
logo MEAS IDKSKFRQFVEKRDSDEFASEVTIDTAPASYSYWKSVFMRQFFSKKKSTTVFVMLVGI LVIATVI LIMLMSF IYPMFASNKYFDFNDVSNKI
VNDFSKVLRYI

V
W
HPN

NTDB id 23437 M6 RS01560 WP 002986004.1 MESIDKSKFRFVERDSEASEVIDTPAYSYWKSVFRQFFSKKSTVFMLVILVTVLMMSFIYPMFANYDFNDVSNINDFSKRYIWPN 85
NTDB id 477 HSISS4 RS06990 WP 021143810.1 MASIDKSKFQFVKRDDFASETIDAPAYSYWKSVMRQFFKKKSTTVMLGILIAIILMSFIYPMFSKFDFNDVSKVNDFSVRYVHPN 85
NTDB id 326 STU RS16120 WP 002946409.1 MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILITIILMSFIYPMFSKFDFNDVSKVNDFSLRYVHPN 85
NTDB id 294 STER RS06920 WP 002946409.1 MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILITIILMSFIYPMFSKFDFNDVSKVNDFSLRYVHPN 85
consensus !*!!!!!!!*!!*!!**!!!*!!*! !!!!!!!*!!!!*!!!!**!!*!!*****!!!!!!!!***!!!!!!**!!!!*!!**!!

logo AEQYWFGTDKSGNGQKSLFDGSVWYFGARNS I L I SAVIATLF ILNI
V
T
V
I IGVLLVLVGAI

VWGVI SKATFDKMVIMI
ME IYNI I SNIPASMLL IV I

V IVLTYSLGAGFW
NTDB id 23437 M6 RS01560 WP 002986004.1 AEYWFGTDKNGQSLFDGVWYGARNSILISVIATLINITIGVVLGAIWGVSKAFDKVMIEIYNIISNIPSMLIIIVLTYSLGAGFW 170
NTDB id 477 HSISS4 RS06990 WP 021143810.1 AQYWFGTDSNGKSLFDSVWFGARNSILIAVIATFINVVIGLVVGAVWGISKTFDMIMMEIYNIISNIPALLVVIVLTYSLGAGFW 170
NTDB id 326 STU RS16120 WP 002946409.1 AQYWFGTDGNGKSLFDSVWFGARNSILIAVIATFLNVIIGLLVGAVWGISKTFDMIMMEIYNIISNIPSLLVVIVLTYSLGAGFW 170
NTDB id 294 STER RS06920 WP 002946409.1 AQYWFGTDGNGKSLFDSVWFGARNSILIAVIATFLNVIIGLLVGAVWGISKTFDMIMMEIYNIISNIPSLLVVIVLTYSLGAGFW 170
consensus !*!!!!!!*!!*!!!!*!!*!!!!!!!!*!!!!**!**!!***!!*!!*!!*!!**!*!!!!!!!!!!**!**!!!!!!!!!!!!

logo NLMI LFAFMCTI
VTGWIGVIAYSTIRVIQI LMRYRDLEYNLASQRNTLGTPMTYAKIAVI

VKNLI LMPQLVSVIMVTML
ASQMLLPVGYFVI SSYEAFLSFYFGI

LGLPTVT
NTDB id 23437 M6 RS01560 WP 002986004.1 NLILAFCITGWIGVAYSIRVQILRYRDLEYNLASQTLGTPMYKIAVKNLLPQLVSVIMTMLSQMLPVYVSSEAFLSFFGIGLPTT 255
NTDB id 477 HSISS4 RS06990 WP 021143810.1 NMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRTLGTPTAKIVVKNIMPQLVSVIVTMASQLLPGFISYEAFLSYFGLGLPVT 255
NTDB id 326 STU RS16120 WP 002946409.1 NMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFISYEAFLSYFGLGLPVT 255
NTDB id 294 STER RS06920 WP 002946409.1 NMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFISYEAFLSYFGLGLPVT 255
consensus !*!*!***!!!!!*!!*!!*!!*!!!!!!!!!!!* !!!!**!!**!!**!!!!!!!*!!*!!*!!***!*!!!!!*!!*!!!*!

logo TPSLGRL IASNDYSASQNLVTTVNAYLFWIPLVTTL I LVSLPALYF IVGQNLADASDPRSTHR
NTDB id 23437 M6 RS01560 WP 002986004.1 TPSLGRLIANYSSNLTTNAYLFWIPLVTLILVSLPLYIVGQNLADASDPRSHR 308
NTDB id 477 HSISS4 RS06990 WP 021143810.1 TPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
NTDB id 326 STU RS16120 WP 002946409.1 TPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
NTDB id 294 STER RS06920 WP 002946409.1 TPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
consensus !!!!!!!!**!**!*!*!!!!!!!!!*!!!!!!!*!*!!!!!!!!!!!!!*!!
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