
logo MFGSFFLKRKRKFKGKKQENETPQAESAPPLSAEEAE I
QVQEPQTAATDKVESEVAQIVAGNPAIKVEDAVEPASALAESVAKGVRVAEEQSVAVDEATVPPASGAQVEPQAVKETVA

NTDB id 1152198 QM552 RS08950 WP 004264506.1 MFGFLKKKFGKNEQAESAPPSAEEIVQPQATDV.......VAPAVE.APAAAESVAVVEQVAVDAVPPAGQVPQA..... 67
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPA.....LEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETV..SGAVEQVKETVA 73
consensus !! ! **! *!***** ! !!* ! !*******!** !* * !!!! !!* !** ! !*! *****

logo EAMPSVEAGI EQAPAERVEVSVAPDKEAPVAEPTVLVGVAEAVAGQVVQTEPAPAVAVATETAEEPHVKLRGSWATADRLKAQGLAKRSTRDQKQLMAGGKGSLAGSLVFGGLGRKQIDGEDELLYEE
NTDB id 1152198 QM552 RS08950 WP 004264506.1 EAPVEAIQPA...VVPDEPVAPVLVA..AVVTPPAVAEAPVKRSWTDRLKAGLARTRQQLGGGLASLFGLRKIDEELLEE 142
NTDB id 1118 NGFG RS11455 WP 003696286.1 EMPSEAGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEE 153
consensus ! ! !! *!*** * !*!!* * *** ! ** **! ! !!! !!!**! ** !! *!! ! !*! !!

logo LESTTVL ILMTAGDCMGMVEATEQHYL IMDKDLVRGLRVWKSLRDKGRLEKDTAGDNEQLQRGQALAKDEAGLHYDGI
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NTDB id 1152198 QM552 RS08950 WP 004264506.1 LESTLLMADCGVEATQHLIDDLRLRWKRDRLETADQLQQALADGLHGIIAPLEQPLDIA.GHQPFIIMIAGVNGSGKTTS 221
NTDB id 1118 NGFG RS11455 WP 003696286.1 LETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTS 233
consensus !!* !* *!*!*!!! *!* !*! ! ! * ! !! **!* *! !!! !! *** * !!*!!*!!*!! !!!!!

logo IGKLAKYFQAQGKSVLLAAGDTFRAAAREQLMQATWGEGRNNVTVI
V
A
SQDTGTGDASAAVCI FDAI

V
Q
SAAKRARGIDI

VVLADTAGRLPTQ
NTDB id 1152198 QM552 RS08950 WP 004264506.1 IGKLAKYFQAQGKSVLLAAGDTFRAAAREQLMTWGERNNVTVVAQDGGDAAAVIFDAISAARARGIDVVLADTAGRLPTQ 301
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQ 313
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!* ! !! !!!*!!!* !!*!!!!!*!!!!!!!!!!!!

logo LHLMEE IAKKVKRRVI
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LGLVTGL IVVTKLDGTAKGGI
VLAAI

LARSDQCRPKVPLVRFY
NTDB id 1152198 QM552 RS08950 WP 004264506.1 LHLMEEIAKVRRVIAKADASGPHEVLLVLDANIGQNALAQVKAFDKAIGVTGLVVTKLDGTAKGGVLAAIARQCPKPLRF 381
NTDB id 1118 NGFG RS11455 WP 003696286.1 LHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRY 393
consensus !!!!!!! !!*!!* !! * *!!!***!!!!!!!!!!* !!!!!! !*!*!!!*!!!!!!!!!!!*!!!*! *! !*!*

logo IGVGEGIDDLQRPFDKARAEFVDALFLDEPGAAAVKSGAGERA
NTDB id 1152198 QM552 RS08950 WP 004264506.1 IGVGEGIDDLQPFKAREFVDALFEPGAAAVKSGAGERA 419
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGVGEGIDDLRPFDARAFVDALLD.............. 417
consensus !!!!!!!!!! !! !! !!!!! ***************
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