
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

Q6YHU6 THADA_HUMAN Homo
sapiens

tRNA	(32-2'-O)-
methyltransferase
regulator	THADA

28.621158 S169 S1015;S1024;S1161 35254053;39894887 MGVKKKKEMQVAALTICHQDLETLK
SFADVEGKNLASLLLHCVQLTDGVS
QIHYIKQIVPLLEKADKNGMCDPTIQ
SCLDILAGIYLSLSLKNPLKKVLASSL
NSLPDFFLPEAMHRFTSRLQEELNT
TDLYSYRKVTDNISSCMENFNLGRA
SVNNLLKNVLHFLQKSLIEILEENRK
CAGNHIIQTQLMNDLLVGIRVSMML
VQKVQDFQGNLWKTSDSPIWQNMC
GLLSIFTKVLSDDDLLQTVQSTSGLA
IILFIKTMFHPSEKIPHLISSVLLRSV
DCTSVPEWFMSSCRSLCCGDISQSA
VLFLCQGTLAMLDWQNGSMGRSGE
ALLLDTAHVLFTLSSQIKEPTLEMFL
SRILASWTNSAIQVLESSSPSLTDSL
NGNSSIVGRLLEYVYTHWEHPLDAL
RHQTKIMFKNLLQMHRLTVEGADF
VPDPFFVELTESLLRLEWHIKGKYTC
LGCLVECIGVEHILAIDKTIPSQILEV
MGDQSLVPYASDLLETMFRNHKSH
LKSQTAESSWIDQWHETWVSPLLFI
LCEGNLDQKSYVIDYYLPKLLSYSPE
SLQYMVKILQTSIDAKTGQEQSFPSL
GSCNSRGALGALMACLRIARAHGHL
QSATDTWENLVSDARIKQGLIHQHC
QVRIDTLGLLCESNRSTEIVSMEEM
QWIQFFITYNLNSQSPGVRQQICSLL
KKLFCRIQESSQVLYKLEQSKSKREP
ENELTKQHPSVSLQQYKNFMSSICN
SLFEALFPGSSYSTRFSALTILGSIAE
VFHVPEGRIYTVYQLSHDIDVGRFQT
LMECFTSTFEDVKILAFDLLMKLSKT
AVHFQDSGKLQGLFQAALELSTSTK
PYDCVTASYLLNFLIWQDALPSSLSA
YLTQQVACDNGDRPAAVVERNTLM
VIKCLMENLEEEVSQAENSLLQAAA
AFPMYGRVHCITGALQKLSLNSLQL
VSEWRPVVEKLLLMSYRLSTVVSPVI
QSSSPEGLIPMDTDSESASRLQMIL
NEIQPRDTNDYFNQAKILKEHDSFD
MKDLNASVVNIDTSTEIKGKEVKTC
DVTAQMVLVCCWRSMKEVALLLGM
LCQLLPMQPVPESSDGLLTVEQVKEI
GDYFKQHLLQSRHRGAFELAYTGFV
KLTEVLNRCPNVSLQKLPEQWLWS
VLEEIKCSDPSSKLCATRRSAGIPFYI
QALLASEPKKGRMDLLKITMKELISL
AGPTDDIQSTVPQVHALNILRALFRD
TRLGENIIPYVADGAKAAILGFTSPV
WAVRNSSTLLFSALITRIFGVKRAKD
EHSKTNRMTGREFFSRFPELYPFLL
KQLETVANTVDSDMGEPNRHPSMF
LLLLVLERLYASPMDGTSSALSMGP
FVPFIMRCGHSPVYHSREMAARALV
PFVMIDHIPNTIRTLLSTLPSCTDQC
FRQNHIHGTLLQVFHLLQAYSDSKH
GTNSDFQHELTDITVCTKAKLWLAK
RQNPCLVTRAVYIDILFLLTCCLNRS
AKDNQPVLESLGFWEEVRGIISGSEL
ITGFPWAFKVPGLPQYLQSLTRLAIA
AVWAAAAKSGERETNVPISFSQLLE
SAFPEVRSLTLEALLEKFLAAASGLG
EKGVPPLLCNMGEKFLLLAMKENH
PECFCKILKILHCMDPGEWLPQTEH
CVHLTPKEFLIWTMDIASNERSEIQS
VALRLASKVISHHMQTCVENRELIA
AELKQWVQLVILSCEDHLPTESRLA
VVEVLTSTTPLFLTNPHPILELQDTL
ALWKCVLTLLQSEEQAVRDAATETV
TTAMSQENTCQSTEFAFCQVDASIA
LALALAVLCDLLQQWDQLAPGLPILL
GWLLGESDDLVACVESMHQVEEDY
LFEKAEVNFWAETLIFVKYLCKHLF
CLLSKSGWRPPSPEMLCHLQRMVS
EQCHLLSQFFRELPPAAEFVKTVEFT
RLRIQEERTLACLRLLAFLEGKEGED
TLVLSVWDSYAESRQLTLPRTEAAC

False False 1.181 False False 4.0 False 2.906 False


