UniprotKB Entry name organism ffull oglcnacscore o_glcnac p.h osphorylation PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi N extn:ace
ID name sites sites reticulum |apparatus membrane fregion
P05213 TBA1B_MOUSE Mus Tubulin [35.251701 NaN S48;5232;S439  [33300544;29187734;20665223;348 [MRECISIHVGQAGVQIGNACWELYC (True False 4.715 [2.241 1.974 1.656 1.335 1.757 1.681
musculus [alpha- 87587;36288343;39627609;375070 |LEHGIQPDGQMPSDKTIGGGDDSFN
1B 81 TFFSETGAGKHVPRAVFVDLEPTVID
chain

EVRTGTYRQLFHPEQLITGKEDAAN
NYARGHYTIGKEIIDLVLDRIRKLAD
QCTGLQGFLVFHSFGGGTGSGFTSL
LMERLSVDYGKKSKLEFSIYPAPQVS
TAVVEPYNSILTTHTTLEHSDCAFMV
DNEAIYDICRRNLDIERPTYTNLNRL
ISQIVSSITASLRFDGALNVDLTEFQT
NLVPYPRIHFPLATYAPVISAEKAYHE
QLSVAEITNACFEPANQMVKCDPRH
GKYMACCLLYRGDVVPKDVNAAIATI
KTKRSIQFVDWCPTGFKVGINYQPPT
'VVPGGDLAKVQRAVCMLSNTTAIAE
AWARLDHKFDLMYAKRAFVHWYVG
EGMEEGEFSEAREDMAALEKDYEE

VGVDSVEGEGEEEGEEY




