UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular [cytosol [nucleus mitochndrion enc}oplasmm golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
K2LXG1 K2LXG1_TRYCR [Trypanosoma NaN (19.946178 NaN NaN 30984116 MQSVHAGGVGAAGETFISTTIHAPL |None None None |[None None None None None None

cruzi
marinkellei

RAVITCRVEYATYSFCRASQKKGMR
MQPMGHNVEANTESSGDKYNNAQ
NGETSLHYRVAAAFIALAMTTRIENC
EASISMTSPQPAEGEEKLRQRLCGEI
FAYGAYVGDVLCFSSNINLSELRFQ
QASVDIVARAISLLPKDHTPASDFDA
YVKLAAELVEQYMKGDGMPWISLW
PPLSLEMWRSREYVKCLHEKKPALV
PLCQLRHPVAVSWMMHQSVTDASL
IVGSVTRPLMALFNTLRVYVTTGTALF
SLSRVTNSEKAKQPANEGKDDGVM
LPVVRGAGAGMVIDQFLCIILQDWQ
TGSHHEKAETRDRDVIRHVVDAVFP
SVQIDDSSSATPSSFLSGYTPLTSDG
LQSLLRLVVLRDGFNKRRTASVNHV
EKFLQMEQRREMTRRIAANDAGLPL
TRVHIGLPRGVQDVKAQLLFYLRALA
VILTFLNPMAWHNERQASLDIAYTA
LMDFLHLSSASYGDEVDIMSRQVKV
ELEGIFGYGVVRVICAATSHQDGIVT
LRQLIHFFTGDWHHQQTKKTRQEM
ASDLHRRLRNLLSAHRRGDVVADVL
LLKGDDLLSAPPMPLFTQTTSMVQE
ALWNTAVLPSHEFILEFLDVAVTTA
MADSASSPMEALNAARYGLKLFTTI
APYMVVSTLILEKVLMLLLVLVRQTF
PAAVSTESDEVKKEEKALCETTFYLL
LCRFQYVQLNTPTAVALLCELYAALS
TINTTSATRKDAGDVHAITSIHYPPP
WSLNKATQLPQEEWLLWRCVLEAN
QVSWAPLQIALSSLKDESLRLLQRG
CLAFLMQDHRRSHYDPPFLRLGRM
LDTLILHESGVLDGSASPGIHGEGSF
TVQLLRMMEEDSTRSTMSLVPWRR
ALKFLPDAHEGSKEMITDVMRFRFY
IVALMSQVLTAASKKNDSVRQIWQH
ALSTIVPQLNSAKEEKGLDTELIHHG
TACALRALHIVQPPHAWSLALHLTL
RLPIAASPSQSWWSSPEAVLFHTLRY
LVEMCDVAEIPVKSLVSYMQVVAKR
QSSAAAPEIATGRVNRSKVLEAFTDR
LQRHPHLRWLDALVLLESLCVLEKA
LVQNNSKEINSGGPRNNSLEENEV
QRVFNQAKYKFTTAVIERLYKKQSYE
SLLRFVEAAQQHYRVSGREVLDWV
NHAASVVVAPSRSGGLSEVLLLLNG
TLVGKTLDDILREQSAGILRERVSLM
RDLLLNGRYVDAAALVRQTPTLLRT
GEFYDACAHLMKCAHHMGVVLFYD
AYIHPEDELESEAKNVEENCGEGND
CALTKLLEEEVHYTEDASLLRHVPN
GLLEQAMIAFEHAANSTKGISFSAKR
TGIWIAATWIRRVTALMQSQDSLLAT
LRWVYRDIVGGHAGKPGDDLHILAD
AVRDMLHEKVTQETSPFNNNNNN
NNNTNTNTKESLMNMLQRERELAF
LFVKIFSGTFSGIASELCESLLEREQ
HLLKDSGIEGKVVECENKDMEWWS
FLRCTALYNTAIEEDCKYCRKLMDT
TVNNDSYVRHPVVEWRDRSLFRSD
TQRSHAWVLALATYATSRSYVGHAYI
SGAHTARLVKLITASGSLRVVIPAAR
NVFFHLNLSYPKSGVGSPFLDAMM
LLCQAICTLKRHTMHRLQNAAEMD
SGEVQAVLGELNEINRFIGDGLALLL
QQHQEKRTSTVQDAVLDGRMELVC
SMIRCLTVTPTPSVTPAAALEAWQSL
IVQQIITALPLAQRCSNVLDACMDTV
RDSFEGLSLLQKYPTPALTNLEDAC
NGLWCSALGLITADENLRRHLFAHT
NTQQQRAMTQLEILLCCASLVADSG
AAAMRSICDIAVRTQTVPLSEDAKAL
VKMACIHGKGAAWRSEYEAITGFAP
TTVQRQRTLSPAEEAMEQVRCLHAL




EAVEDWAQALRLSQAKREVGVRLQ
HLHYHRILHLLGQCNTDNTGAVAF
NTAMGDAVMGLYFARLQDGCLPNT
'YSIEQSLRLLSVPTVSPLLALQYAQAL
TLLPPLSNRRHRKTESRGNGNHAT
HASSVSHAPEDMGFAVSILMLRLVT
DAALRLPDAVRQHRLTTSEGVEGLQ
MFAAFIRWVSEFSRVPCCDGDVME
\VIVLLLCTVPKQLLADLTTTKNNLPH
CDAGDVRRLLFSAIVAPCDDGMSVV
DAHSSATSMKLYRFVSRGSNHQNN
GNDDDDNHDGREIPTPATLCALRGN
AEAALRFVEKQVSLHHVMHLSTALL
CRMCAAFTAGMTPTAKSLQPLSHIM
QNTELISPPLRYMLTLIVAEQSTLWE
IYHTGGSGPKKKKMMMMMSPPCH
VAANEEVPSSVLLRSVSKTYELVRQQ
FTPPDAVMLHGLLLPKHVAAAETKD
DHNTDHEAEEDDDRDIRSQEEEEE
ENEEGAPDSVAQNVAWEQALKLFDI
FIRNAQPNADLSVPFEALIEIFARGG
QWNTASRHVSLAGTPSIRTLHTSQT
ARSMEVADDAFKDDASHLFPRHVV
VDCFLLKRLLNAMEAARQRHYRHE
EQDPGEGVQQGYGPPGFWRLALHL
LFQQQQQQMFLLPSEMKSDGAEQS
DVTISSVTLLAIMQEISKGRSG




