
logo MAAS IDKNSKFTQFVEKLRDSDYFASEVTIDAPASYSYWKSVFMRQFFSKRKKSTI
T
V
L
VMLVGI L IATI I LMSF IYPMFASNKYFDFGNDVSNKI

VNDFSKVLRYI
V
A
HPN

NTDB id 113878 Q426 RS00315 WP 014623462.1 MAAIDKNKFTFVELDSYASEVIDAPAYSYWKSVFRQFFSRKSTILMLVILIAIILMSFIYPMFANYDFGDVSNINDFSKRYIAPN 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 AEQYWFGTDQSGNGQKSLFDGSVWYFGARNS I L I SAVIATI
F ILNMVVI IGVL IVLVGGAI

VWGVI SKATVFDKMVIMI
MEVIYNI I SNLIPAQSMLLVI

V IVLTYS ILGAGFW
NTDB id 113878 Q426 RS00315 WP 014623462.1 AEYWFGTDQNGQSLFDGVWYGARNSILISVIATIINMIIGVIVGGIWGVSKAVDKVMIEVYNIISNLPQMLVIIVLTYSIGAGFW 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 FAFMCTVTGWIG IAYSTIRVIQI LMRYRDLEYNLASQRNTLGTPTHAKIVVIKNLI LMPQLVSVIVSTMVASLQLLPSGYF I SSYEAFLSFYFGLGLP I
VT

NTDB id 113878 Q426 RS00315 WP 014623462.1 NLIFAFCVTGWIGIAYSIRVQILRYRDLEYNLASQTLGTPTHKIVIKNLLPQLVSVIVSMVSLLLPSYISSEAFLSFFGLGLPIT 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

E
TPSLGRL I SNDYSANQNLVTTVNAYLFWIPLTTL I LVSLPALYF IVGQNLADASDPRTHR

NTDB id 113878 Q426 RS00315 WP 014623462.1 EPSLGRLISNYSNNLTTNAYLFWIPLTTLILVSLPLYIVGQNLADASDPRTHR 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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