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NTDB id 62491 N288 RS06730 WP 009794015.1 MAKAIIPPKPEGAAWTDDQWKAIMASGQDILVAAAAGSGKTAVLVERIINKIVSREEPVNVDELLVVTFTNASAAEMRHRIGEAL 85
NTDB id 119 BSU 10630 NP 388944.2 ....MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHRIAEAL 81
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LDPGFR IADEQTEGEQL ILGRDEVLDEELFEDEEYAGKEGNENEKADFFYERLV
NTDB id 62491 N288 RS06730 WP 009794015.1 EKAINRDPQSAHLRKQLSLLSRASISTLHSFCLEVIRKYYYLIDIDPGFRIADETEGQLLRDEVLEELFEEEYGKENNEDFYRLV 170
NTDB id 119 BSU 10630 NP 388944.2 EKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAKG.EKAFFELV 165
consensus !! * ! ! !*!*!!!!! !!!!!!!!!!!! !**!!!!!!!*!!!!!!!! !!! !* !!!!*!!!!*!!*! * !* !!
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NTDB id 62491 N288 RS06730 WP 009794015.1 DAFTSDRSDTALQDIIRELYDFARSNPAPDQYLDKISDMYEVSSDAKLEELPFMSSVLFDIGLQLEGARQLLENALELAKTPGGP 255
NTDB id 119 BSU 10630 NP 388944.2 DRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKEKLLRALELTKAPGGP 250
consensus ! *!*!!*! !! *** *!** !!*! !* *!* **!*!! *!!!!! ! !!** ! !!* ! !!!! ! !!!!
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NTDB id 62491 N288 RS06730 WP 009794015.1 APRAENYMDDIRAVETLIAANNDSWSSLNEAMQLWSFGRAKNCKGDEYDPDLVKQAQKYRDKAKKMIQDLQAEFFSRRPESFIRD 340
NTDB id 119 BSU 10630 NP 388944.2 APRADNFLDDLAQIDELIQH.QDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKLLEKLKTDYFTRSPEQHLKS 334
consensus !!!!*!**!!* ** !! ***! *! ! ** !! !!! *!!!!*!! !* ! ! !!!** ! **!*! !! ***
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NTDB id 62491 N288 RS06730 WP 009794015.1 IGEMKPHIDVLVRLVRSFSEKFNSVKSEKGLVDFADLEHFCLEILSDPSARKEGAILPSEPALTYRDHFREVLVDEYQDTNMVQE 425
NTDB id 119 BSU 10630 NP 388944.2 LAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAEN..DKGEREPSEAARFYQEQFHEVLVDEYQDTNLVQE 417
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NTDB id 62491 N288 RS06730 WP 009794015.1 AILQLVTKEGEETGNLFMVGDVKQSIYRFRLAEPNLFLGKYTRFTVDGEKTGLKIDLARNFRSRKEVLDGTNFLFKQVMGKKVGE 510
NTDB id 119 BSU 10630 NP 388944.2 SILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLNKNFRSRADILDSTNFLFKQLMGGKIGE 502
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NTDB id 62491 N288 RS06730 WP 009794015.1 IDYDQAAELVKGASYPEDLPYPVELHLIDLDGQEKAESGEADETDAGYDLEDLEQSQHEARLMAEKIKEMLSSGKKVYEPKSGAY 595
NTDB id 119 BSU 10630 NP 388944.2 VDYDEQAELKLGAAYPDNDETETELLLIDNA..........EDTDASEEAEELETVQFEAKAIAKEIRKLISSPFKVYDGKKKTH 577
consensus *!!! !!! !! !!* * * !!*!!! ************!!! * !*!! !*!!* *! !* **!!* !!!**! *
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NTDB id 62491 N288 RS06730 WP 009794015.1 RPLMYRDIVILLRSMTWAPQIMEEFKKQGIPIYANLSSGYFEATEITIMMSLLKVIDNPHQDIPLASVLRSPIVGLNEEELAQIR 680
NTDB id 119 BSU 10630 NP 388944.2 RNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVIDNPYQDIPLASVLRSPIVGADENELSLIR 662
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NTDB id 62491 N288 RS06730 WP 009794015.1 IADKKGSYYEAMKAFCET.KKSGDLYDKVKPFFLDIAEWRSMARKGGLSELIWQLYRDTHFYDFAGGMPGGKQRQANLRALYDRA 764
NTDB id 119 BSU 10630 NP 388944.2 LENKKAPYYEAMKDYLAAGDRSDELYQKLNTFYGHLQKWRAFSKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRA 747
consensus * !!**!!!!!! ** * *! *!! !* *!* ** !! * * *!!!!! *!!!!** !* !!!!!!!!!!!!!! !!!!!

logo RQYEESTASFRGLFRFLRF I ERMQRERGDDLGATARALGSEQEDVVRLMMTIHSSKGLEFPVVFAVAGLAGRNQFNMTMDLKNKSTYLLDKELYGFAGAT
NTDB id 62491 N288 RS06730 WP 009794015.1 RQYEETSFRGLFRFLRFIERMRERGDDLGAARALGEQEDVVRMMTIHSSKGLEFPVVFAAGLARQFNTMDLKKTYLLDKEYGFAA 849
NTDB id 119 BSU 10630 NP 388944.2 RQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQEDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGT 832
consensus !!!! ! !!!!!!!!!!!!!! !!!!!!! !!!! !!!!!!!*!!!!!!!!!!!!!!! !!!*!*!! !!! !*!!!!!! !!*
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NTDB id 62491 N288 RS06730 WP 009794015.1 KYVNPEKRISYPSLPQLAFKRKKKMEMLAEEMRVLYVALTRAKEHLFLVASVKNADKKLAGWQQGAKKDSWLLDEYDRAAASSYL 934
NTDB id 119 BSU 10630 NP 388944.2 KYIHPQLRISYPTLPLIAMKKKMRRELLSEELRVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYL 917
consensus !!**! !!!!!*!! *! !*! * !*! !!*!!!!!!!!!!!!*!!!**!*! * ! !! !! ! !!!*!*!! ! *!!

logo DFWIGPSALAIRHRDGLEGDPLARGSGVPQEDAAAGASHQAGDE IASGLHPASRSFWASVEQMVI
R
H
Q
A
S
A
Y
D
V
L
T
LD
P
A
D
D
Q
D
LEDERSDMEAEGKESEQRWI

L
D
E
A
S
I
V
R
Y
E
RGEKPVPAGESFSAPFDKEKAIKREN

NTDB id 62491 N288 RS06730 WP 009794015.1 DWIGSALIRHRDGEPLRSGQEDAAAGSQGEIALHPSSWSVEVRQAAVT.PAQDEDSDEAGEQWIDSVYEGKPVPAESPFKEKIKN 1018
NTDB id 119 BSU 10630 NP 388944.2 DFIGPALARHRDLGDLAGVP......AHADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKARE 996
consensus !*!!*!! !!!! *! ******* ***! !! * ! * * ** !* ! ** * ! !!!* *! !! *
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NTDB id 62491 N288 RS06730 WP 009794015.1 SLSWQYSYPSAASHKSKQSVSEMKRQSEVKDEESGSDLVRNLKKP.ILNRPRFMQEKSMTPAERGTAMHMVMQHADLSNPVTEES 1102
NTDB id 119 BSU 10630 NP 388944.2 QLSWTYPHQEVTQIRTKQSVSEIKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEE 1081
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NTDB id 62491 N288 RS06730 WP 009794015.1 IERQLAEMKDRELLTDEQVQVIDPALIAGFFQSPLGQRMRKAARIQREVPFNLALPARTAYPDWKGTEEPVLVQGIIDCIFEDEH 1187
NTDB id 119 BSU 10630 NP 388944.2 AEQTVHRLYEKELLTEEQKDAIDIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHEADEPLLVQGIIDCLYETED 1166
consensus ! ** * **!!!!*!! !!* ! !!****! * ! !!*!! !!!!!* !!! * *!!*!!!!!!!!**! !*
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VLKKRRYDETVQIQSLYATKAVYEAQIATKDTKPVDKEGCRAYLFYFFDGGHI LKTLE

NTDB id 62491 N288 RS06730 WP 009794015.1 GTVLLDYKSDSIHGRYTGGFEEAMPVLKRRYDVQISLYAKAYEAITKDPVDERYLFFFDGGHILKLE 1254
NTDB id 119 BSU 10630 NP 388944.2 GLYLLDYKSDRIEGKFQHGFEGAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL. 1232
consensus ! !!!!!!! !*!** *!!! ! !*!!*!!* !! !! !! ! ! ! *! * !*!!!!!!!! !*
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