
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q4E585 Q4E585_TRYCC Trypanosoma
cruzi

SEC7
domain-
containing
protein

19.946178 NaN NaN 30984116 MEENGQVSSLSSSDGAECWRRDCL
VLSNQTQNLLVAIRSNGKFGANARF
ANAGRITEHPLLRQLKALQREIMTPA
LVRYISEEAILRPFCDLYSSEEMGDTI
VGVALASLSNLIDLRCSFITRNGLEM
ILKIVHGKKGEASDISTYEVVLARTLQ
LYVSCAGHPCARGLPEDLFIRILRRA
CKVALHPMVSPLLRRTAEQAMKSIV
TSLYTFVVKNRPHSSPLEEKNETAV
NNEAGEEEESFLTGANMLRYICTLI
MGSDNERGSNSDIQRSVNKSSPKAA
AVQLEGLWLVQAMLLVVNDCLCEP
GWEELLHSVQQDLCRALLVTGVSTE
NIIVLSLILRTVHIVVKIASIHVVPQTF
SFIRVLHLDPIMRMTEELRSGPSSPG
RNISSPSMATSPSMPTGSQAHRSIT
QVMDLYERRELLLESLVEFCGDADF
STFCYAQYDLSRRFPPLFDRLCAVLV
ENCFYVVDEDSSSALRREERTGVSF
DFGAEGFLTQMDALALEAMIGLLRQ
TSLAVSHPLPPPAELTSLILSRLEQKK
LLMEFASLFRRNAIKEGIPFLLGNAT
RVPAGSSYRNIFGSGVADTPAFVLVE
PAGGREVGACLYYLSDVLDKRALGE
YLGELGRELPAPASGEGEEGAAALA
AWESEREKSHLQAGTVRFYEEQLKG
FLQEFDYRNKSLLSCIRETAYRMCM
PGEAQKIDRVMEAFAKIWAKSNFDA
GKEINPFCSEQGPFILAFSLIMLNTD
QHSGKMMKPMKKEDFRRVHRDSD
GGNKLPDEFLDRLYDDVKAHPIIMA
EMIDAGFSNDVTWALEMRELALSK
DVISKDALMRCSMQVTGSNPKDQA
VAQALHAFVFSSLWNNCLTAFSNTI
YMCGISLEQYLMAEGDVELESTKLD
SSLTPAEEAYNVALDGLCFLAKTAT
MFGVVSAVNHVVLVLLSQLPLDMQ
DANGSLVRLGNQRFSLHCLEKLFCV
LHDCMPMVIDAWGELGNFFSKSFL
LGVFAKEPNVTSSTSSSTDCTEVWE
ELRHNPRIVVAGAKRATSEGGWFAA
LWGSSISSERAKAQEGEERRAMERV
KMLFPTMEEFLRMIDKLEDKAHLQF
FRALCETGRMKSKGAADSYAASYM
MLLVTEVAIRRSTDNVVLECYMKLC
QQVTSSIFATINQPKNLRSQQSNNN
SCNDGSGSGCNSNKNNTTSAAIEYE
SSLTEPSQPIRPEAHEYWLSLAIRVV
KALLRAFKHFICHYLQQEVGPQVLD
LLTNAPSKVFTSVVAPLLSSTLLELLS
EPQYLPHVPTHSILVRLLNTLCMMA
TACSHPLVQWRTRKALTIMVKEEHY
DILRDGEDVINALVTYALESYSEDEE
AVGCVANASEVDQGENLESIADDVT
TICRRLVAAHDLGSTDNENTEWHRV
WIASLRGLCALVVLSRQYRDRSEALL
CLQHCLLDSDIKRLPVASISLLYEDV
VFPLTEQICAPSSAADPAPSRSTKTP
ADTAVNPTSTQTFVTSLLSSFSPRPT
AKVATKNSADPSSAARERNQIVAIDL
KCRVVGLLPKVLLHYVKSLGETPEVL
QELWQRILGTLYALYTAPTESSCNTV
TADAQDARELRRCNALTEEENVLRE
AIQETIKNMIYVLSATLSEPECEEVM
QQTPYFWTSTKNLLRTFDFAGPLLA
HIDALDG

None None None None None None None None None


