UniprotKB Entry name organism full name oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en@oplasmlc@
ID sites reticulum |a
Q01813 PFKAP_HUMAN |Homo IATP-dependent 6- 24.772636 'T538 S6;S12;521;S142;S386;T651;S783(38665916;33214551;22923583;340 [MDADDSRAPKGSLRKFLEHLSGAG (True True 4.867 4.571 |2.473 1.591 1

sapiens

iphosphofructokinase,
platelet type

19948;26853435;34725712;372179
39;29351928

KAIGVLTSGGDAQGMNAAVRAVVR
MGIYVGAKVYFIYEGYQGMVDGGSN
IAEADWESVSSILQVGGTIIGSARCQ
IAFRTREGRLKAACNLLQRGITNLCVI
GGDGSLTGANLFRKEWSGLLEELAR
NGQIDKEAVQKYAYLNVVGMVGSID
NDFCGTDMTIGTDSALHRIIEVVDAI
MTTAQSHQRTFVLEVMGRHCGYLA
LVSALACGADWVFLPESPPEEGWEE
QMCVKLSENRARKKRLNIITVAEGAI
DTQNKPITSEKIKELVVTQLGYDTRV
ITILGHVQRGGTPSAFDRILASRMGV
EAVIALLEATPDTPACVVSLNGNHAV
RLPLMECVQMTQDVQKAMDERRFQ
DAVRLRGRSFAGNLNTYKRLAIKLP
DDQIPKTNCNVAVINVGAPAAGMNA
IAVRSAVRVGIADGHRMLAIYDGFDG
FAKGQIKEIGWTDVGGWTGQGGSIL
GTKRVLPGKYLEEIATQMRTHSINAL
LIIGGFEAYLGLLELSAAREKHEEFC
IVPMVMVPATVSNNVPGSDFSIGADT
IALNTITDTCDRIKQSASGTKRRVFIIE
TMGGYCGYLANMGGLAAGADAAYTF
EEPFDIRDLQSNVEHLTEKMKTTIQ
RGLVLRNESCSENYTTDFIYQLYSEE
GKGVFDCRKNVLGHMQQGGAPSPF
DRNFGTKISARAMEWITAKLKEARG
RGKKFTTDDSICVLGISKRNVIFQPV
IAELKKQTDFEHRIPKEQWWLKLRPL
MKILAKYKASYDVSDSGQLEHVQPW

SV




