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NTDB id 234884 S101395 RS08795 WP 006637630.1 MGLLYRILPCGAISAAAGIASAQSSSFLPLIIFLSL.LFIFSQIKKQFLLFFICTVICGFYMIYFMAIDSSNTTRYKEGA 79
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAA...AYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGT 77
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NTDB id 234884 S101395 RS08795 WP 006637630.1 FRAYMSVRDIPRIDGDRLAFTAEMAEGEAVKANYILQSPQEKAALSKLEPGSTCFMTGVLKTPKRATVPGTFDRKEYLRQ 159
NTDB id 107 BSU 25570 NP 390435.1 YQFKAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYR 157
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NTDB id 234884 S101395 RS08795 WP 006637630.1 QGIHWNFAVQSIKGCQSGGGPASFLLKIRKAGLGFIEKHVPETSAGIVQALVFGDRFLIEQDVLDGYQSLGIIHLLAISG 239
NTDB id 107 BSU 25570 NP 390435.1 QHIHWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISG 237
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NTDB id 234884 S101395 RS08795 WP 006637630.1 LHVGILSAVLFYMLLRIGITREHAKWCLIMMLPAAVMLTGAAPSVLRAAFMSEIYLLSSLFKNRLRGAQVLSIAWLGLLL 319
NTDB id 107 BSU 25570 NP 390435.1 LHVGILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLL 317
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NTDB id 234884 S101395 RS08795 WP 006637630.1 FNPYMLFQAGFQLSFAASFVFILSKEILLKPKHQTVRLLLASFVAQLGSLPILLFHFQEVSFLSVLMNLCFVPFYVFIVM 399
NTDB id 107 BSU 25570 NP 390435.1 FNPYHLFEAGFQLSFAVSFSLILSSSIFQQVKTSLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCIL 397
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NTDB id 234884 S101395 RS08795 WP 006637630.1 PLSFGGLLILLVAPPLGNLAMGVLDWLLGWSHWAVKAASSLEIFTFSAVKPDVIHLLFYIASICVLLMSIEKAISCKTLA 479
NTDB id 107 BSU 25570 NP 390435.1 PGAVAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMV 477
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NTDB id 234884 S101395 RS08795 WP 006637630.1 IPACLLASAFLFHAAAPHFIGSGEVTMLDVGQGDSIYISAPGQKGNVLIDTGGIVSFKKEAWRERKKDVSLGERVLIPFL 559
NTDB id 107 BSU 25570 NP 390435.1 .TGGICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFL 556
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NTDB id 234884 S101395 RS08795 WP 006637630.1 ASKGVKQLDALILTHADHDHMGEAEILIGKNKVKQLIVPKGYAAEPADEKLLRFALERGVDVKTAKRGDRLVIGDLVFYV 639
NTDB id 107 BSU 25570 NP 390435.1 TAKGIKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHV 636
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NTDB id 234884 S101395 RS08795 WP 006637630.1 LSPETADKNSKNNSSLVLWMNAGGFSWLLTGDLEKEGEREMLKAYPRLKADILKVGHHGSKGSTGEELINRIEPKAALIS 719
NTDB id 107 BSU 25570 NP 390435.1 LSPEAPDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIIS 716
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NTDB id 234884 S101395 RS08795 WP 006637630.1 AGENNRYRHPHKEVLEILKRHQVKVFRTDRDGAVQYLFGRGDGTFLLHPPYDKVYSP... 776
NTDB id 107 BSU 25570 NP 390435.1 AGKNNRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
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