
logo MRATGMF
LALAALGLLALLRFLLPAQLPPSFVGWLLAVLAPPVVAGLLMLLPFRTWRYPLAFFLFLGLGVWACFLNSAQRWALDDRLPSPVADLDGQRTFRWLEG

NTDB id 273051 C5F71 RS04795 WP 256588116.1 MRTGMFALALGLLALRLLPALPPVGWLLVLPVVALMLLPFRTYPLAFFLLGLGWACFSAQRALDDRLSPALDGQTRWLEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !! !!! !!! !! !! !!* !!!! !**!*!*!!!!! !!!!!! !! !!! !! !!!!!!** !!! ! !!!!
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 RVSGLPQQANGVVRFELSDSRSRQDRLPQRIRVSWQGGPAVRSGERWRLAVTLKRPAGLLNFHGFDQEAWLLAQRVGAIG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus !*!!! !!!!!! ! *!!* !! !!!* ! !!! *!!!!!!!!! !!!! !**!***!! !!!!!! !*!! !
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 SVKDGQRLAPA..RHAWRDGIRQQLLAVDAQGREAGLAALVLGDGSGLAAEDWRILQATGTVHLLVISGQHIGLLSGLIY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus **! ! !*!*!** *!!!! *!! !! !*!*!! ***!!!!*!!!!!! !!!*!! !!!!!!*!!!!!!*!*! !!*!
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 ALVAGLARYGGWPRRLPWLPWACGLAFTGVLAYGVLAGFEVPVQRACVMVGLVLLWRLRFRHLGIWWPLLLALNAVLIIE 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus !*! !!!*! !! !!!!!!!!!!!!! ! !*!! !!!!!!!! !!!*!!**!!!!!!!!!!!!*! !!!*!! *!!***
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 PLASLQPGFWLSFAAVAVLVLAFGGRLGPWRAWLAWTRAQWLIAIGLFPLLLILGLPISLSAPLANLFAVPWISLLVLPL 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!!!!!!!!!! !!!*!* ! !!!!** ! ! !!! *!*!! ! *!*!!!!*!!!*!!!!! !!!!!!*!!*!!
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 ALAGTLLLALPWLGGGLLWLAGGALDWLFMALAMLAERVPAWMPAEVPVGYWLLSLLGALLLLMPKGIPFRLLGWPLLLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !! !* !! *!!!! *!!!!!!! ! !! !!**! !!!** *!* ! ! !! !*!!*! !*! !*!! *!! *
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 AVFPPRESIPLGQVAVEQLDVGQGLSIVLRTRNHVLLYDAGPRLGEFDLGERVVLPALRKLGVGQVDLMLLSHADADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus *!*! ** ! ! !!!!!!!***!!! ! !!!!!!!! !*!!*!!!!! ! !! !!* *!!!*!!!!! !!!!
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 GAAAVAAVARGLPVKRVVGGETQGLPAFLQTQACVSGEQWEWDGVAFQLWQWADASNGNAKSCVLQVQANGERLLLTGDI 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALA...IQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDI 637
consensus !! !**** !**!! !* !!* !!! ! ! *! ! ! ! ! *! !* !*!!! !!!! ! ! !!!!!!!!!!
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 DREAERALLATPLAVATDWLQAPHHGSRSSSSWPFVQRVAPKAVLISRGRGNSFGHPHPQVLARYRYLRSAIYDSAEQGA 718
NTDB id 1199 PSJM300 12650 AFN78592.1 DAQAERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGA 717
consensus ! !!!!!* ** ! !! !!!!!! !!!! *!* !!* * !!!! *! !!!!!! !! ! **!*!!*!!
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NTDB id 273051 C5F71 RS04795 WP 256588116.1 IRLRLGAFQAPVMARSQRRFWRAPVIDSYQRPVPAT 754
NTDB id 1199 PSJM300 12650 AFN78592.1 LSLQLGAFGGARRMRDEPRFWREK............ 741
consensus * ! !!!! ** ! *!!!! *************
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