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NTDB id 1157 A1552VC RS03895 WP 001888250.1 .........MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKSPDVPI 71
NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPI 80
NTDB id 181642 PS273GM RS03395 WP 064482670.1 .MTVRQKALIIDDEPDIRELLEITLGRMKLDTRSARNLKEAKECLAREHYDLCLTDMRLPDGCGLELVQFIQQQYPQLPV 79
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRHPQTPV 78
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 VFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDNKNQNYQGFIGSSQTMQAVYRTIDSAAS 151
NTDB id 1045 H0N27 RS16330 WP 168727019.1 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHD.TTENALENKLLIGRSLPIQQLRIAIKKIAR 159
NTDB id 181642 PS273GM RS03395 WP 064482670.1 AMITAYGSLDTAIGALKAGAFDFLTKPVDLGRLRELVNTALRLRTP....NPNELTVDSRLLGASPPMNVLRKQIGKLAR 155
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNP....EAEEAPVDNRLLGESPPMRALRNQIGKLAR 154
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VNCAGAIPKTSDEL IMESEFLFGHVKKGASFTGAAIMTQTEEDRKPQGALAIFELQSAADHNSGGSTLFLD
NTDB id 1157 A1552VC RS03895 WP 001888250.1 SKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADGGTLFLD 231
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLD 239
NTDB id 181642 PS273GM RS03395 WP 064482670.1 SQAPVYISGESGSGKELVARLIHEQGPRHERPFVPVNCGAIPSELMESEFFGHKKGSFTGAMEDKPGLFQAANGGTLFLD 235
NTDB id 1473 PAKAF RS24000 WP 003094694.1 SQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGTLFLD 234
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 ELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRARGDDVI 311
NTDB id 1045 H0N27 RS16330 WP 168727019.1 EIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVL 319
NTDB id 181642 PS273GM RS03395 WP 064482670.1 EVADLPLPMQVKLLRAIQEKAVRSVGGAKEVVVDVRILCATHKDLASEVAAGRFRQDLYYRLNVIELRVPPLRERREDIA 315
NTDB id 1473 PAKAF RS24000 WP 003094694.1 EVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIP 314
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 EIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLNQMSAPINRALPLA 391
NTDB id 1045 H0N27 RS16330 WP 168727019.1 LLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAP....LRANISNPFA 395
NTDB id 181642 PS273GM RS03395 WP 064482670.1 QLAEVMLRRLAQECGDTPARLQPDALAKLQSYRFPGNVRELENMLERAYTLCEGEEIKPSDLRLSE....APGMPE.... 387
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLAD....APGASQ.... 386
consensus **!* ****** * * ****!*************!!!!!*!*!*******!*! **! ***!**** **** * *

logo

H
S
A
E
A
N
QS IQTTVAAEN

P

Q
G
E
K
A
A
V
K
S
K
V
L
A
H
L
S

P
Q
E
S
I
E
D
G
N
F
L
P
E
L
R
D
H
W
YLEDEMNTVI EKRDQKAILLI ELMNQAI

L
N
E
A
M
E
C
T
D
H
R
G
WNI

R
P
T
L
R
AAAKTQKYRLDGMVLSTPFSRTS ILMYRRYKRLQKTKFWLNGEILKDTVEKETEKEKQERV

NTDB id 1157 A1552VC RS03895 WP 001888250.1 HEN...........KVSVHEI..FPLW..MTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SAAQSIQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETE.QEV 473
NTDB id 181642 PS273GM RS03395 WP 064482670.1 ............NGEASLAQIDNLEDHLEEVERKLIMQALEETRWNRTAAAQRLGLSFRSMRYRLKKLGLD........ 446
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ............EGAASLSEIDNLEDYLEDIERKLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID........ 445
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