logo

NTDB id 51959 PADK2 RS24110 WP 003094692.1
NTDB id 1472 PAKAF RS23995 WP 016253893.1
consensus

logo

NTDB id 51959 PADK2 RS24110 WP 003094692.1
NTDB id 1472 PAKAF RS23995 WP 016253893.1
consensus

logo

NTDB id 51959 PADK2 RS24110 WP 003094692.1
NTDB id 1472 PAKAF RS23995 WP 016253893.1
consensus

logo

NTDB id 51959 PADK2 RS24110 WP 003094692.1
NTDB id 1472 PAKAF RS23995 WP 016253893.1
consensus

logo

NTDB id 51959 PADK2 RS24110 WP 003094692.1
NTDB id 1472 PAKAF RS23995 WP 016253893.1
consensus

logo

NTDB id 51959 PADK2 RS24110 WP 003094692.1
NTDB id 1472 PAKAF RS23995 WP 016253893.1
consensus

logo

NTDB id 51959 PADK2 RS24110 WP 003094692.1
NTDB id 1472 PAKAF RS23995 WP 016253893.1
consensus

ERALEEG LU VLSRR L LA

MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIFILALT

MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVENILVALFLPPSRQLLPIFILALT
I

DL L CLPA PSS LA L AR LTUEESLOS TR L A

DVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLGTLCFAAALVI
DVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLGTLCFAAALVI
PULLL e rrrrrrrrrrrrrrrrrrrrnd

OLIRETE AEERETVALEE L LR 7 LD AT LRIDR AUy L R

QALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLGRHSPMLMHCMKQWRL

QALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLGRHSPMLMHCMKQWRL
PELLL e rrrrrrrrrrrrrrrrrrrrrnd

AL T TV SRR L O AR UL AU e L

NPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHEIRNPLGAISHAAQLLQESEE
NPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHEIRNPLGAISHAAQLLQESEE
PULLL L e rrrrrrrrrrrrrrnnd

[ TR SR . ENLL SRR COLAE CRAEY MRDSEACLADICR DL

LDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRNDSWLHLQLGAGDIQTRMDPHQLNQVL
LDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRNDSILHLQLGAGDIQTRMDPHQLNQVL
{ T T T T T T T T T T T T T T T O T O I I I | | T T T T T T O O O Y |

LR R LA B AR HTERTL DR ERAR R

SNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLE IDDGPGVPADKLNNLFEPFFTTESKGTGLGLYLSRELCESNQARIDYR
SNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLE IDDGPGVPADKLNNLFEPFFTTESKGTGLGLYLSRELCESNQARIDYR,

e AL

NREEGGGCFRITFAHPRKLS 530
NREEGGGCFRITFAHPRKLS 530
I

85

170
170

255
255

340
340

425
425

510
510



[><] e

non conserved
similar
> 50% conserved



