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MLLLLLSIIVLHVAVLVLLFVSTIVSQWIVGNGHATDLWQNCSTSSSGNVHHCFSSSPNEWLQSVQATMILSIIFSILSLFLFFCQLFTLTKGGRFYITGI
MLLLLLGILFLHIAVLVLLFVSTIVSQWLVGNGHTTDLWQNCTTSALGAVQHCYSSSVSEWLQSVQATMILSVIFSVLALFLFFCQLFTLTKGGRFYITGF
MLLLLLGILFLHIAVLVLLFVSTIVSQWLEGNGHRTDLWQNCTTSALGAVQHCYSSSVSEWLQSVQATMILSVIFSVLSLFLFFCQLFTLTKGGRFYITGV
MLLLLLGIIVLHVTVLVLLFVSTIVSQWLVNGGQTADLWQNCTSGTGA-IFQCLTSSTNEWLQSVQAMMILSVIFSVLSLFLFFCQLFTLTKGGRFYLTGI
MLLLLLGIIVLHVAVLVLLFVSTIVSSWLVGNGYSADLWQNCSTTTTG-TWHCLTSSNNEWLQSVQAMMILSIIFSVLSLFLFFCQLFTLTKGGRFYITGF
MLLLLLGIIVLHIAILVLLFVSTIVSSWLVGNGYSADLWQNCSGPATG-TWQCLTSSSNEWLQSVQAMMILSIIFSVLSLFLFFCQLFTLTKGGRFYLTGL
MLLLLLGIILLHIAALVLLFVSTIVSAWTWSETSTSDLWMNCTTIV-GAGQRCDPASTGEWIQAVQALMILSIIFSCLSLFLFFCQLFTLQKGGRFFLTGT
MLLLLLGIVLLHIAALVLLFVATIVSVWTSSETSTSDLWINCTTTS-L-GQRCDPASTGEWIQAVQALMILSIIFSCLSLFLFFCQLFTLQKGGRFFLTGT
MLLLLLGIVLLHVAGLVLLFVSTIVSVWRTGDTGNADLWVNCTGAN-G-GYPCVPASAGEWIQAVQALMILSIIFSCLSLFLFFCQLFTLQKGGRFFLTGT
MLLLLLGIVVLHVAALVLLLVSTIVSAWVVNSTSSSDLWLNCTTATDP----CGTADTGVWIQSVQALMILSVIFSFLSLFLFFCQLFTLQKGGRFFLTGA
MLILLLGIILLHIAALVLLFVSTIVSAWTTGKGSTSDLWVNCTTS-------CVPASAGEWIQAVQALMILSIIFSCLALFLFFCQLFTLQKGGRFFLTGA
MLFILLGVLLLHLVILILLIVSTAASAWSAGVDKSTDLWYHCQTTSGS--YQCKHASNEEWIQAVQALMILSCIFCFCALIAFLYQLFRMVKGGQFFFTAI
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FQILAGLCVMSAAAIYTVRHSEWHVNTDY-SYGFAYILAWVAFPLALLSGIIYVILRKRE
FQILAGLCVMSAAAIYTVRHSEWHVNNDY-SYGFAYILAWVAFPLALLSGIIYVILRKRE
FQILAGLCVMSGAAIFTVRHTDWHEASENTSYGFAYILAWLAFPLALASGIIYVILRKRE
FQVLAAACVMAGASIFTVRHSEWQTAVNDPSYGFAYILAWVAFPLAAVSGIIYIILRKRE
FQVLAAVCVMAGASIFTARHTEWQTAEVA-SYGFAYILAWVAFPLAAISGIIYIILRKRE
FQILASLFVMSGAIIYTVMSPEWVPQINT--YGYSYILAWVAFPLALISGLIYVILRKRE
FQILASLFVMSGAIIYTVMSPEWVPQINA--FGYSYILAWVAFPLALISGLIYVILRKRE
FQILASLFVMSGAIIYTVMSPTWGKDTDV--FGYSYILAWVAFPLALISGLIYVILRKRE
FQILASLFVMCGAIIYTVMNHEWVHESLN--YGFSYILAWVAFPLAFISGLIYVILRKRE
FQILASLFVMSGAIIYTVMSPQWVPETDT--FGYTYILAWVAFPLVLISGLIYVILRKRE
FQILASVFVMCGAIIYTVMRPDEETITHF---GYAYVLAWVAFPLCLISGLIYIVLRKTE
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