
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

G3X8Q1 G3X8Q1_MOUSE Mus
musculus

Calcineurin-
binding
protein
cabin-1

38.223321 NaN NaN 40997131 MIRIAALNASSTIEDDHEGSFKSHKI
QTKEAQEAEAFALYHKALDLQKHDR
FEESAKAYHELLEARLLREAVSSGD
EKEGLKHPGLILKYSTYKNLAQLAAQ
REDLETAMEFYLEAVMLDSTDVNL
WYKIGHVALRLIRLPLARHAFEEGLR
CNPDHWPCLDNLITVLYTLSDYTTC
LYFICKALEKDCRYSKGLVLKEKIFE
EQPCLRKDSLRMFLKCDMSIHDVSV
SAAETQAIVDEALGLRKKRQALIVRE
KEPDLKLVQPIPFFTWKCLGESLLA
MYSHLTTCEPPRPSLGKRIDLSDYQ
DPSQLLASSVVVTPVSVVQPSPICTN
PTVAVAEPVLSYTSVTAASFPLHSPS
LLDTGTPMGDVSGGDKSKKGVKRK
KTVEESGETAKRRSARVRNTKCKKE
EKVDFQGLLVKFLPSRLRKLDPEEE
DDPFNNYEVQAEAKLESFSNVGPHR
LSFDSATFMESEKQDVHAFLMENL
TNGGLLELMMRYLKSMGHKFLLKW
PPGLADVVLSVYHSWRRHSTSLPNP
LLRDCSNKHIKDMMLMSLSCMELQ
LDQWLLTKGRSSAVSPRNCPAGVVT
GRFGPDFPGTHCLGDLLQLSFASSQ
RDLFEDGWLEFVVRVYWLKARFLAL
QGDMEQALENYDICTEILQSSSAIQA
QAGAEQGDIVIRLPNLHNDSVVSLE
EIDKNLKSLERCQSLEEIQRLFEAGD
YKAVVHLLRPTLCTSGFDRAKHLEF
MTSIPERPAQLLLLQDSLLRLKDHR
QCFECSDVALNEAVQQMLNSSESA
AKEEWVATVTQLLLGIEQALSSDSSG
SILKESSSTTGLVRLTNNLIQVIDCS
MAVQEEPKEPYVSSVLPWIILHRIIW
QEEDTFRSLCHQQQLQNPTEEGIPE
MPMLPSSLMLLNTAHEYLGRRSWC
CNSDGALLRFYVQVLQKELAASASE
DTHPYKEELETALEQCFYCLYSFPSK
KSKARYLEEHSAQQVDLIWEDALFM
FEYFKPKTLPEFDSYKTSTVSADLAN
LLKRIATIVPRTEKPALSMDKVSAYIE
GTSAEAPCLPEGADPTPPVLNELYYL
LADYHFKNKEQSKAIKFYMHDICICP
NRFDSWAGMALARASRIQDKLNSN
ELKSDGPIWKHATPVLNCFRRALEID
SSNLSLWIEYGTMSYALHSFASRQL
KQWRSELPPELVQQMEDRRDSMLE
TARHCFTSAARCEGDGDEEEWLIHY
MLGKVAEKQQQPPTVYLLHYRQAG
HYLHEEAARYPKKIHYHNPPELAME
ALEVYFRLHASILKLLGKPDSGVGAE
VLVSFMKEAAEGPFARGEEKNTPKA
SEKEKACLVDEDSHSSAGTLPGPGA
SLPSSSGPGLTSPPYTATPIDHDYVK
CKKPHQQAAPDDRSQDSTAVALSDS
SSTQDFFNEPTSLLEGSRKLFPEKRL
SGLSAQAGPSGKDLPGPTEERGKTE
ESLESTEAFRVVEQSVQKPVADSSAS
AYIPSKPPASTPPLWDGKKRGDSLGE
PVAFPQGLPAGAEEQRQFLTEQCISS
FCLCLSRFPQHYKSLYRLAFLYTYSK
THRNLQWARDVLLGSSIPWQQLQH
MPAQGLFCERNKTNFFNGIWRIPVD
EIDRPGSFAWHMNRSIVLLLKVLAQ
LRDHSTLLKVSSMLQRTPDQGKKYL
RDADRQVLAQRAFILTVKVLEDTLSE
LAEGSEHPGSKACGLSGARMTTDVS
HKASPEDGQESPQHPKKLPLADGSG
PGPEPGGRMGPLNQLPVVTDIRDNT
DQGGEQKDKESPQVGPTEPMDTSE
AAGRHSDLEQTSRLLPGRPPRDRGP
ESRSAELSLEELSISTRQQPAPLAPSP
AAPTTTAAPTTMAARGAGHSEEAPP
RPNRKRKLLEDTESGKTLLLDAYRV
WQQGQKGMAYDLSRIEKIMSETYM
LIKQVDEETALEQAVKFCQVHLGAA

True False 4.468 4.679 1.229 1.014 False 0.945 0.895



TQRQASGDTPTTPKHPKDSRENFFP
ATVVPTVPDPTAPDALQRPSDSHLKP
VLATVITCPPSASASIPDLSTDPGIPR
PHRPETTPSRAPLSPEGEEASGVTEG
TSILPQEPRYSHQIKMAATGHLAEQ
HCWPVEVACQTGAEPTCSQASSTKV
PSSGSTQTAESHQGKTESSRAKSRL
LPNMPKLVIPSATTKSPPEITVTPPTP
TLLSPKGSISEETKQKLKSAILSAQSA
ANVRKESLCQPALEVLETSSQESSLE
SETDEDDDFMDV


