UniprotKB Entry name lorganism full oglcnacscore oglcnac p'h osphorylation PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion en(‘ioplasmlc golgi o extl'"acellular
ID name sites sites reticulum apparatus membrane [region
QI9ULDS8 KCNH3_HUMAN [Homo Potassium 23.686208 S798 NaN 35254053 MPAMRGLLAPQNTFLDTIATRFDGT |False False 0.929 |2.464 |0.754 0.804 0.51 4.392 0.999
sapiens voltage- HSNFVLGNAQVAGLFPVVYCSDGFC

gated DLTGFSRAEVMQRGCACSFLYGPDT

channel SELVRQQIRKALDEHKEFKAELILYR

subfamily KSGLPFWCLLDVIPIKNEKGEVALFL

H VSHKDISETKNRGGPDRWKETGGG

member 3 RRRYGRARSKGFNANRRRSRAVLYH

LSGHLQKQPKGKHKLNKGVFGEKP
NLPEYKVAAIRKSPFILLHCGALRAT
WDGFILLATLYVAVTVPYSVCVSTAR
EPSAARGPPSVCDLAVEVLFILDIVL
NFRTTFVSKSGQVVFAPKSICLHYVT
TWFLLDVIAALPFDLLHAFKVNVYFG
IAHLLKTVRLLRLLRLLPRLDRYSQYS
IAVVLTLLMAVFALLAHWVACVWFYI
GQREIESSESELPEIGWLQELARRLE
TPYYLVGRRPAGGNSSGQSDNCSSS
SEANGTGLELLGGPSLRSAYITSLYF
ALSSLTSVGFGNVSANTDTEKIFSIC
TMLIGALMHAVVFGNVTAIIQRMYA
RRFLYHSRTRDLRDYIRIHRIPKPLK
QRMLEYFQATWAVNNGIDTTELLQS
LPDELRADIAMHLHKEVLQLPLFEA
IASRGCLRALSLALRPAFCTPGEYLIH
QGDALQALYFVCSGSMEVLKGGTVL
IAILGKGDLIGCELPRREQVVKANADV
KGLTYCVLQCLQLAGLHDSLALYPE
FAPRFSRGLRGELSYNLGAGGGSAE
IVDTSSLSGDNTLMSTLEEKETDGEQ
GPTVSPAPADEPSSPLLSPGCTSSSS
IAAKLLSPRRTAPRPRLGGRGRPGRA
GALKAEAGPSAPPRALEGLRLPPMP
'WNVPPDLSPRVVDGIEDGCGSDQPK
FSFRVGQSGPECSSSPSPGPESGLLT
VPHGPSEARNTDTLDKLRQAVTELS
EQVLQMREGLQSLRQAVQLVLAPH
REGPCPRASGEGPCPASTSGLLQPL
CVDTGASSYCLQPPAGSVLSGTWPH
PRPGPPPLMAPWPWGPPASQSSPW
PRATAFWTSTSDSEPPASGDLCSEPS
TPASPPPSEEGARTGPAEPVSQAEAT
STGEPPPGSGGLALPWDPHSLEMVL

IGCHGSGTVQWTQEEGTGV




