
logo MASDKNQRNTEHI
LEEKYTWDLTTI

VFAPTDAEADFWEMTELYAEQSTVSVKQDELKEKASAHLYAGHLLDSADKNSLLGKATTAE I
L
Q
YMDSLMRR I

LEKI
LYSVYAHSMKND

NTDB id 1141436 DQN42 RS03040 WP 004233938.1 MAKQRNEIEEKYTWDLTTVFPTDEAFEMELAQVSKELKEASHLAGHLLDSADSLLKTTAIQMDLMRRIEKLYSYAHMKND 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKND 80
consensus ! *! **!!!!!!!!!!*!*!! *! ! *!! !!* !!!!!!!! !! ! * ! !!!!*!!*! !!*!!!!

logo QDTRTVAGKLYQEYQAKAGMSANI
LYSEQFLGSEQAVFAFYFYEPEFMAI

L
D
TDEKKQLYAQAEFKLAEEQEKPEGLGQLVYDQHFYFDEKRLLAQKNKDPHI

VLSQERAEEELLAAGA
NTDB id 1141436 DQN42 RS03040 WP 004233938.1 QDTRVAKYQEYQAKGMAIYSEFGQVFAFYEPEFMAITDEQYQAFLAEKPELQVYQHFFDKLLQKKPHILSQREEELLAGA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
consensus !!! !* !!!!!!!* *!! !!**!!!!!!* ! ! ! ! *! !*!**!! !*!*!!! !!!!!*!

logo GDE I FNSAGAPGTDTFGNI
VLDNADI LVFP I

WVHSDEGEQGDNEVVEQLTHGNFYI STLMVEASKDNRDTI
VRKEGAYEALMYGSTVYEQFYQHTYAKQTLQGTNVVKVH

NTDB id 1141436 DQN42 RS03040 WP 004233938.1 GEIFSAAGDTFGILDNADIVFPIVHDEEGNEVQLTHGNYISLVEAKNRTVRKEAYEALYSVYEQYQHTYAKTLQTNVKVH 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
consensus !*!! ** !!! *!!!!!!*!! !*! ! ! !!!!!*!*!*! ! ! *!! !!!!*! !!!*!!!!! !!! !!!!

logo NYNQAKVRHKFYNSSAREHAALASANF IPESVYDESLLVESASVNKHLPLLHRYLVDQLRAKKI
VLGI

L
D
S
D
ELKMYDVYTPLSETVDETYAKFLTYEAEASLKT

NTDB id 1141436 DQN42 RS03040 WP 004233938.1 NYNAKVRKFSSAREAALSANFIPESVYESLVSAVNKHLPLLHRYVQLRAKILGISDLKMYDVYTPLSEVDYKFTYEAALT 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLK 320
consensus !!*!!!!** !!!*!!! !!!!!!!!!*!!* !!!!!!!!!!!* !! !*!!* *!!!!!!!!!!!! * !!! !

logo KAEEVLAI FLGDEDEYLSKNGRVHKAKAFSTERWIDVCHEPNKQGKRSGAYSGGASYDTNAFMLLNWQDTLDNLFTLVHETGHSLMHSSTFYTREQT
NTDB id 1141436 DQN42 RS03040 WP 004233938.1 KAEEVLAILGDDYLNRVKKAFSERWIDVCENQGKRSGAYSGGSYDTNAFMLLNWQDTLDNLFTLVHETGHSMHSSYTRET 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
consensus !!!!!!!! !**! !* !!*!!!!!! *! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!**!! !

logo QPYVYGDYPS I FLAE IASTTNENI LTEKTLLEKEVDKDDKQTRFAI LNHFYLDGFKRGTVFRQTQFAEFEHAIHEKADAQESGQI
VLTASDEF

NTDB id 1141436 DQN42 RS03040 WP 004233938.1 QPYVYGDYSIFLAEIASTTNENILTEKLLEEVDDDQTRFAILNHFLDGFRGTVFRQTQFAEFEHAIHKADQEGQVLTSEF 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
consensus !!!!!!!!*!!!!!!!!!!!!!!!!! !! !! !! !!!!!!!!*!!!!*!!!!!!!!!!!!!!!!! !! !!*!! *!

logo

L
MNDKLYADLNEKYYGNLKTAKEDNPYEQIQFYEWAER IPHFYMYDNYYVFYQYATGFASAASAYLADEKIVHNGTEQEDKEAKYLHTYLKAGNSSDYPL

NTDB id 1141436 DQN42 RS03040 WP 004233938.1 LNDLYADLNEKYYGLTKEDNPQIQYEWARIPHFYYDYYVFQYATGFSAASALADKIVNGTQEDKEKYLHYLKAGNSDYPL 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPL 560
consensus *! !!!!!!!!!! ! !!!* !!*!! !!!!!! !!!*!!!!!! !!! !!*!!!*!! !!!! !!*!!!!! !!!!!



logo

E
NVIKKAGVDMETKNETDYLDNAAFAKVFEDRRLDVEFLEALVEKGLGVHLALS

NTDB id 1141436 DQN42 RS03040 WP 004233938.1 NVIKKAGVDMEKEDYLNAAFAVFERRLDEFEALVEKLGLA. 600
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !!!!!!!!! !!! !!! !!! !! ! !!!!!! * *
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