
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

C8YR32 LOXH1_MOUSE Mus
musculus

Lipoxygenase
homology
domain-
containing
protein	1

25.019509 S246 NaN 34418053 MMAQKKKRRKKDIDFLGLYEEELLN
YDSEDGEDELEHEYYKAKVYEVVTA
TGDVRGAGTDANVFITLFGENGLSP
KLHLTSKSESAFEKANVDVFRVRTN
NVGLIYKIRIEHDNTGLNASWYLDRV
IVTDMKRPHLRYYFNCNNWLSKVE
GDRQWCRDLLASFDPMDMPRGNK
YEIKVYTGDVIGAGTDADVFINIFGEY
GDTGERRLENEKDNFEKGAEDKFTL
DAPDLGQLMKINVGHNNKGGSAGW
FLSKIIIEDIGNKRKYDFPLNRWLAL
DEDDGKIQRDILVGGAETTAITYIVTV
FTGDIRGAGTKSKIYLVMYGARGNK
NSGKIFLEGGVFDRGRTDIFHIDLAV
LLSPLSRVSIGHGNIGVNRGWYCEK
VVILCPFTGIQQTFPCSNWLDEKKAD
GLIERQLYEMVSLRKKRLKKYPWSL
WVWTTDLKKAGTNSPIFIQIYGKKGR
TDEILLNPNNKWFKPGIIEKFRMELP
DLGRFYKIRAWHDRQNPGSGWHLE
KMTLMNTINKDKYNFNCNRWLDA
NEDDNEIVREMTAEGPTVRRIMGM
ARYRVTVCTGELEGAGTDANVYLCL
FGDVGDTGERLLYNCRNNTDLFEK
GNADEFTIESVTMRKVRRVRVRHDG
KGSGSGWYLDRVLVREEGQPESDN
VEFPCLRWLDKDKDDGQLVRELLPS
DSNATLKNFRYHISVKTGDVSGAST
DSRVYIKLYGEKSDTIKQVLLVSDNN
LKDYFERGRVDEFTLETLNIGTINRL
VIGHDSTGMHAGWFLGSVQIRVPRQ
GKQYTFPANRWLDKNQADGRLEVE
LYPSEVVEIQKLVHYEIEIWTGDVGG
AGTTSRVFVQIYGEEGKTEVLFLSSR
SKVFDRGSKDIFQTDTFTIYAIDLGAL
TKIRIRHDNTGNRPGWFLDRVDITD
VNNETTYYFPCQRWLAVEEDDGQLS
RELLPVDESYVLPSEDEEGGGQGDN
NPLDNLALEQKDKSTTFSVTIKTGDK
KNAGTDANVFITLFGTQDNNGMTLL
KSSKTNSDKFERDSIEIFTVETLDLG
DLWKVRIGHDNTGKAPGWFVDWVE
VDAPSLGKCMTFPCGRWLAKNEDD
GSIVRDLFHAELQTRLYTPFVPYEITL
YTSDVFAAGTDANIFIVIYGCDAVCT
RQKFLCTNKREQKLFFERKSASRFIV
ELEDVGEIIEKIRIGHDNTGINPGWH
CSHVDIRRLLPEKDGTETLTFPCDR
WLATSEDDKKTIRELVPYDIFTEKYM
KDGSLRQVYKEVEEPLDIVLYSVQIF
TGNVPGAGTDAKVYITIYGDLGDTGE
RYLGKSENRTNKFEKGTADTFIIEAA
DLGVIYKIKLRHDNTKWCADWYVEK
VEIWNDTNEDEFLFLCGRWLSLKKE
DGRLERLFYEKEYTGDRSSNCSSPA
DFWEIALSSKMADVDIDTVTGPMVD
YVQDGPVIPYYVSVTTGKHKEAATDS
RAFVLLIGEDDECTNRIWLDYPQGK
RGFSCGSVEEFYVGGLDVGIIKKIEL
GHDGASPESCWLVEELCLAVPTQGT
KYTLRCNCWLAKDRGDGVTSRVFDL
LDAMVVNIGKKVLYEMTVWTGDVV
GGGTDSNIFMTLYGINGSTEEVQLD
KKKARFEREQNDTFIMEILDIAPFTK
MRIRIDGMGSRPEWFLERILLKNMN
TGDLTMFYYGDWLSQKKGKKTLVC
EICAVIDGEEMMEWTSYTVSVKTSDI
LGAGTDANVFIIIFGENGDSGTLALK
QSANWNKFERNNTDTFNFSDMLSL
GHLCKLRVWHDNKGIFPGWHLSYV
DVKDNSRDETFRFQCDCWLSKSEG
DRQTLRDFACANNEIRDELEETTYEI
VIETGNGGETRENVWLILEGRKNRS
KEFLVENSSRQRAFRKGTTDTFEFD
SIFLGDIASLCVGHLAREDRFIPKREL
VWHVKTITITEMEYGNVYFFNCDCLI

None None None None None None None None None



PLKRKRKYFKVFEVTKTTESFASKIQ
SLVPVKYEVIVTTGYEPGAGTDANVF
VTIFGANGDTGKRELKQKMRNLFER
GSTDRFFLETLELGELRKVRLEHDS
SGYYSGWLVEKVEVTNTSTGVATIFS
CGRWLDKSRGDGLTWRELFPSV


