
logo MNEALMI LLSNGLLTYLTVLFLLFLFSKVSNVTLSKKELTLFS I SNFL IMIAVTMVNVNLFYPAEPLYF IALS IYLNRQNS
NTDB id 1121385 EL130 RS00605 WP 002277687.1 MNEALMILLNGLLTYLTVLFLLFLFSKVSNVTLSKKELTLFSISNFLIMIAVTMVNVNLFYPAEPLYFIALSIYLNRQNS 80
NTDB id 54 SMU RS08705 WP 002262113.1 MNEALMILSNGLLTYLTVLFLLFLFSKVSNVTLSKKELTLFSISNFLIMIAVTMVNVNLFYPAEPLYFIALSIYLNRQNS 80
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSLNI FYGLLPVASSDLFRRAI I FF I LDGNTQGIVMDGSS I IVTTYMIEFAGIALSYLFLSVFNVDIGRLKDSLTKMKVKKRL
NTDB id 1121385 EL130 RS00605 WP 002277687.1 LSLNIFYGLLPVASSDLFRRAIIFFILDGNQGIVMDSSIVTTYMIEFAGIALSYLFLSVFNVDIGRLKDSLTKMKVKKRL 160
NTDB id 54 SMU RS08705 WP 002262113.1 LSLNIFYGLLPVASSDLFRRAIIFFILDGTQGIVMGSSIITTYMIEFAGIALSYLFLSVFNVDIGRLKDSLTKMKVKKRL 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I PMNITMLLYYLL IQAVLYI
V I ESYNVIPTVLKFRKFVVIVYL I LFL I L I SFLSQYTKQKVQNE IMAQKEAQIRNITQYSQQI

NTDB id 1121385 EL130 RS00605 WP 002277687.1 IPMNITMLLYYLLIQALYIIESYNVIPVLKFRKFVVIVYLILFLILISFLSQYTKQKVQNEIMAQKEAQIRNITQYSQQI 240
NTDB id 54 SMU RS08705 WP 002262113.1 IPMNITMLLYYLLIQVLYVIESYNVIPTLKFRKFVVIVYLILFLILISFLSQYTKQKVQNEIMAQKEAQIRNITQYSQQI 240
consensus !!!!!!!!!!!!!!! !!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ESLYKDIQRSFRHDYLNI LTSLRLGI ENKDLAS I EKIYHQI LEKTGHQLQDTRYNIGHLANIQNDAVKGI LSAKI LEAQNK
NTDB id 1121385 EL130 RS00605 WP 002277687.1 ESLYKDIQSFRHDYLNILTSLRLGIENKDLASIEKIYHQILEKTGHQLQDTRYNIGHLANIQNDAVKGILSAKILEAQNK 320
NTDB id 54 SMU RS08705 WP 002262113.1 ESLYKDIRSFRHDYLNILTSLRLGIENKDLASIEKIYHQILEKTGHQLQDTRYNIGHLANIQNDAVKGILSAKILEAQNK 320
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KIAVNVEVSSKIQLPDEMELLDF ITI LS I LCDNAI EAAFLESLKNPEKI
VQLAFFKKNGS IVF I IQNSTKEKQIDVSKI FKENYS

NTDB id 1121385 EL130 RS00605 WP 002277687.1 KIAVNVEVSSKIQLPDMELLDFITILSILCDNAIEAALESLKPKVQLAFFKKNGSIVFIIQNSTKEKQIDVSKIFKENYS 400
NTDB id 54 SMU RS08705 WP 002262113.1 KIAVNVEVSSKIQLPEMELLDFITILSILCDNAIEAAFESLNPEIQLAFFKKNGSIVFIIQNSTKEKQIDVSKIFKENYS 400
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !!! ! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TKGSNRGIGLAKVNHI LEHYPKTSLQTSNSHHHLFKQLL I IK
NTDB id 1121385 EL130 RS00605 WP 002277687.1 TKGSNRGIGLAKVNHILEHYPKTSLQTSSHHHLFKQLLIIK 441
NTDB id 54 SMU RS08705 WP 002262113.1 TKGSNRGIGLAKVNHILEHYPKTSLQTSNHHHLFKQLLIIK 441
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!
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