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NTDB id 92691 HQS1 RS25585 WP 016449076.1 MFSFFKKKPTPSSAEISPADSSAA..P...EEAGIPATPPQDRAPDLP...PGTPAPPAAADTGS......AWWRKPFGGGKGDA 71
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKED.VESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA..GEA 82
consensus !!!!!**!* * ** * *! ******! ! !** ** !* * !*****! * ** *! ****** ! ***!*!

logo AEPPRAVAEPSAAKPETAAVAESTLVAGEPADAF IVAAGPEQPVQTAEAKPVAEATETEGAEHSKRLQGNWAMAQRLKAQGLARKSTRDKMAGKSS ILAGTVFGTGGTQIGNDEADLYEELEDTAVL ILMTAGD
NTDB id 92691 HQS1 RS25585 WP 016449076.1 APPAAPAAPTAAASTLAPADFIAAPEPTAKPEAEGASRQNWMQRLKAGLRKT....GSSIATVFTGTQINDALYEELEDALLMAD 152
NTDB id 1118 NGFG RS11455 WP 003696286.1 AERVES.AKEAVAETVGE..AV..GQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGD 162
consensus !** **!* ! ! !***** **** * * ** ! !!! !! !****** !*! !! ! !! * !!!!!! !* *!
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NTDB id 92691 HQS1 RS25585 WP 016449076.1 TGVKATEHLLTDLRRRVKEAKATDPAAVKALLADALADLLRPLEKPLIIGEH.QPTVVMVAGVNGAGKTTSIGKLTKHLADEGQS 236
NTDB id 1118 NGFG RS11455 WP 003696286.1 MGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKS 247
consensus !* !!!*!* !*! !! !* *** ! *!! !!**!!!!!!***!** ! !*!*!!*!!!!!!!!!!!! !* ! !
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NTDB id 92691 HQS1 RS25585 WP 016449076.1 VLLAAADTFRAAAREQLGVWANRNTVEIVSQEGGDPAAVSFDAVTAGRARKKDVVLVDTAGRLPTQLHLMEELRKIRRVVTKADA 321
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIP 332
consensus !!!!!*!!!!!!!!!!! !* !! ! **!! !!*!!!*!!!! !**!! !*!! !!!!!!!!!!!!!!!**!**!!* !! *
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NTDB id 92691 HQS1 RS25585 WP 016449076.1 TAPHEVLLVIDGNTGQNALAQVRAFDDALQLTGLIVTKLDGTAKGGVLAAIAQERPIPVYFIGVGEKVEDLETFNAREFAQALLS 406
NTDB id 1118 NGFG RS11455 WP 003696286.1 GAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!***!*!*! !!!!* !!*!!!!!! !!!!!!!!!!!!!!!!*!!!*! *!!*!! *!!!!! **!! *! !! ! !!!
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