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TAVETPVASAGAPPVAEEQVAKEPTVAQAEAMPSELAGPEQAFAPE
NTDB id 53761 BUPH RS01415 WP 015001544.1 MFSFFKRFKGSKESENAPDESPTAADEF.......V....DES............TAVETPAAPPAEVAP..QAAPSLAPQFAPE 60
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAGEA... 82
consensus !!!!!*! ! * * * ! *******!****** *************!!!!* *** ! *** !! !* ***
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VFGVGGTKQIDGEDLYEELETAVL ILMTGSDAMGMVDEA
NTDB id 53761 BUPH RS01415 WP 015001544.1 AEPETDFEESSLETV....EI.VPPPVQDASAKRSWLTRLKTGLSKT....SSSLTGIFVGTKIDEDLYEELETALLMSDAGVDA 136
NTDB id 1118 NGFG RS11455 WP 003696286.1 AERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEA 167
consensus !!* ! !!!**** * *** *! ! !!! !! !***** !! !*! ! ! !!!!!!!!! !* ! !**!
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NTDB id 53761 BUPH RS01415 WP 015001544.1 TEFLLEALREKVRAERLTEPQQVKAALRALLVDLLKPLEKSLMLGR.AKPLVVMIAGVNGAGKTTSIGKLAKHLQSFNQSVLLAA 220
NTDB id 1118 NGFG RS11455 WP 003696286.1 TEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAA 252
consensus !!*!* *! *! ! *** ***!!* ! !!*!!!!!*!*!* * ! !*!*!!*!!!!!!!!!!!!!!* ! !!!!!!
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NTDB id 53761 BUPH RS01415 WP 015001544.1 GDTFRAAAREQLAIWGQRNNVTVVAQESGDPAAVIFDAVGAARARKIDVMMADTAGRLPTQLHLMEELRKVKRVIGKAQDGAPHE 305
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHE 337
consensus !!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!***!!!!!!!!!!!!!!!!**!!!!!* !! *!!!!!
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NTDB id 53761 BUPH RS01415 WP 015001544.1 VLLVIDANTGQNALTQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPIPVYFIGVGEKVEDLQPFSAEEFSDALLGA 386
NTDB id 1118 NGFG RS11455 WP 003696286.1 IIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD. 417
consensus ***!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!*!! *!!!!! **!! !! ! ! !!!! *
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