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CKII consensus phosphorylation site

N E I DH SE FN VG VE E E VEG K - - - - -R FDRGR PNG KR AAKN AKYGQGGMKR F KR KND AT SSAD VSG F SSR KMKG KTNR PG KSRR ARR FT T
N E I DH SE FN VG VE E E VEG K - - - - -R SDR TR PNG KR AAKN AKYGQGGMKR F KR KND AY SSAD VSG Y SSR KMKG KANR PG KSRR TRR FT T
N E I DH SE FN VG VE E E VEG K - - - - - KSDRGR PNG KR AAKN AKYGQGGMKR F KR KND AD ST AD VTG F SSR KMKG KTNR PG KN KR T KR FT T T T
N E I DH SE FN VG VE E E VEG K - - - - -R S ERG KPNG KR AAKN SKYGQGGMKR F KR KND AD SSAD VTG F SSR KMKG KP SR PG KNRR PRR FT
SE I S TDD FD I G VE E A I D E P - - - - - - -R YG KP SAKR AAKN AKYG KGGMKR F KR KND AD SSAD VSG F SQR KMKG KP SR PG KHRR AKR FT
SE I NDGD FN VG I E E A T EDN - - - - - - -NRH KMNH KR AAKD AKYG SGGMKR F KR KND AD SSAD VTG F SQR KMKG KSSR PG KSRR SKR FT T
N E I DD SA FD VG I E E AAT E K - - - -G YD KRQKPNG KR L AKD AKYG KGGMKR F KR KND AQSSSD I TG F SSN KMKG KP SR PG KSRR AKR FT T
N E I GD SE FD VG I E E AAT E K - - - -R S ENRH KPNG KR L AKD AKYG KGGMKR F KR KND AQSSSD I TG F SSN KMKG KP SR PG KSKR T KR FT T T
N E I G ED E FN VG VE E AT SSAVD TG AG AKR P KVNH KRD AKD KKYGQGGMKR F KR KND ASSSADMTG F SQR KMKG - - -R PG KSRRQKKHT T T
N E I GGQD FD VG VE E AASED - - - - - - - KRQ KPN SKR LG KD AKYGQGGMKR F KR KND AQSSAE I SD F SQR KMKG KAPR PG KSKR TRRHT
SE I GG E E FN VG I E E AAASE - E SNNR F KR AKAN SKR EN KN T KYG FGGMKR F KR KND AE SSMN I TG F SQR KMKG KSVR PG KSRRR - - -T T
ND I DDD AF AVG VED AAAE K - - - - - - - - PH KAG AKRQAKN AKYGQGG L KR F KR KND AQSSAEMTD F STR KMKG KAPR PG KSKR SRRHT T
SE I GND E FN VG I E E AST ERDG YG ADN KRN KPNG KR E AKN T KYG FGGMKR F KR KND AD SSND VSG F SQQKQRG KP FR PG KSKR SRRHT T
N E I NNDD FD VG VE E AT ED T - - KD KRWSSY KASG KR AAKN SKYGQGGMKR F KR KND AD SSMD T SS F SN KKSKPM -GR PG KSKR SRRHT T T
DQ I D END F E VG VE E AT SE K - - - - - - - - KR KPN T KR L AKD SKYG FGGMKR YNR KND AQSSSEMGD F SQR KMKG KP SR PG KSKR SRRHT T
N E I GGDD FD I G VED AAQSE - - - - - - - KKH KPN F KR E AKN SKYG SGG L KR Y KR KND AQSSAEMP E F SQR KMKG KAPR PG KSKR SRRH
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