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SAAAHQATELLALLTLRFTPAGLGPRR I

TENSLRRHFGSAEGAALAAPLTAELRGRVEPGLDEASKRSTVAAIGGTAPGKAPAREEQAERAELNR
NTDB id 270064 C3K08 RS13900 WP 104991828.1 MTVAADSAAAQTELLALLTLRFTPALGPRRTESLRRHFGSAGAALAAPLTALRGVPGLEAKTVAAIGTPGPREQAEAELR 80
NTDB id 1314 DR RS00625 WP 010886768.1 .MTLPSPAAAHAELLALLTLRFTPGLGPRRIENLRRHFGSAEAALAAPLTELRRVEGLDSRSVAAIGGAKAAEEARAELN 79
consensus * * *!!!* !!!!!!!!!!!!*!!!!! ! !!!!!!!! !!!!!!!! !! !*!!* **!!!!! * * ! ! !!!

logo KAAQAEERGVTLLGRGLPGYPAEALEALGDPPAVLWVRGAEGGAELLAPDGLGPATVPHRASVGIVGTRAGASPHALRASLTRDTI
LAAGDELAARAGGV

NTDB id 270064 C3K08 RS13900 WP 104991828.1 KAQAEGVTLLGRGLPGYPEALEALGDPPAVLWVRGE.....LPDLPAVPRAVGIVGTRGASPHARSLTRDLAADLARGGV 155
NTDB id 1314 DR RS00625 WP 010886768.1 KAAERGVTLLGRGLPGYPAALEALGDPPAVLWVRGAGGAELLAGLGTVPHSVGIVGTRAASPHALALTRTIAGELAAAGV 159
consensus !! !!!!!!!!!!!!! !!!!!!!!!!!!!!!! *****!* !* !!* !!!!!!!*!!!!! !!! *!**!! *!!
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LGVLGSAVDNVYIYPRSENHVDPLASGRRLMTVLVVSEYPLGTGPAQHHFPASRNRLVIAAL

NTDB id 270064 C3K08 RS13900 WP 104991828.1 AVVSGLARGIDTEAHRATVDA.....GGLSLGVLGSAVNYIYPSENVPLSRRLTLVSEYPLGTGPAQHHFPARNRLIAAL 230
NTDB id 1314 DR RS00625 WP 010886768.1 LIVSGLARGVDTAAHTAALEAASGEASSPTIGVLGSAVDVIYPRENHDLAGRMVVVSEYPLGTGPAQHHFPSRNRVIAAL 239
consensus *!!!!!!!*!! !! ! **!***** ***!!!!!!! !!! !!**! !* *!!!!!!!!!!!!!!!! !!!*!!!!

logo SAGVLVVVEGELRKRSGSL ITATHALDECGRTVFAVPGRAGDPRAASGPHARL ILRDEGAVLTESTAGQDVLTELGNWEGLNAGPAAPAPTVPDLPP
NTDB id 270064 C3K08 RS13900 WP 104991828.1 SAGVVVVEGELRSGSLITATHALECGRTVFAVPGRAGDPRAAGPHRLLREGAVLTETAGDVLTELGWENGPAAPTPDLPP 310
NTDB id 1314 DR RS00625 WP 010886768.1 SAGVLVVEGERKSGSLITATHALDCGRTVFAVPGRAGDPRASGPHALIRDGAVLTESAQDVLTELNWGLAPAPAVPDLPP 319
consensus !!!!*!!!!! *!!!!!!!!!!!*!!!!!!!!!!!!!!!!! !!! !*!*!!!!!!*! !!!!!! ! *!!** !!!!!

logo EQARVLYARALQSTPATLDDLARAGATTGLGS ILAPELQTALVMLQLMQGLAEYELVGGRWSTRR
NTDB id 270064 C3K08 RS13900 WP 104991828.1 EQARVYAALSTPATLDDLRGATGLGLAELQTALVMLQLMGLAEELGGRWTRR 362
NTDB id 1314 DR RS00625 WP 010886768.1 EQARVLRALQTPATLDDLAATTGLSIPELQTALVMLQLQGLAYEVGGRWSR. 370
consensus !!!!! !! !!!!!!!! * !!! **!!!!!!!!!!! !!! !*!!!!*!*
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