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MRAGMLALAAGLLLVLRFLPAQLPPSFWGWLWLWLSAPLMALPGVAGAL ILLLAPAFRRWRYPLPAFLFLFGLGVWACLNSAHQWALDEDERLPVDELDGRTFLWLEG
NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 ....MLALAAGLLVLRFLPALPPWWLWSPMALGAAILLAARRYPPALFLFGLGWACLSAHWALEERLPVELDGRTLWLEG 76
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus ****!!!!!!!!!*!!!!! !!** **!* * *!!* ! !*! !!!!! !!!! !*!!!**!!!!*!!!!! !!!!
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NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 LVVDLPARIDGTLHFQLEEASSRRAELPGRLRLAWHAGPEVRAGERWRLAVGLKRPRGLVNPQGFDYEAWLLAQRIGATG 156
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !! ! **! !!* *!!*! !! !*!!!!**!!!*! !!!!!!! !!!! !*!!! *!!!!!!!!! !!!!!!
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LAALVMVGDAGSGLSTVADWKRLVLQDTGTVHLMVI SGQHVGLMLAGSLLVY
NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 TVKAGERLGAPENADGWRDSLRQRLLQVDAHGREGALAALVMGDASGLSVADWKLLQDTGTVHLMVISGQHVGLLASLVY 236
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !*!!!!!** * *!!! !!!!!! !*!!!! !!*!!!!*!!*!!!! !!!**!!!!!!!!!!!!!!!!!!*!! !*!
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NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 GLVVLLARFGLWPGFLPWLPCACGLAFATALGYGWLAGFGVPVQRACAMLAVVLFWRLRFRHLGLWPPILLALDGVLLLE 316
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus **!*!!!!*!*!! !!!!!*!!!!!!! !!!!!!!!!! !!! !!! !*!*!! !!!!!!!!!*!*!*!*!! !!!***
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NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 PLASLQPGFWLSFGAVVILVLAFGGRLGAWSWRQTLWRAQWTSALGLLPLLLALGLPISLSGPLANLVAVPWVGFAVVPL 396
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!!!!!!!!!! !! *!* ! !!!! *!! ! !!! !!!!!! *! !!!!*!!!!!!!!!*!!!!* !!!!

logo ALLGSTFLLLPWLVPAWLVGEAGLLWLAGGTLLAETVLFERLLAGEL IAGAWQVPAWLAPHSALVPLVWAGWLSLAVALLGTLLVI
LLLPAGVPLRVLPGLTALLLALP

NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 ALLGTLLLPLPAVGEGLLWLAGTLLETLFRLLGEIAGAVPAWLPHAVPVWGWLLALLGTLLILLPAGVPLRVPGLALLLP 476
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !!**! *!!*!!!!!! !! !! !!* !!! !!!!**!*!*!*! ! !!!!**!!!!!!!!!!*! !! !
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NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 LAFPPQERIPQARADVWLLDVGQGLAVLVRTRGHDLLYDAGPRFGDFDLGERVVLPSLRNLGVSRLDRLLLSHADGDHVG 556
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus ! !*! !**!*!!*!!* !!!!!! !!!!!! ! !!!!!!!!*!!!!*!!!!! !!!!*!!* !!! **!!!!! !! !
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NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 GALAVWRGLPVGEVFAGEAQAQSAALAAQPCAH.RAWQWDGVRFATWHWAAVQEGNRASCVLLVEAAGERLLLTGDIDAA 635
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !!!!* !**!!! ! !!* *!!! ! *! ** ! ! ! ! !*!* !! !!!!!*!!!!!!!!!!!!!!!!

logo AERALLVDGSGHMPEVWNRAVDRWLLAPHHGSNRSSSSAPAVFLLAKALVAAPDRAGAVL I SRGSSWHNNAGFGHPHAPAQVLVEKRLYQRNTALGPAEVI
LHDTAERHQGALRSFL

NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 AERALLDSHPEWRVDWLLAPHHGSRSSSSPALLKALAPRAVLISRGWNNGFGHPHAQVVERYRTLPAVIHDTARQGALRF 715
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!*! **! !!!!!!!!! !!!!* ! !*!* * !!!! *!*!!!!!* !* ! *! *!!!! *!!!
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NTDB id 1061255 ACGI6K RS15330 WP 376942404.1 RLGDWGRARGLREEPLFWREK 736
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK 741
consensus !! *! !! *!*!! !!!!!
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