}Jl;l iprotkB Entry name organism full oglcnacscore °.g lcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi !
name sites reticulum |apparatus |
Q8NE71 IABCF1_HUMAN |Homo ATP- 12.640271 NaN $22;524;5105;T108;S109;S140;S16 |23301498;37217939;33214551;386 |MPKAPKQQPPEPEWIGDGESTSPSD (True False 4.451 |5.0 1.363 1.298 0.729
sapiens |binding 6;5228;5595 65916;34725712;40914422;350084 |KVVKKGKKDKKIKKTFFEELAVEDK
cassette 09;34019948;35138101 QAGEEEKVLKEKEQQQQQQQQQQK
sub- KKRDTRKGRRKKDVDDDGEEKELM
family F ERLKKLSVPTSDEEDEVPAPKPRGG
member KKTKGGNVFAALIQDQSEEEEEEEK
1 HPPKPAKPEKNRINKAVSEEQQPAL

KGKKGKEEKSKGKAKPQNKFAALD
NEEEDKEEEITKEKEPPKQGKEKAKK
AEQGSEEEGEGEEEEEEGGESKADD
PYAHLSKKEKKKLKKQMEYERQVAS
LKAANAAENDFSVSQAEMSSRQAM
LENASDIKLEKFSISAHGKELFVNAD
LYIVAGRRYGLVGPNGKGKTTLLKHI
ANRALSIPPNIDVLLCEQEVVADETP
AVQAVLRADTKRLKLLEEERRLQGQ
LEQGDDTAAERLEKVYEELRATGAA
AAEAKARRILAGLGFDPEMQNRPTQ
KFSGGWRMRVSLARALFMEPTLLM
LDEPTNHLDLNAVIWLNNYLQGWR
KTLLIVSHDQGFLDDVCTDIIHLDAQ
RLHYYRGNYMTFKKMYQQKQKELL
KQYEKQEKKLKELKAGGKSTKQAEK
QTKEALTRKQQKCRRKNQDEESQE
APELLKRPKEYTVRFTFPDPPPLSPP
VLGLHGVTFGYQGQKPLFKNLDFGI
DMDSRICIVGPNGVGKSTLLLLLTGK
LTPTHGEMRKNHRLKIGFFNQQYAE
QLRMEETPTEYLQRGFNLPYQDARK
CLGRFGLESHAHTIQICKLSGGQKA
RVVFAELACREPDVLILDEPTNNLDI
ESIDALGEAINEYKGAVIVVSHDARLI
TETNCQLWVVEEQSVSQIDGDFEDY
KREVLEALGEVMVSRPRE




