UniprotkB Entry name organism full name oglcnacscore oglcnac p.h osphorylation PMIDS sequence lintracellular extracellular|cytosol nucleus mitochndrion enc!oplasmlc golgi plasma extr-acelll
ID sites  [sites reticulum |apparatus membrane region
Q6YHU6 |THADA _HUMAN [Homo tRNA (32-2'-0)-  [28.621158 S169 S1015;51024;S1161|35254053;39894887 MGVKKKKEMQVAALTICHQDLETLK [False False 1.181 |False |False 4.0 False 2.906 False

sapiens

methyltransferase
regulator THADA

SFADVEGKNLASLLLHCVQLTDGVS
QIHYIKQIVPLLEKADKNGMCDPTIQ
SCLDILAGIYLSLSLKNPLKKVLASSL
NSLPDFFLPEAMHRFTSRLQEELNT
TDLYSYRKVTDNISSCMENFNLGRA
SVNNLLKNVLHFLQKSLIEILEENRK
CAGNHIIQTQLMNDLLVGIRVSMML
[VQKVQDFQGNLWKTSDSPIWQNMC
GLLSIFTKVLSDDDLLQTVQSTSGLA
[ILFIKTMFHPSEKIPHLISSVLLRSV
DCTSVPEWFMSSCRSLCCGDISQSA
IVLFLCQGTLAMLDWQNGSMGRSGE
IALLLDTAHVLFTLSSQIKEPTLEMFL
SRILASWTNSAIQVLESSSPSLTDSL
NGNSSIVGRLLEYVYTHWEHPLDAL
RHQTKIMFKNLLQMHRLTVEGADF
IVPDPFFVELTESLLRLEWHIKGKYTC
LGCLVECIGVEHILAIDKTIPSQILEV
MGDQSLVPYASDLLETMFRNHKSH
LKSQTAESSWIDQWHETWVSPLLFI
LCEGNLDQKSYVIDYYLPKLLSYSPE
SLQYMVKILQTSIDAKTGQEQSFPSL
GSCNSRGALGALMACLRIARAHGHL
QSATDTWENLVSDARIKQGLIHQHC
QVRIDTLGLLCESNRSTEIVSMEEM
QWIQFFITYNLNSQSPGVRQQICSLL
KKLFCRIQESSQVLYKLEQSKSKREP
ENELTKQHPSVSLQQYKNFMSSICN
SLFEALFPGSSYSTRFSALTILGSIAE
IVFHVPEGRIYTVYQLSHDIDVGRFQT
LMECFTSTFEDVKILAFDLLMKLSKT
IAVHFQDSGKLQGLFQAALELSTSTK
PYDCVTASYLLNFLIWQDALPSSLSA
[YLTQQVACDNGDRPAAVVERNTLM
IVIKCLMENLEEEVSQAENSLLQAAA
IAFPMYGRVHCITGALQKLSLNSLQL
[VSEWRPVVEKLLLMSYRLSTVVSPVI
QSSSPEGLIPMDTDSESASRLQMIL
NEIQPRDTNDYFNQAKILKEHDSFD
MKDLNASVVNIDTSTEIKGKEVKTC
DVTAQMVLVCCWRSMKEVALLLGM
LCQLLPMQPVPESSDGLLTVEQVKEI
GDYFKQHLLQSRHRGAFELAYTGFV
KLTEVLNRCPNVSLQKLPEQWLWS
IVLEEIKCSDPSSKLCATRRSAGIPFYI
QALLASEPKKGRMDLLKITMKELISL
IAGPTDDIQSTVPQVHALNILRALFRD
TRLGENIIPYVADGAKAAILGFTSPV
'WAVRNSSTLLFSALITRIFGVKRAKD
EHSKTNRMTGREFFSRFPELYPFLL
KQLETVANTVDSDMGEPNRHPSMF
LLLLVLERLYASPMDGTSSALSMGP
FVPFIMRCGHSPVYHSREMAARALV
PFVMIDHIPNTIRTLLSTLPSCTDQC
FRQNHIHGTLLQVFHLLQAYSDSKH
GTNSDFQHELTDITVCTKAKLWLAK
RQNPCLVTRAVYIDILFLLTCCLNRS
IAKDNQPVLESLGFWEEVRGIISGSEL
ITGFPWAFKVPGLPQYLQSLTRLAIA
IAVWAAAAKSGERETNVPISFSQLLE
SAFPEVRSLTLEALLEKFLAAASGLG
EKGVPPLLCNMGEKFLLLAMKENH
PECFCKILKILHCMDPGEWLPQTEH
CVHLTPKEFLIWTMDIASNERSEIQS
IVALRLASKVISHHMQTCVENRELIA
IAELKQWVQLVILSCEDHLPTESRLA
IVVEVLTSTTPLFLTNPHPILELQDTL
IALWKCVLTLLQSEEQAVRDAATETV
TTAMSQENTCQSTEFAFCQVDASIA
LALALAVLCDLLQQWDQLAPGLPILL
GWLLGESDDLVACVESMHQVEEDY
LFEKAEVNFWAETLIFVKYLCKHLF
CLLSKSGWRPPSPEMLCHLQRMVS
EQCHLLSQFFRELPPAAEFVKTVEFT
RLRIQEERTLACLRLLAFLEGKEGED

TLVLSVWDSYAESRQLTLPRTEAAC




