
logo MRATGML
MALAALGLLLTLRFLPAQLPPSFVGLWLWLALLMAPPVVGLLML

VLPFRTWRYPLVAFFLFGLSVWACALNQAQWALDDRLPAVDSLDGERTFRWLVEG
NTDB id 110785 ACGJAX RS13610 WP 390959411.1 MRTGMMALALGLLTLRFLPALPPVGLWLLMPVVGLMVLPFRTYPVAFFLFGLSWACAQAQWALDDRLPASLDGETRWVEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !!*!!! !!! !!!!! !!* ! ! ***!!!**!!!! !*!!!!!!! !!! *!!!!!!!!!! !!! ! !*!!
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NTDB id 110785 ACGJAX RS13610 WP 390959411.1 RVVGLPQNNEGVIRFELADARSRHGKVPQLMRLAWYEGPPVNSGERWRLAVKLKRPAGLLNPYAFDYDAWLFAQRIGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! !*!!!! ! *!!!* *! *!!!!! !!** !!!!!!!! *!!!! !**!! !!!!*!!! ! !!!!!!

logo TI
VKADGER I

L
A
REAASQSGWAWRDGR I

LRQRLLQATVDEAHQGRATGAVI
LAALVLVGDGGSGLSRTAQDWQRVLQDTGTVHLLMVI SGQHI

VGLMLAGLVLVY
NTDB id 110785 ACGJAX RS13610 WP 390959411.1 TVKDGERLREA..QWAWRDGIRQRLQAVDAQGRTGVLAALVLGDGGGLSRQDWQVLQDTGTVHLLVISGQHIGLLAGVVY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !*! !!!* !!** !!!! *!!!! !*!*!! ! *!!!!*!!! !!! !! !!!!!!!!!!*!!!!!!*!*!!!**!
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NTDB id 110785 ACGJAX RS13610 WP 390959411.1 LLIAGLARYGLWSNRLPWLPWACGLAFAAALGYGLLAGFDVPVRRACLMIGLVLLWRLRFRHLGAWWPLLLALNGVLLLD 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus ** !!!*!*!**!!!!!!!!!!!!!!*!!!!! !!!!*!!!!!!!!!***!!!!!!!!!!!! ! !!!*!! !!!**!

logo PLASLQPGFWLSFAVAVALVL I FW I
TFGRGRLGPVPWLSWWQRATLWLTRYAQWAL IMAI

LGLGLPALLMLVLGLP I
VSLVSGPLAVNLLAVPWI SLVLVVLVPLP

NTDB id 110785 ACGJAX RS13610 WP 390959411.1 PLASLQPGFWLSFAAVAVLIFTFGGRLGPWLWWQTWTRAQWLIAIGLGPLLLVLGLPISVSGPLVNLLAVPWISLVVLPP 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!!!!!!!!!! !!!*!!* ! !!!!** !! !!! *!*!! ! *!!!!!!*!*!!!! !!!!!!!!!**!*!*

logo ALLGSTFLLLPWVPW
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LPLPWAVWAS ILGVATLGATFLLVLLLPARGVP I

LRPVLGTWLPLMLALLP
NTDB id 110785 ACGJAX RS13610 WP 390959411.1 ALLGTLLLPVPYVGEGLLWITGGLIDGLFWGLGWVAGQVPAWVPTAIPPWVWAIGTLGAFLLLLPRGVPIRPLGWPMLLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !!*!!**!!*!!!* !!!* !! !* *!! !!!***!*!*! ! * !! *!!!! !!!*!*!! **! *
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NTDB id 110785 ACGJAX RS13610 WP 390959411.1 LVFPPRTEIPEGIAEVWQLDVGQGLAILVRTRHHTLLYDAGPRFGDNDLGERVVLPTIRKLGVDGIDLMLISHAHADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus !*!*! * ** ! !!!! !!!!!! *!!!!!*! !!!!!!!!*!! !*!!!!! !**! !!** *!!!**!!!* !!!!



logo GALQAIAQQRAGLMPVGRAHVLGSGEPAEERLPAVALDNAGRGSCERSTGQRRWTWDNGQVNFESLVWQRWAPHQARTENGSNPQAKSC I
VLMQI

VEAASGERLMLLTGDIDAMAQ
NTDB id 110785 ACGJAX RS13610 WP 390959411.1 GAQAIAQGLPVRHVLGGEPAELPV..NAGGCESGRRWTWDGVNFELWQWAHARESNPKSCILQIEASGERMLLTGDIDMA 636
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !! !! **!! *!! !!! !! ** ! ! *! !!!! !!! *! !**! !* !!*! *!! !!!*!!!!!!!

logo AERALLVDGSGPLMAEVANATDRWLLQASPHHGSNRSSSSAMAVFLLANALVAQAPDKAGAVL I SRGSQSGHNASFGHPHPATVLAKRLYEQKNALGAMAE I
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NTDB id 110785 ACGJAX RS13610 WP 390959411.1 AERALLDSPLAVATDWLQSPHHGSRSSSSMALLNALQPKAVLISRGQGNSFGHPHPTVLARYEKLGMAIYDSAEQGAIHL 716
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!*! ** ! !! !!!!! !!!! ! !* * * !!!! *! !!!!!! !! ! ! **!*!!*!!**!

logo QLGARFYEGAGAPRRSMRDLEPRRFWRDEKPPPVSK
NTDB id 110785 ACGJAX RS13610 WP 390959411.1 QLGRYEAPRSMRLERRFWRDPPPVSK 742
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK..... 741
consensus !!! * **! !! !*!!!!*******
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