UniprotKB Entry name organism full oglcnacscore qglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular [cytosol nucleus mitochndrion enc}oplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
'V5DHX4 \V5DHX4 TRYCR [Trypanosoma [NaN [19.946178 NaN NaN 30984116 MLTRYTEAKAKTPFFNTQLCAQGRR [None None None [None None None None None None

cruzi Dm28c

GSTDGLLLTIGDITVPVPENLSHPEN
IVKWLLPGIVGCGADTDKPDNSDDNS
TGNMVEKGFQLHGGNAFFQLNDST
TRGYLRWMCQKEQLRQDMCLVGEP
GPAMRWLVQMYSYLVRREMQCVSL
NRDTTESDLGQRREIRNGTLVYDDQ
CVVVAAREGQLLLLEGLEKVERNVL
PVINNLLENREMHLENGMMLIHPE
RYDRLLQELLSAKKRRYEHGSSDIK
NGEKMSSHDAMTHAAAHEELRRM
GFIRVSEHFRVVGITVPVPPYDGNPL
DPPLRSRFQCLYVNIPLPGLAATKN
MTASASVRGGYATGAAESLLKLRTII
DEVNASTKDFIVGGTQAGNSGEPSN
HHHNDNSSGIGGVASTVRGLQTIGS
YELAVLSRQRQLFPDISLGEILPRAFP
WMLYAQQTATSGIAHIEEAARCRRE
'YERLLGACNIGFPLYECRHSSIDKDG
DAIGNNHEDGVYAGEEDATSSRASV
GILSTRGHARMSQTLREKLAAQRRR
SSRGGTEKSTEEPEVSRRPEDFNDV
LSIENIHVAETNCGAVVGDACIASRE
KGGIYRLPICMGETAMHTANGETTN
SFLVAARCPTPCNVFTTAHHHVLQS
MLQLHIAGQHILLLGPTGCGKTTLLR
EFAQLIGYRMETMYLYADMTNKDLF
QRRTTDSSTGDTTWENSALVEAALR
GRIAVLDGIDKLPHGMLASLQHLLV
DGNSSLYDGTILRSQREYEILKQKLM
IATDLEMQARRIFPVHPAFRVVATAR
STSSAGSSGGGGKANQSRWRVTHE
VISLFGLVMMPATTQTILHAVLSRA
ASTELETWRNEMSSLTESDGGAMA
ERSLETIKRDVDRLLRLRDALERLQE
TEPKVPQLSLRQLLHLIRFRVRHPDD
FTPGVESTLLLPLMNTLTAKQVRQA
MHSCGFQGVSDREEKQKQEQRHH
GTRKGTETVADLSEGRRGKRHDVLT
EVSALKNTNAITECQGCGFMRVFAV
HGRPVFCSSRVYSEEERAMVPYVPY
FHSNPVHESIIAWLAKQYAVGNNILL
IGNQGVGKNKVVDAFLARIGVPRQYI
QLHRDTTVGTLTINPTVEGGRVIWS
DSPLVKAVERGYCLVVDEIDKAPVEV
VQVLKGLVEDHEMRLRDGRQIRGPR
IARVVAADSDPKVEANVIAMHPDFRII
VLANPPGFPFHGNDFYRECGDLFAS
YVMGNPDALSQLRVLKAYGPNLPDT
LLVRLISAFQTLQKSFEEGHLTYPFS
LRELIAVVKHMAAFPHDGIYDALNN
VENFDARNENTLHLVRQVMHLHLS
PLVSAGGMRRLLPLRAGQSLPLHVS
PQSLQVPATAPLKLSTMPSVSDATLL
PVRFLTDADCDKPDIAQSVPTWCEQ
YKESEFAAVVPNVESEGFTEWLAAP
DIPFLRSGDVVVGIAPVEADVDMGAL
ITLAVLFLREEATNDTSNNNSTRIKR
LLLAMVAPPSVASFGMVTMRRSHLS
LGQIQFFDLTRFFPAADFSSSSSALA
PSLHAFNAEPHSSFLVTATQAGWLN
DAFGAPIPLVAVVDAQSGLVLLINTT
IAAAVQSCDVSPRQQGEEEECTRGAV
LPVRIAPPSCEPSLCLCSLRPLSGIVA
MTRPRSPELFVWMNGQRIVVTLPAA
SIDKLQFVTDNLAMVSLRVGETVSN
CLLKMAVSADGQAKASLLHLPDGIS
GDIVGFAGNQATALPSDHALLQPLK
LEELKGAVVVPGFSETNRGDVVYMT
LDEYSPAKRMWSVRLFTDADAAAAV
CTGSLRVSHPNHQLLATEWSSAEH
RGRIVAVDFQQHMVRRFAPPPTASS
SSSLSSSQAPGMPLFALNEGTGVAL
WYDNTAQRLLVADVVEERVQKRYR
NWSTLLEGSVKQIGNVASTTRQPLS




MTYSKPRAKPSGTLKHGKEDDEEH
HGGNTYAGGTGGTDTAGLGGIVGPY
RLDKGWPVHQVSPEEKQRVPPHIIE
EAKRMGKAALEERLREIGMSAKEYE
QYRALQERVQAPVALLRSVLSGLKA
AEGERTWLRGQTDGIWDDSKIVEGI
'VGERNIYKRREESTETNLFQSKHKK
RLLFVLDVSASMYRFEGMDHRLTKL
LESTVMVMEAFAGFEEKIDYAMVG
HNGDSACIELVSFGHSPANQKARM
EVCQRMVAHAQYCWSGDNTVEAM
RQSIDLVTAEKGDAYLVFVISDANLP
RYGIQPSELSAIMRSHKEVLMFCIFI
ATLGEQASNLQAEMPPGHGFECLD
TQALPHILKQIFFSVNLL




