
logo MRAAGLMLASFLAALGLVLLLRAFFLAPQTLPSFLGSLWLALALAAPVAGLLVLLFPFTRFWLRAPLAGAFFGLFLGLAVWACLLNAGHQWALDDRLDPPVDTLDEGQRTVFLWI
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NTDB id 194566 BGI51 RS01545 WP 187980106.1 MRAALLSFALGVLLLRAFATLPSLSLLAALAAVALVLLFTRFLALGAFGLGLAWALLNGHWALDDRLDPTLEQRVLWIDG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !!!**! ! !*!!!! * !!! ! !!!*!*!*!!* !* *!* ! !! !!*!!**!!!!!!!** !* ! !**!
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NTDB id 194566 BGI51 RS01545 WP 187980106.1 EISGLPTVEADSVGFVLAGATSRRALKLPARIRLSWHGGPRPLAGERWRLAAELRGPAGLVNPLGQDREAWLLAQGIGAT 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSR.HAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGAT 159
consensus **!!! *! ! ! ! *!!** !! !!!! !*!!! * !!!!!!!! !* ! !*!!! * ! !!!!!! !!!!
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NTDB id 194566 BGI51 RS01545 WP 187980106.1 GSVKDGQRLAAASGLATWRDGIRQYLQTRDPAGQGGLLAALVVGDGSGITTAQWQLFQDTGTVHLMVISGQHIGLIALGV 240
NTDB id 1199 PSJM300 12650 AFN78592.1 GTIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLL 239
consensus !**! ! !*! ! * !!! *!! ! ! ***! *! *!!!!!!!!!!**!! ! * !!!!!!!!!!!!!!!*!**! *
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LWPQRQRLPWLRLPSWAACGVLATFIAGTALGYGLWLAGFEVPVQRRACLVMVATI
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NTDB id 194566 BGI51 RS01545 WP 187980106.1 YAGVVLLARRGLWPRQLPWRLSAAVLTIATALGYGLLAGFEVPVQRACVMVTLGLLWQLGRQQVRLADAVLLALALVLAA 320
NTDB id 1199 PSJM300 12650 AFN78592.1 YAVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMV 319
consensus !! !*!!!! !*!! !!! * !* ! ! !!!!! !!!!!!!! !!!*!! * !!! ! ** * **!*!! !!
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NTDB id 194566 BGI51 RS01545 WP 187980106.1 NPLVSLLPGFWLSFGAVLLLLWSFAGRLGRLPWWLTLGRAQWCMAVGLAPLLLALGLPLSPSGPLANALAVPLMDLAIVP 400
NTDB id 1199 PSJM300 12650 AFN78592.1 DPLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVP 399
consensus !! !! !!!!!!! !! !!*! ! !!!! **!! ! !!!*!!*!! ! *! !!!!*!*!!!!!! !!!! * * *!!

logo LALALGSTFLLSLLWSVPWLGETAPALLLWLAGGLLAQGVLFLEWLLASGL ILAGHLWAQAPAWLQAPSVALALPALWALWSWLAVAGLGATLLVALLLPAGVPLRGVFLGTVLL
NTDB id 194566 BGI51 RS01545 WP 187980106.1 LALAGTLLSLLWSP.LGTPALLLAGGLLQGLLWLLSGLAHLAAAWQPVLAPAWALWLAGLGALLALLPAGVPLRGFGVLL 479
NTDB id 1199 PSJM300 12650 AFN78592.1 LALLGSFL..LWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLL 477
consensus !!! !* !**!! !*!! * ! !!!!!! ! !! *!* *!! * ! !! ! *!! !* !!!!!!!!! ! !!
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NTDB id 194566 BGI51 RS01545 WP 187980106.1 MLPGLFPPSPVPAAGLARITVLDVGQGLAVLVRTRDHALLYDAGPRQGSYDSGARVVLPNLQALGIDTLDVMLLSHADAD 559
NTDB id 1199 PSJM300 12650 AFN78592.1 LAPLLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSD 557
consensus * ! !!*! * ! ! ! * ! !!!!!! !!!!!!!!!!!!!!!!! ! *! ! !!! ! ! !!** !!*!*!!!!! !
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V
A
QRAGLMPPVGAQVLSGEAPEGRLPQAPAELDHARDSCRTDTGAQERWRTWNEQVNVFSTTVWRWHWPQAATDNGSNAQASSCVLMSVAEAARGERLLLTGDI

NTDB id 194566 BGI51 RS01545 WP 187980106.1 HAGGAPAVARGLPPGQVLSGEAGRLQPELHARDCTDGAEWRWNEVVFTTWWHP.AADSNASSCVLSVAARGERLLLTGDI 638
NTDB id 1199 PSJM300 12650 AFN78592.1 HAGGALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDI 637
consensus !!!!!*!* !**!*! !!!!!* !!** !*!! ! ! ! !! ! !* ! *!*! ! !!!! ! ! !!!!!!!!!!

logo DAQRAREARAELVADGSGMVEPLVANAERWLLVAPHHGSNRSGSSSAAVF ILADAVAQAPDRGAVL I SRGSLSHNNARFYGHPHPAQVLAKRLYQRENARGAVELLPHYDTAAEHLGA
NTDB id 194566 BGI51 RS01545 WP 187980106.1 DARREAELVASGVPLAAEWLVAPHHGSRSGSSAAFIDAVQPRGVLISRGLNNRYGHPHPQVLARYRERGVLPYDTAALGA 718
NTDB id 1199 PSJM300 12650 AFN78592.1 DAQAERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGA 717
consensus !! ! !! !*** ! !!*!!!!!! ! !!! !* !! * ! !!!! *! *!!!!! !! ! ! **!!! *!!

logo LSLWQTLGARFWEGGVAPHRGRMQRDQEVPRHRFWWREIGKPPTP
NTDB id 194566 BGI51 RS01545 WP 187980106.1 LSWTLGRWEVPHGQRQVRHWWRIGPPTP 746
NTDB id 1199 PSJM300 12650 AFN78592.1 LSLQLGAFGGARRMRDEPRFWREK.... 741
consensus !! !! * ** ! ***!! ****
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