UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular [extracellular [cytosol [nucleus mitochndrion enqoplasmlc golgi plasma extl:acellular
1D name sites sites reticulum apparatus membrane region
V5BNT6 'V5BNT6_TRYCR [Trypanosoma |NaN [19.946178 NaN NaN 30984116 MITLHFKNKNNNNNEKEWRRRKE [None None None |None None None None None None

cruzi Dm28c

MSESHSMLEPMEAAAGAGTRTDCL
LTGAMPSSTAVICMTSVGEEPGDAS
GMTADDDSFPSVAQTSKGLDLFSTN
WATASLRSGSSPSPNTVHFPKPPKS
ELTKEDFAMPEAVTQRAGFHGGIWR
RIQSFSPRQGGYRDLNALSVLDLAT
MDLERLKKSFLAHAQLFSRSDLLEM
YKVTGNVAREMRHAERQTERQQRK
KQIHRTNPRRTTDSAKLSATALSDLE
EGLGGESVASIAEESTTNGLLTESVL
FRKEYSSKKTRLLCIWLYDRLMEQQ
LCDFRNSSSSMKCDTLGGHTNLVA
RSFLGSGTKMMMLKLRGPPTPQKL
FGFDIFDELSDRLRERDPSSLMLAA
NMSMDNLPLPLPVFVYVFSRAVFRA
CYLDRFPKGSFIFSSSSSVSPLLTAV
NNTSQPGTGTADAARKESRTLAFSA
GYSRDDMVQEVSVLLEECRHVVMR
FFELFDREQRGFITWSSFTDLLMER
VEVQHRLMVVKENSEADVQSDAKV
FDEYVLEPFPSVIRQLGYLGAVTEVR
HSHSAIIVEGQHDFAVWDSFYSGLI
'WRKLLVRSADVLFSHRQGAPDEWD
AERWDAAADSARNLQQQRKFNRRI
LRHEEGYKHKDMSQLKTMKKSRGT
EKGVNAAEDNNLSGGTGDGRIDRR
AKPSIESALQLYNVSPELPKTYVTLH
NDLLLRFFNIEQHIWVIPESITVSCT
ETITSMEWCPSSPEGDPTMNWYMF
LGTRSGVVFKVDLREILRKLPLLKNV
GGDFMTTGVAATSTVCEKLGPYILQ
RNKIHEEFVTSLSLTPLGILLSASLD
GTVVLSRASNMTSLRSFRLMDDSGV
RYACMTPLRNIIVTLSATNHLSIWGN
TNQVSYLDLYDPISPHYFPIISVKVDE
SLGQLISVDSSGYAKVWSLRTNLTK
MSFYAVSGAVFSAFRHMYTVENAV
QQNGYRLFDVDEKEKKRFRPQGDA
SAQHGTPAILQTTLSTVEAAMNAKN
FYPARYVAYDSLSKRLFVSGAKNNV
VCVFVSGLGALKAHSSPICHVSVCER
NRWVLSASIADCRLWSYEKGALCLG
LKANSLEFAMVRMAPVFDDASTKFS
TSAELEAVSGETDCHKLDACKQPLP
TVSEVINAVGARAVAQRMERSAKCL
SKRMASPDEMRRTAMLSRLGKNVN
GGTLSNTIGNTTIGTATTVSTVIGSTG
GAGSGSGGRVGGMGFSGGSTTEND
LVKSQGTLYRILCVHIDIQEHFIFYAL
NNGDIRVHRTNSGQLSKTLVTMPPS
TDLILAAVIQYRHIFTSNRRPTDRGYS
TITEGIETASGVAGAQIRVHEIAFILH
RLLHHERKIKLQEGESTSIHKEAIGM
MTTRDVKELGVMYADGVIRFFPLIG
GSVHAHRIIIPEFLVSRATSYMQLER
NLQRRMATPSHDLSQASDMEETHK
QQLNFIVEADAVSFVAVSETLEFICL
VQVNGRISIMDMKTQTGAVVQVFTV
SGELSAVSFLGAYPCLVVAETQGTVS
FFLVKGAAMLNLLEDFYKSLVLHRR
HQRGRNSLLFVDKHPVNDIDKYSN
GSTLRMWWFCVPGTPTALHFDPIYG
ALYIGTRQGYFSSYLVRNLIVAFDLH
PIINVSRAGKSLDPPMTSTRQFHDS
NEPRLLNVLLVFFGITPDCVMRYLET
ERPSSATLGRELKHTANSTGYSVSW
RGADSPLLSSAPRAKPNISSPADNVR
GDRGAAMARFWKGSLSWIFEACKP
LFFPASSNMSARQFPETANLPFDILT
VTLSELLVGAAILRHALLIMSMMSD
FSSMRKPSMANAGESFTSFASSTCH
HYAAVSLTLSDIRHIRQCIVEEIRYRN
GSVGTGTERQDSPTSDGLPGGFREV
EEEFDFDMVRDNSYLIPGTIADNWV




EFLFRRHVVXXXLKHDAMVCCLSGV
RMAPLRSGPRTVGRGYRNCVQACY




