
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

Q53TS8 CTSRT_HUMAN Homo
sapiens

Cation
channel
sperm-
associated
targeting
subunit
tau

18.379595 NaN NaN 30379171 MEPPQETNRPFSTLDNRSGQVQVLS
ATPLLQRNPYSSPDIMHIKGSEASSV
PYALNQGTTALPKNKNQEGTGHRLL
NMLRKTLKESDSEELEITQETPNLV
PFGDVVGCLGIHIKNCRHFMPKISL
QHYANLFIRISINKAVKCTKMCSLLS
KNDEKNTVIKFDEVKYFSVQVPRRY
DDKRNNILLELIQYDNREKRAFLLGS
VQIHLYEVIQKGCFIEEVQVLHGNIF
VCRLEVEFMFSYGNFGYGFSHQLKP
LQKITEPSMFMNLAPPPERTDPVTK
VITPQTVEYPAFLSPDLNVTVGTPAV
QSSNQPSVVRLEKLQQQPRERLEK
MKKEYRNLNTWIDKANYLESILMPK
LEHKDSEETNIDEASENTKSNHPEE
ELENIVGVDIPLVNEEAETTANELLD
NDSEKGLTIPTLNQSDQDNSTADAS
KNDESTPSPTEVHSLCTISNQETIKA
GRIPPLGERQSESMPDRKMKNVFFP
LEVKLKDNYPSILKADSSLSEVAFSP
KEYNSPSFRPEYIEFKPKFQFQKFNK
NGFDPFLRNINKMSVRKRKDQDIYK
YRNILGAEVIEHEDQDPPYPAQSKTA
GPANTTWAHDPNIFTTKMLETENKL
APDPTINTIKGLDTKNSLKENLPNVS
LPSIKGESSRAGNVQANTCHLSKSL
NFTPHIEYLKQSMILKSILSENLQDL
SDKLFSKPEVSMNSEAREKSSSPLL
SIHDKSSSSMEDNVLEKKQDLNNW
LSEKDILNSKTTLSQIIKNIPADSFSE
GSQIIENIPADSLLEGGQVIKNIPEYS
LSEGGQIIKNIPADSFLESGPGQSPE
VEEHVSKKHFEADERDFPIKKNSST
KKKHLISEVPNSKSGSSGTVHDYIM
RQIFTAPIFSELEIEVKEPSETPMNLE
NQLPTPWKRSLSSHILFHEENADEI
ELPQPRSATSQIIQAFPIDTLLESGIIK
VIELDKEHHKSSLLGTGITSPKGNLK
DSQEYYSEIRSETEPLSEQSIPIIPKDT
TSVSRAEFIQEDQNMFPQDSSYYSIA
NKELYLPRNGQRLCKDKNDLSSTLE
SLTNSLMDKLSESDEIMLKSFLKNIF
NVFFKYNHSERRGQPEKELERLIQP
SFTSDTEHLEELQEDFDKADKLDRK
PILSPKLRVFLEELSESEVKHLKSEL
SKQIQHYLVERLSESGHITKEDLPKI
YQNLYLMNEKAEQKGPNSFQGKYS
ETVKEIMSFVNNFNHHFIDKHLEIK
LRSFLKEILQNYFLKNISESSLFNET
ASETIYPNISSLRTKSVSISFHELEQD
ISKGSFGRRFEINMKYPLSKSLQNYL
IALSENELLHLKADLSKHLQSLFIEK
LSKSGLMTKKQLEGINQHINLLNSS
SIPLKYIKTHLPFRDDCHFVEKHSEK
QNKYSRIVQQTTLQTVSEDKLREAEL
IREKEKKYFPLQNLKGNSSLIKEQKS
YYTKEEAKTPSLIKVQPSSNENIQAS
PLSKSSEILTDILLKKLRKEHVFTQLP
QAENSVHKTEIQDPYSWGGKSKITQ
SKAWCEKTLKMKSLDRKEHVNIYK
WTVQEKPEAVLTSYPRIPNARMPRE
DEYLNRITFPSWQSSTLTHFNTETG
EKSKLEDQYCQTLKGNNNNNKKHL
VTFAQYKKEIQTLYIKPDEICSEKCAK
FPEIQSFQYKVVEDEKNLKPHLFPEL
FKIEDLKPKVRKERDRVAQPKKSFN
KIVRILPTTLPTTRIHLKKSVPRTLLH
WTARRTIHDCSDKFEDLHDMTSFT
HLKKVKSRSRLLGKSSDDIHNHARH
SARPYTAPEVNKQRESYSGKFTSRR
MVSSGLVHINDKTSDYEMHKMRPK
KIKRGY

None None None None None None None None None


