}Jl;l iprotKB Entry name |organism full loglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma extr_acelll
name sites reticulum |apparatus membrane region
P19827 ITIH1_HUMAN Homo Inter- [16.250926 T604;S610;S628;S631 |S129;T402;T407 (38253038;38665916 MDGAMGPRGLLLCMYLVSLLILQA |False True 1.495 ([1.432 [1.198 2.099 0.761 2.008 5.0
sapiens |alpha- MPALGSATGRSKSSEKRQAVDTAVD

trypsin GVFIRSLKVNCKVTSRFAHYVVTSQV

inhibitor IVNTANEAREVAFDLEIPKTAFISDFA

heavy VTADGNAFIGDIKDKVTAWKQYRKA

chain AISGENAGLVRASGRTMEQFTIHLTV

H1 NPQSKVTFQLTYEEVLKRNHMQYEI

VIKVKPKQLVHHFEIDVDIFEPQGIS
KLDAQASFLPKELAAQTIKKSFSGKK
GHVLFRPTVSQQQSCPTCSTSLLNG
HFKVTYDVSRDKICDLLVANNHFAH
FFAPQNLTNMNKNVVFVIDISGSMR
GQKVKQTKEALLKILGDMQPGDYFD
LVLFGTRVQSWKGSLVQASEANLQA
AQDFVRGFSLDEATNLNGGLLRGIEI
LNQVQESLPELSNHASILIMLTDGD
PTEGVTDRSQILKNVRNAIRGRFPLY
NLGFGHNVDFNFLEVMSMENNGR
AQRIYEDHDATQQLQGFYSQVAKPL
LVDVDLQYPQDAVLALTQNHHKQYY
EGSEIVVAGRIADNKQSSFKADVQA
HGEGQEFSITCLVDEEEMKKLLRER
GHMLENHVERLWAYLTIQELLAKR
MKVDREERANLSSQALQMSLDYGF
VTPLTSMSIRGMADQDGLKPTIDKPS
EDSPPLEMLGPRRTFVLSALQPSPT
HSSSNTQRLPDRVTGVDTDPHFITHV
PQKEDTLCFNINEEPGVILSLVQDPN
TGFSVNGQLIGNKARSPGQHDGTYF
GRLGIANPATDFQLEVTPQNITLNPG
FGGPVFSWRDQAVLRQDGVVVTINK
KRNLVVSVDDGGTFEVVLHRVWKG
SSVHQDFLGFYVLDSHRMSARTHG
LLGQFFHPIGFEVSDIHPGSDPTKPD
ATMVVRNRRLTVTRGLQKDYSKDP
WHGAEVSCWFIHNNGAGLIDGAYT
DYIVPDIF




