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NTDB id 62493 N288 RS07025 WP 009794081.1 MLRFVKFISPILLLLLVLSSCGQASPRGELKKAGLLVPDTINDQVWGTKGYKGMLKIQSKFDVDVFYKEGMNSLPVVERAVREYA 85
NTDB id 94 BSU 11300 NP 389012.2 ...MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIEDFH 82
consensus *** * * *! *!!*!! !!! ***! * ! !*! !!!!!! !!!!!!!!!*! !!!!* !!!*!!!!* * * * !* ***
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NTDB id 62493 N288 RS07025 WP 009794081.1 QKGVNLIFGHGNEYALYFNEISDEYPDIHFVSFNGDANNENTTSLNFEGYAMGYFAGMLAAEMSETNKVGVMAAFEWQPEVEGFY 170
NTDB id 94 BSU 11300 NP 389012.2 KRGVNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQPEVDGFI 167
consensus *!!!!**!!! !!! !! * **!!!**!! !* ! *! !!**! ! !!!*!*!! !!*!! !! !!!*! ! !!!!!*!!
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NTDB id 62493 N288 RS07025 WP 009794081.1 EGAIYQNEDTEVEIRYVGEWDNEQRALELLDVMARNHSDVIYPAGDGFNVPVIEKVKELGLYAIGYISDQSDLGESTVLTSTIQH 255
NTDB id 94 BSU 11300 NP 389012.2 KGAKYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQN 252
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NTDB id 62493 N288 RS07025 WP 009794081.1 VDALYELVAERMNNGELKSGNLSFDFDDGVISLGKYSPDVDPNYRDELNSSIERYKETGKLPGQS 320
NTDB id 94 BSU 11300 NP 389012.2 VDKAYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !! !!**!! ! ! ! ! * *! !!* *! *!! !!* * * ! ! !! !! *
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