UniprotKB Entry name |organism full name oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular [extracellular cytosol \nucleus mitochndrion enc}oplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
Q03496 TR732_YEAST |Saccharomyces tRNA 24.475439 NaN NaN 33229814 MTTDVQFSSQEIELFRVKEFLIANNP [None None None [None None None None None None

cerevisiae

(cytidine(32)-2'-
methyltransferase
non-catalytic
subunit TRM732

AKINNENKDAVLTQIEHDFRYLIQYI
KDGLPNLNESTRLIFPDTFSICLLRS
HQITASKKIDSQEFLSAVKEQLLTEA
NANIIFEYVLDFWADGGAPLMNALR
DLFSKLLNLLKITYPMSTLKDVLFN
WMNEILEVPSTLRVQYYLIDALSSDF
DLYYIIEKKPHFIDNSFSLMNSDLLA
NSVGKCIVSLLLNIYEKHFKKNESFV
QEWIQLWKSCALKYTHDKQYTKSIN
LYIMIPLFKNMPNSAFTLFLECMSN
KDPSLLLSLLKIGQELGIEEEPFCDN
KYTTVDSVNKLIEQDEYKLQVFEILT
FSTKKSKPIRPFVFKTIKQYLYVFFVD
TELERRNYFCSSMKHFIFRTRDCAY
SLARDARKLKKAEKFPDEQREKLAQ
IVEEARAFLVWLCNFIKYNLAPGTLY
QANVTSLKLMHILIKSGVDKSTPQKF
LDNQNKREYPFSIPILQDVTFLRLLID
LLVSNYADVRELSKEMLFIMISADES
RGLFLDTLDANALKWTATSLLSDYE
KGDAGATVYEFIFTVMGSQRSFIDQT
IDILAQMVQNLQNDSIGCAENSIGP
HFAALSLILNKFNSEENHQDTSKIIS
KLINLVLKSWEATRNVVCHDSAHGI
LPEKYANCGVPDQVIISHAFRAIKEA
SYLLETILKKYPLTRDQLDSIGDLFIV
QLSTIRHSGAFQAVLPGLKAFCIRCQ
LEFPAILEELLSKSVKSLKSKTQHITR
RSGGLPFLVTTVLSAEVTKGRPLLQK
TFENLLLVARLPIPPHQDEFDLPQVN
IAINCINAIFVEPKLSVHCTSFVSEALE
LALLNFDCDIWALRNCSIMLFTSLQ
NRIFGKVGRSVSAKLFFTKYSGLRQL
LLNILNSSIAQYSGSERKSYQIESIFL
IVLNVLLRLRPTAGYTGLKEFNVSVYE
CLSNENWKIRDMASRVLHMLSENF
EEEIRKLLDLASIAKQNQLHGHLLAL
QQLVPQYLSGTRDMELIQRILEKKR
MLLLENKCFITKKAYLKLTCCILETC
DIPDSILKDYISTLRNTFIAENNEYVV
DGSKQLYLAQILDMLLKYEDSIYLDD
ICLLGLYSPFYEAQLSTLQYMNTNF
HWETTRNSEFLEQLQLLLRVPDLLP
MAKALVVKILSRKKNTLSLTTCTDLL
KTNNSEDTKLAAVSSLSAKLSSQTF
HQVWNLLQGFFADSCSKDFRLASL
ECLTAYPESCKNSRILLQLYNFLWD
DDSEIREKASFYLNKNFIQTADWEY
NRNTSVTALIFTKKFVDVFTSSEVVE
ELCLQLFQYLNEYDMFAAEESAKNC
LFTIEKDNQFINELQKAMHILNMIKL
TGRDISKCYKDQIHHLKSALLEHFN
TEDFKDSPLGWCSNAEIFSRITLLKE
LIQHYSPSDYENFINVLTKHSVHPLII
SYSQL




