
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac
sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

0

Q86YZ3 HORN_HUMAN Homo
sapiens

Hornerin 19.355858 NaN S659;S661;S890;S993;S1008;S1463
;S1478;S1712;S1714;S1829;S1831;
S1933;S1948;S2299;S2301;S2403;S
2418;S2652;S2654

34229054;38665916;34019948;263
74642;39990658;37217939;268534
35;23271734;28510447

MPKLLQGVITVIDVFYQYATQHGEYD
TLNKAELKELLENEFHQILKNPNDP
DTVDIILQSLDRDHNKKVDFTEYLL
MIFKLVQARNKIIGKDYCQVSGSKLR
DDTHQHQEEQEETEKEENKRQESS
FSHSSWSAGENDSYSRNVRGSLKP
GTESISRRLSFQRDFSGQHNSYSGQ
SSSYGEQNSDSHQSSGRGQCGSGS
GQSPNYGQHGSGSGQSSSNDTHGS
GSGQSSGFSQHKSSSGQSSGYSQH
GSGSGHSSGYGQHGSRSGQSSRGE
RHRSSSGSSSSYGQHGSGSRQSLGH
GRQGSGSRQSPSHVRHGSGSGHSS
SHGQHGSGSSYSYSRGHYESGSGQT
SGFGQHESGSGQSSGYSKHGSGSG
HSSSQGQHGSTSGQASSSGQHGSS
SRQSSSYGQHESASRHSSGRGQHSS
GSGQSPGHGQRGSGSGQSPSSGQH
GTGFGRSSSSGPYVSGSGYSSGFGH
HESSSEHSSGYTQHGSGSGHSSGH
GQHGSRSGQSSRGERQGSSAGSSSS
YGQHGSGSRQSLGHSRHGSGSGQS
PSPSRGRHESGSRQSSSYGPHGYGS
GRSSSRGPYESGSGHSSGLGHQESR
SGQSSGYGQHGSSSGHSSTHGQHG
STSGQSSSCGQHGATSGQSSSHGQ
HGSGSSQSSRYGQQGSGSGQSPSRG
RHGSDFGHSSSYGQHGSGSGWSSS
NGPHGSVSGQSSGFGHKSGSGQSS
GYSQHGSGSSHSSGYRKHGSRSGQ
SSRSEQHGSSSGLSSSYGQHGSGSH
QSSGHGRQGSGSGHSPSRVRHGSS
SGHSSSHGQHGSGTSCSSSCGHYES
GSGQASGFGQHESGSGQGYSQHGS
ASGHFSSQGRHGSTSGQSSSSGQH
DSSSGQSSSYGQHESASHHASGRG
RHGSGSGQSPGHGQRGSGSGQSPS
YGRHGSGSGRSSSSGRHGSGSGQSS
GFGHKSSSGQSSGYTQHGSGSGHS
SSYEQHGSRSGQSSRSEQHGSSSGS
SSSYGQHGSGSRQSLGHGQHGSGS
GQSPSPSRGRHGSGSGQSSSYGPYR
SGSGWSSSRGPYESGSGHSSGLGH
RESRSGQSSGYGQHGSSSGHSSTH
GQHGSTSGQSSSCGQHGASSGQSS
SHGQHGSGSSQSSGYGRQGSGSGQ
SPGHGQRGSGSRQSPSYGRHGSGS
GRSSSSGQHGSGLGESSGFGHHES
SSGQSSSYSQHGSGSGHSSGYGQH
GSRSGQSSRGERHGSSSGSSSHYGQ
HGSGSRQSSGHGRQGSGSGHSPSR
GRHGSGLGHSSSHGQHGSGSGRSS
SRGPYESRSGHSSVFGQHESGSGHS
SAYSQHGSGSGHFCSQGQHGSTSG
QSSTFDQEGSSTGQSSSYGHRGSGS
SQSSGYGRHGAGSGQSPSRGRHGS
GSGHSSSYGQHGSGSGWSSSSGRH
GSGSGQSSGFGHHESSSWQSSGCT
QHGSGSGHSSSYEQHGSRSGQSSR
GERHGSSSGSSSSYGQHGSGSRQSL
GHGQHGSGSGQSPSPSRGRHGSGS
GQSSSYSPYGSGSGWSSSRGPYESG
SSHSSGLGHRESRSGQSSGYGQHG
SSSGHSSTHGQHGSTSGQSSSCGQ
HGASSGQSSSHGQHGSGSSQSSGY
GRQGSGSGQSPGHGQRGSGSRQSP
SYGRHGSGSGRSSSSGQHGSGLGES
SGFGHHESSSGQSSSYSQHGSGSG
HSSGYGQHGSRSGQSSRGERHGSS
SRSSSRYGQHGSGSRQSSGHGRQG
SGSGQSPSRGRHGSGLGHSSSHGQ
HGSGSGRSSSRGPYESRSGHSSVFG
QHESGSGHSSAYSQHGSGSGHFCS
QGQHGSTSGQSSTFDQEGSSTGQSS
SHGQHGSGSSQSSSYGQQGSGSGQ
SPSRGRHGSGSGHSSSYGQHGSGS
GWSSSSGRHGSGSGQSSGFGHHES
SSWQSSGYTQHGSGSGHSSSYEQH
GSRSGQSSRGEQHGSSSGSSSSYGQ
HGSGSRQSLGHGQHGSGSGQSPSP

True True 2.376 4.347 1.837 False 0.188



SRGRHGSGSGQSSSYGPYGSGSGW
SSSRGPYESGSGHSSGLGHRESRSG
QSSGYGQHGSSSGHSSTHGQHGSA
SGQSSSCGQHGASSGQSSSHGQHG
SGSSQSSGYGRQGSGSGQSPGHGQ
RGSGSRQSPSYGRHGSGSGRSSSSG
QHGPGLGESSGFGHHESSSGQSSSY
SQHGSGSGHSSGYGQHGSRSGQSS
RGERHGSSSGSSSRYGQHGSGSRQS
SGHGRQGSGSGHSPSRGRHGSGSG
HSSSHGQHGSGSGRSSSRGPYESRS
GHSSVFGQHESGSGHSSAYSQHGS
GSGHFCSQGQHGSTSGQSSTFDQE
GSSTGQSSSHGQHGSGSSQSSSYGQ
QGSGSGQSPSRGRHGSGSGHSSSY
GQHGSGSGWSSSSGRHGSGSGQSS
GFGHHESSSWQSSGYTQHGSGSGH
SSSYEQHGSRSGQSSRGERHGSSSG
SSSSYGQHGSGSRQSLGHGQHGSG
SGQSPSPSRGRHGSGSGQSSSYSPY
GSGSGWSSSRGPYESGSGHSSGLG
HRESRSGQSSGYGQHGSSSGHSST
HGQHGSTSGQSSSCGQHGASSGQS
SSHGQHGSGSSQSSGYGRQGSGSG
QSPGHGQRGSGSRQSPSYGRHGSG
SGRSSSSGQHGSGLGESSGFGHHE
SSSGQSSSYSQHGSGSGHSSGYGQH
GSRSGQSSRGERHGSSSGSSSHYGQ
HGSGSRQSSGHGRQGSGSGQSPSR
GRHGSGLGHSSSHGQHGSGSGRSS
SRGPYESRLGHSSVFGQHESGSGHS
SAYSQHGSGSGHFCSQGQHGSTSG
QSSTFDQEGSSTGQSSSYGHRGSGS
SQSSGYGRHGAGSGQSLSHGRHGS
GSGQSSSYGQHGSGSGQSSGYSQH
GSGSGQDGYSYCKGGSNHDGGSSG
SYFLSFPSSTSPYEYVQEQRCYFYQ


