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NTDB id 1392 A4U84 RS02730 WP 010786053.1 .......MSEQIQATDASCNSTKTEKINLLNLNRQQMRELFA.EMGEKPFRADQLMKWIYHFGEDNFDNMTNINKVLREKLKRIA 77
consensus *** * * ***!*!!*** !* *!**!* !**!!*!!!!!*!!!!!!!!*!*!**!*!!!!*!!*!!* **

logo E IRKAPYEVASEVAEQHRSASDGTIKWAMQRWVGDQDQVI ETVYIPDEADEDRATLCVSSQVGCALEACTKFCSTAQQGFNRNLKSTVSE I IGQVWRAASRKEI IG
NTDB id 46350 Vgang RS02950 WP 105903366.1 EIRAPYVSEAQHSSDGTIKWAMRVGDQDVETVYIPDEDRATLCVSSQVGCALECKFCSTAQQGFNRNLKVSEIIGQVWRAAREIG 149
NTDB id 1457 ASU2 RS00455 WP 014990913.1 EIKAPEVSVEQRSSDGTIKWAMQVGDQQIETVYIPEADRATLCVSSQVGCALACKFCSTAQQGFNRNLTVSEIIGQVWRASKIIG 169
NTDB id 1392 A4U84 RS02730 WP 010786053.1 EIKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIGQVWRASKIIG 162
consensus !!*!!*!***!*!*!!!!!!!! !!!!**!!!!!!**!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!*!!!!!!!!!!!***!!

logo

L
N
E
F
K
G
E
VTGI

R
VRP ITNVVMMGMGEPLLNLMKNNLVIPALME IMLDDLFGAFYGLSKRRVTVLSTASGVVSPGALDI

K
QMTRGEKNQIDVALAI SLHAPNDELRDNSQELI
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NTDB id 46350 Vgang RS02950 WP 105903366.1 MPINDRWDIQDFLASVRRYIASSNANRGKVTVEYVLLDHVNDDMEHARQLAELLKDTPAKINLIPFNPYPGSPYKKPSNSRIDRF 319
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NTDB id 1457 ASU2 RS00455 WP 014990913.1 QKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGKGIAVQNH 393
NTDB id 1392 A4U84 RS02730 WP 010786053.1 QKTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
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