UniprotkB Entry name |organism full name |oglcnacscore oglcnac p_h osphorylation PMIDS |sequence intracellular extracellular|cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extl.‘acellular
ID sites sites reticulum apparatus membrane [region
Q7KN62 TERA DROME |Drosophila  [Transitional |27.146871 NaN S716 15952742 MADSKGEDLATAILKRKDRPNRLIV [None None None |None None None None None None
melanogaster endoplasmic EEAQNDDNSVVSLSQAKMDELQLF
reticulum RGDTVILKGKRRKETVCIVLSDDTCP
IATPase DEKIRMNRVVRNNLCVHLSDVVSV
TER94 QSCPDVKYGKRVRILPIDESTEGVTG

NLFEIYLKPYFLEAYRPIHMGDNFIV
RAAMRPIEFKVVLTDPEPYCIVAPET
IVIFCDGDPIKREEEEESLNAVGYDDI
GGCRKQLAQIKEMVELPLRHPSLFK
IAIGVKPPRGILMYGPPGTGKTLIARA
IVANETGAFFFLINGPEIMSKLAGESE
SNLRKAFEEAEKNSPAIIFIDEIDAIA
PKRDKTHGEVERRIVSQLLTLMDGM
KKSSHLIVMAATNRPNSIDPALRRF
GRFDREIDIGIPDATGRLEVLRIHTK
NMKLHDDVDLEQIAAESHGHVGAD
LASLCSEAALQQIREKMDLIDLEDDK
IDAEVLASLAVTMENFRYAMTKSSP
SALRETVVEVPNTTWTDIGGLESVK
KELQELVQYPVEHPDKFLKFGMQPS
RGVLFYGPPGCGKTLLAKAIANECQ
IANFISVKGPELLTMWFGESEANVRD
IFDKARSAAPCVLFFDELDSIAKARG
GNVGDAGGAADRVINQILTEMDGM
GAKKNVFIIGATNRPDIIDPAILRPGR
LDQLIYIPLPDDKSREAILKANLRKSP
LAKEVDLTYIAKVTQGFSGADLTEIC
QRACKLAIRQAIEAEIRREKERAENQ
NSAMDMDEDDPVPEITSAHFEEAM
KFARRSVSDNDIRKYEMFAQTLQQS
RGFGQNFRFPGQTGNTSGSGNNLP
IVNSPGDNGDDDLYS




