
logo MFSFFLKRKRKDKAKPQESSTPRANLEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEM
VPGSEASAGAEASNAEP

NTDB id 139175 PG1C RS01690 WP 202635721.1 MFSFLKKKDAPSSRN...........................................................VPGESAASNAP 26
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAGEA.AE 84
consensus !!!! **! * ** ************************************************************! ! * *!*

logo

N
R
T
V
E
SSAHKEAAVAAETVVGEAAVGPQTAVQTEPAGVAPQTATAEESAHKSLTGSWARADRLKAQGLASKRSTRADAKLMATKTPSLAGEGLVFGSGRGSQR IDGEADLLYDEDELETTVL ILTAGDCMGMVDEATEQ

NTDB id 139175 PG1C RS01690 WP 202635721.1 NTSSAHEAAAAV....APTATPAGPQAASASTSWRDRLKAGLSRTRAALTTPLGELFSRSRIDEALLDDLETTLLTADCGVDATQ 107
NTDB id 1118 NGFG RS11455 WP 003696286.1 RVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATE 169
consensus !!*!! ! **** * *! * * ! !!! !! **! * *!* *! ! ! ! **!!! !*!*!*!**!!

logo

W
YLLMDKDELVKRGLRTVKSKLKNGKLDKDSGPNSEQLRGQAVLAKDEARLMYDTL ILAKPLEKQPLDVLVPTEATHKEKPF IV I

VMI
LAGI

VNGAGKTTS IGKLAKHYFLQASQGKSVLLAAGD
NTDB id 139175 PG1C RS01690 WP 202635721.1 WLLDELKLTVKKNKLDSPSQLRQVLADRLMTLLAPLEQPLDVT.AHKPFIVMIAGVNGAGKTTSIGKLAKHLQSQGKSVLLAAGD 191
NTDB id 1118 NGFG RS11455 WP 003696286.1 YLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGD 254
consensus *!* *** ! ! * !! ! * ! !* !!! !! *** * !!**!*!!*!!!!!!!!!!!!!!* ! !!!!!!!!!!!

logo TFRAAAREQLKQAWGEGRNGNVATVIASQETSTGDPSAAVCVFDAI
V
Q
SAAKRARGNIDI

VVLADTAGRLPTQLHLMEE IAKKVKRRVI
LQKAIDIAPGTAGPHE I

V
I
L

NTDB id 139175 PG1C RS01690 WP 202635721.1 TFRAAAREQLKAWGERNGVAVIAQESGDPAAVVFDAISAARARNIDVVLADTAGRLPTQLHLMEEIAKVRRVIQKIDATGPHEVL 276
NTDB id 1118 NGFG RS11455 WP 003696286.1 TFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEII 339
consensus !!!!!!!!!! !!! !! ! !! ! *!!*!!!*!!!* !!*!! !!*!!!!!!!!!!!!!!!!!!! !!*!!*!! * *!!!**

logo

L
VVLDANS IGQNAVNQQVKAFDDQAS ILGQLVTGL IVLVTKLDGTAKGGI

VLAAI
LARSDQCRPKVPVRFYIGVGEGIDDLQRPFDRAGRAEFVDEALLDTGPENTAA

NTDB id 139175 PG1C RS01690 WP 202635721.1 LVLDASIGQNAVQQVKAFDQSIQVTGLVLTKLDGTAKGGVLAAIARQCPKPVRFIGVGEGIDDLQPFRAGEFVEALLTGPENTAA 361
NTDB id 1118 NGFG RS11455 WP 003696286.1 VVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD....... 417
consensus *!!!! !!!!!!*!!!!!! * *!!!**!!!!!!!!!!*!!!*! *! !!!*!!!!!!!!!! !! ! !!*!!! *******

X non conserved

X similar

X ≥ 50% conserved


