UniprotKB Entry name organism |full name oglcnacscore joglcnac sites p.h osphorylation PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion enc!oplasmlc golgi P
ID sites reticulum |apparatus|n
Q4KWHS8 |[PLCH1_HUMAN [Homo 1- 25.805115 T1530;S1535;T1543 [NaN 28411811;39894887;30379171 MADLEVYKNLSPEKVERCMSVMQS |False False 3.614 [1.875 |False False False 4

sapiens

phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
eta-1

GTQMIKLKRGTKGLVRLFYLDEHRT
RLRWRPSRKSEKAKILIDSIYKVTEG
RQSEIFHRQAEGNFDPSCCFTIYHG
NHMESLDLITSNPEEARTWITGLKY
LMAGISDEDSLAKRQRTHDQWVKQ
TFEEADKNGDGLLNIEEIHQLMHKL
NVNLPRRKVRQMFQEADTDENQGT
LTFEEFCVFYKMMSLRRDLYLLLLS
'YSDKKDHLTVEELAQFLKVEQKMN
NVTTDYCLDIIKKFEVSEENKVKNVL
GIEGFTNFMRSPACDIFNPLHHEVY
QDMDQPLCNYYIASSHNTYLTGDQL
LSQSKVDMYARVLQEGCRCVEVDC
WDGPDGEPVVHHGYTLTSKILFRDV
'VETINKHAFVKNEFPVILSIENHCSI
QQQRKIAQYLKGIFGDKLDLSSVDTG
ECKQLPSPQSLKGKILVKGKKLPYHL
GDDAEEGEVSDEDSADEIEDECKFK
LHYSNGTTEHQVESFIRKKLESLLKE
SQIRDKEDPDSFTVRALLKATHEGL
NAHLKQSPDVKESGKKSHGRSLMT
NFGKHKKTTKSRSKSYSTDDEEDTQ
QSTGKEGGQLYRLGRRRKTMKLCR
ELSDLVVYTNSVAAQDIVDDGTTGN
VLSFSETRAHQVVQQKSEQFMIYNQ
KQLTRIYPSAYRIDSSNFNPLPYWNA
GCQLVALNYQSEGRMMQLNRAKFK
ANGNCGYVLKPQQMCKGTFNPFSG
DPLPANPKKQLILKVISGQQLPKPPD
SMFGDRGEIIDPFVEVEIIGLPVDCC
KDQTRVVDDNGFNPVWEETLTFTV
HMPEIALVRFLVWDHDPIGRDFVGQ
RTVTFSSLVPGYRHVYLEGLTEASIF
'VHITINEIYGKWSPLILNPSYTILHFL
GATKNRQLQGLKGLFNKNPRHSSS
ENNSHYVRKRSIGDRILRRTASAPAK
GRKKSKMGFQEMVEIKDSVSEATRD
QDGVLRRTTRSLQARPVSMPVDRNL
LGALSLPVSETAKDIEGKENSLAEDK
DGRRKGKASIKDPHFLNFNKKLSSS
SSALLHKDTSQGDTIVSTAHMSVTG
EQLGMSSPRGGRTTSNATSNCQEN
PCPSKSLSPKQHLAPDPVVNPTQDL
HGVKIKEKGNPEDFVEGKSILSGSVL
SHSNLEIKNLEGNRGKGRAATSFSL
SDVSMLCSDIPDLHSTAILQESVISH
LIDNVTLTNENEPGSSISALIGQFDE
TNNQALTVVSHLHNTSVMSGHCPL
PSLGLKMPIKHGFCKGKSKSSFLCS
SPELIALSSSETTKHATNTVYETTCTP
ISKTKPDDDLSSKAKTAALESNLPGS
PNTSRGWLPKSPTKGEDWETLKSCS
PASSPDLTLEDVIADPTLCFNSGESS
LVEIDGESENLSLTTCEYRREGTSQL
ASPLKLKYNQGVVEHFQRGLRNGYC
KETLRPSVPEIFNNIQDVKTQSISYLA
'YQGAGFVHNHFSDSDAKMFQTCVP
QQSSAQDMHVPVPKQLAHLPLPALK
LPSPCKSKSLGDLTSEDIACNFESKY
QCISKSFVTTGIRDKKGVTVKTKSLE
PIDALTEQLRKLVSFDQEDNCQVLYS
KQDANQLPRALVRKLSSRSQSRVRN
IASRAKEKQEANKQKVPNPSNGAGV
VLRNKPSAPTPAVNRHSTGSYIAGYL
KNTKGGGLEGRGIPEGACTALHYGH
'VDQFCSDNSVLQTEPSSDDKPEIYFL
LRL




