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————————————————————— MGGNSGQAGRH---IYQSLAEDGPFDSVEPPKRPTGRLI
MTLTKEDSFHEALPPPSEVASADLDPSTRDKEFSEEKAAQMSGARFGAVEPKRRSTGRLI
MTLSKEVEY---QTPQKQVSSTGLYPSTKDVEFSAS-LEQMNGEIFQSVEPPRRSTGRLI
MTLSKEVEY---PAPQKQLSSTGLYPSTKDMEFSAS-LEQMNGEVFQAVEPPRRSTGRLI
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MHSMAMFGREFCYAVEAAYVTPVLLSVGLPKSLYSIVWFLSPILGFLLOQPVVGSASDHCR
MHSMAMFGREFCYAVEAAFVTPVLLSVGLPKSLYSLVWLISPILGFILQPVVGSASDHCR
MHSMAMFGREFCYAVEAAYVTPVLLSVGLPKSLYSLVWLISPILGFILQPVVGSASDHCR
MHSMAMFGREFCYAVEAAFVTPVLLSVGLPRSLYSLVWLISPILGFILQPVVGSASDYCR
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SRWGRRRPYILTLGVMMLVGMALYLNGDTVVAALIA-NPRRKLVWAISVTMIGVVLEDFA
SSWGRRRPYILGLGIIMLLGMALYLNGDEMISAFIGERDQKKRTWAIVITMLGVVLEDFA
SRWGRRRPYILCLGIIMVLGMTLYLNGDTAVTAVLGTSA-EKTTWAIVITMLGVVAFDFA
SRWGRRRPYILCLGIIMVLGMTLYLNGDTAVTAVLGTSP-EKTTWAIVITMLGVVAEFDFA
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ADFIDGPIKAYLFDVCSHQDKEKGLHYHALFTGFGGALGYLLGAIDWAHLELGRLLGTEF
ADFIDGPIKAYLFDVCSHQDKEKGLHYHALFTGLGGALGYLTGAMDWGHTVLGRILGSEF
ADFIDGPIKAYLFDVCSHHDKERGLHYHALFTGLGGALGYLTGAMDWGSTFLGRIMGSEF
ADFIDGPIKAYLFDVCSHHDKERGLHYHALFTGLGGALGYLTGAMDWGSTFLGRIMGSEF

KKK KKK KKK KKK KKK AR K s Kk ok s K ARKARK AR K s kKA KK AK Ak kx| KKKy kKK
QVMFFFSALVLTLCFIVHLCSISEAPLTDVAKGIIPPQQTPQDPPLSSDGMYEYGSIEKV
QVIFFFSALVFLICLTVHLCSIPEVPLRYEKEETKCPS---ASLLLEVDEPYKYGSIEKE
QVMFFFASAVFLILLVVHLCSIPEIPIADEKQESQ----—-——-— MLLKHDHLGAYGSIDKT
QVMFFFASSVFLIFLAVHLCSIPEIPLEDEKQETQ-————-—--— MLLKHDHLGAYGSIDKA
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KNGYVNPELAMQ----=-—-=-—-———-— GAKNKNHAEQTRRAMTLKSLLRALVSMPPHYRYLCI
IKNCCKQEGYLKCTDTNISAAAKPEKCTDDSCTEVQRRMTLKSLLKALLSMPSHYRYLCV
ON-—----- GILKT-KTTRSLSQVEENDSSDREEQVQOKRMTVKSLINALLTMPAHYRYLCI
ON--=-—--- GILKNRKTSRSLSQVEENNPNDREEQVOKRMTVKSLISALFTMPAHYRYLCL
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SHLIGWTAFLSNMLFFTDFMGQIVYRGDPYSAHNSTEFLIYERGVEVGCWGLCINSVE--
SHLFGWTAFLSNMLFFTDFMGQIVYHGNPYAEHNSTAYLTYERGVEVGCWGLCINAISHQ
SHLIGWTAFLSNMLFFTDFMGQIVYHGNPYAEHNSTAHLIYERGVEVGCWGMCINAIS--
SHLIGWTAFLSNMLEFFTDFMGQIVYHGNPYAEHNSTAYLTYERGVEVGCWGMCINAIS--
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————— SSLYSYFQKVLVSYIGLKGLYFTGYLLFGLGTGFIGLFPNVYSTLVLCSLEFGVMS
SILVSSSLYSYLQKALLPYIGLKGLYFIGYLLFGLGTGLIGLEFPNVYSTLVLCSLEFGVMS
————— SALYSYLOKALLPFIGLKGLYFLGYLLFGLGTGFIGLFPNVYSTLVLCSLFGVMS
————— SALYSYIQKALLPYIGLKGLYFLGYLLFGLGTGFIGLFPNVYSTLVLCSLEFGVMS
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STLYTVPFNLIAEYHREEEKERQQQAPGGDPDNSGRGKGMDCAALTCMVQLAQILVGGGL
STLYTVPEFNLIAEYHREEEDLKLOQEKEQGPEHGRGKGKGIDCAALTCMVQLAQITIVGVGL
STLYTVPEFNLISEYHREEEQ-KMQPNGKTPTPSDNRGKGIDCAALTCMVQLAQITIVGGGL
STLYTVPFNLISEYHREEEQ-ETQPNGKTPTPSDNRGKGIDCAALTCMVQLAQIIVGGGL
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