHTDSFRMFYNSKGSPISAMYLTPGVTPWITTLPGVIDGGNNPGIRIFEYDTKTLLVKDIITYYLNLTYAN-IARARWEKEYRLTEAFRVPDASPASMHRVMERISSEKC---SLQKYFELNSVSYDLSECHADCRVDHVCALREVDYD   450
S.purpuratus HHHYDSFRILYDDTGLPINALYVQPSVTPRQTPAP------RNPSFRMVTYDRDTGDIIDIHQYYLDISMDK----PTWELEYRATEAYNIADLSPVSLDQLVDKFSSEESSPDAFERYYLYNTVMASAGECDEDCRKLHICAITKLDIP   450
C.gigas FGHEHGTFKILSNLDEPE-TLNYPPSVTPWKKQNSPRQTGPK------------------------------------------------------------------------------------------------------------   450
S.kowalevskii SLVADMMSLVDDMMSLVDDMMLLVDNMMSLVDDMMSLVIDMMSLVVNMMSLVDDMMSLVDDMMPLVDN---------------MMSLVDDMMSLVIDMMSLVVNMMSFVDDMMPLVDNMMSLVDDMMSLGVDKMSLVDDMMSLVGI----   450
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H.sapiens AYTTCLYASG--TTPVPQLPLLLMALLG---LCTLVL-   488
M.musculus TYATCLHGLG--AKLVPGFLLILTLLPS---LHVLEVL   488
X.tropicalis KYKECVKTES--SSIRHMFELTVLFIVMPVYFFTFDL-   488
D.rerio AYEKCVLKEGGSSNAPVLFILFLSLMLS---LWSLN--   488
S.purpuratus EYEDCIAGSG---NVVRGSLRTVILLFIVRLWQSLMS-   488
C.gigas --------------------------------------   488
S.kowalevskii --------------------------------------   488
      .......460.......470.......480........


