
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

K2MYH5 K2MYH5_TRYCR Trypanosoma
cruzi
marinkellei

argininosuccinate
synthase

19.946178 NaN NaN 30984116 MFEEKVKASLVLHGGECFEGYSFGY
EESVAGEVVFATGMVGYPEALTDPS
YQGQILVLTSPMIGNYGIPPVETDHF
GLTKYFESMGGKIHVSAVVVSEYCD
EPAHWQMWETLGQWLRRNNIPGI
MMVDTRHIVLKLREMGTALGKVVV
DDKDVPFVDPNMRHLVAEVSTKTRS
TYGHGTLVILVIDMGVKLNSLRCLLK
YDVTLIVVPHDWDITKETYDGLFISN
GPGNPQMCTKTIEHVRWAITQDKPI
FGICMGNQVLALAAGGTTYKMKYG
HRGQNQPSTCRADGHVFITTQNHG
FAVDFKSVSKDEWEECFYNPNDDS
NEGLRHRTKPFFSVQFHPEGRCGPQ
DTEYLFGEFITRVKESKVKEASKYKP
RKVLVLGAGGIVIAQAGEFDYSGSQC
LKALSEEGIETVLVNPNIATVQTDDE
MADQIYFVPVTAEAVERVIEKERPDG
IMLAWGGQTALNCGLEMDRLGILKK
YNVQVLGTPISTITVTEDRDLFRNAL
LQINEQVAKSLAVTSIEEAVGASNVI
GFPLMLRAAYCLGGQGSGIVYNEEE
LRHKVGVALAVSPQVLLEESVAGWK
EVEYEVVRDIYDNCITVCNMENFDP
MGIHTGESIVVAPSQTLTNDEYHML
RSASIKIIRHLGIVGECNIQYGLDPKS
HRYVVIEVNARLSRSSALASKATGYP
LALVAAKIALGKGLFEIANGVTKTTM
ACFEPSLDYIVVKVPRWDLNKFNMV
SQNIGSMMKSVGEVMAIGRTFEEAL
QKALRMVDPSHTGFDVPPRLEARK
NWDHMQDLKIPTPDRIFAICRALHE
GVSVEVIHEMTRINLFFIKKLHKLILL
QNHMLEKYKGKIRTMPREYLLKMK
ANGFSDAQIAKYVSCTTDDVRERRM
ELKVTPKVKQIDTVAGEIPAAQCGFL
YTSYNAYHDDVEFTERMYAVLGCGV
YRIGNSVEFDYGGVLVARELRRLGK
KVILINYNPETVSTDYDECDRLYFEE
VSEESVLDILLKERIQGVVISLGGQIV
QNMALRLKQHGLPILGTDPVNVDKA
ENRHKFSKMCDELGVLQPEWILSTS
VEQVHEFCKQVGFPTLVRPSYVLSG
SAMAVIASAADINRYLEEATLVSGEH
PVVVSKYYEGAMEYDVDIVAHHGRV
LCYAICEHVENAGVHSGDATMFLPP
QNTEKEVMKRIYNTTALIAEELDVVG
PMNIQFLLTKDKQLRVIEANIRSSRS
VPFVSKTLGISFPAVMVSAFLSQRDS
NLVPIKRARMTHIGCKASVFSFNRL
AGADPILGVEMASTGEVGVFGRDKK
EVFLKAMLCQNFRYPKRGVFISCDV
DAMAEDLCPCFERIAHRFPVFTTKQ
TSRVLADYGIPHTVLTQRHEESDPTF
DMAVAVKEKFDLVIQLRDKRQDFM
LRRCTQENATPDYWIRRLAVDYNHS
LLTEPNVVRMFCETLDVDVKEIEIEP
FRHYVPRVYNKMENDNYTMLHRHK
VGLCITSTNDSKVLAICLREEKIALTC
FHACLGGIKNNSEEIAEQFRSIGVPV
EIIDLRTEMAELGFDMVMAIVDDDT
NNWHLQKLSLHVMGLYLLQAMRM
RHMTVVAQSSSRGKKDLNFERYVRT
FFPQMGVYNPWRDPSLLDQFPSEA
HKVAFLRMHGVEARIAQVESHSSVC
GITYTFSDTRSMPTPQMVRPLRDCL
SVPEFCSLTFRSARCTNINRTEVTPL
QALQMANEIAGRNGIGLVRTREGVM
YETPGMTMLSKALRFLYDVCFDRGA
ADMFRLYSSHLASQLASQGLMERH
TQSALEAIRYLTREVDGVVEVELNQG
EVIFLKVSHVRKPAKKRAVKLITEEE
LEDVFQPGNGSFSDVQW

None None None None None None None None None


