UniprotkB Entry name organism |full name |oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular |extracellular cytosol [nucleus jmitochndrion enc}oplasmw golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
Q4DTRO Q4DTRO_TRYCC [Trypanosoma (Intraflagellar|19.946178 NaN NaN 30984116 MQVKHYKTLLASQPGFARVQAICWS |None None None (None None None None None None
cruzi transport PNNKRLAVADNNRFVNLYDEFGER
protein 172 RDKFPTKAADNSAGKSFVIRGMVFS

PDSSRIAVAQSDGMVAIYRIGLEWGE
KKAICSKFPQSNGVTCVCWPNTTQG
VELVVFGTLEGKVKVGILKSNKSQSL
YAHDHAVVSVANYADGQKVICGHLD
GSVYQYTFDSEEANEVAGSKKIFHH
SCAPYVLLWGEHICAAGQNGHVTFY
DRNGQKVQNIDYKVEEEGEFTVGCF
NPSGQTIALACREKFRLFDYNLRSR
KWEEGIVINLPNSYSFSAMAWKYDG
SRIVIGTLTGAVDMFDACLKRYRLR
GAFEFTYVSHNQVIVKRLATGTRIVL
RSNLGYEVQRVNVYHDRYLVAYTST
TLLVGDLISCKLSEVPWRLSGREKFV
FENPQVCMVFAAGELCLIEYGKKEL
LGTCRTEERNAHRISVRVHEPNDNG
GGGEQQARKFIAYLIDRQTIQIDDLG
SGITVARVTHQCRIDWLELNYRANK
LLFRDKQHQLFLYDVEEQTRTTLLN
YCTYVQWVPGSDVVVAQNRVELCV
'WYSIDAPDRVAVVPIKGEVEGIERGN
GKTEVIVDEGINTVAYGLDEALIEFG
TTMKDHDYNRACDLLDQIALTPETE
AMWANLATVALREMKLQIAQRCYA
IALGDVAKVNALNHINELAAAAAKAS
DGLTDGYDHYTVRAELFMLNKEYKR
IAEQVFLENGKIEEVMAMWEEMNRF
DESINVAEARGWPELANKRAQYYN
WLMETGQFEKAGEQKERDGKLIDAI
NLYLRGGTPSRAANVVSANELRPEP
QLLEAIAAALFKAQVFEKAGDFFEKL
KMDDRAIEAYKKGHVYSRAVEFAKR
IAHPDQVAALEEAWGDYLVGQKHVD
QAINHYIEANKYGKAVKAAIDSRQW
SKAAHILEGQAVGADNDKTVKGFYK
NIAHHYEELHQYGDAEKFYIKAGSV
NEAVEMYSRAGMSDHMYRVAQRH
LSQQQLVALFVDQAKQLETKGDYAG
IAERIYLKVNEPDQAIVMYKKSRDYTN
MIRLVQAYRPDYLLKTHLSLAAQFEK
EKNFKMAETHYVAGKDWGRAVNM
YRDRELWEDAVRVAKVHGGANAAK
QVVLSNAMVVEAEDGVRLLMKFSL
IVDAGIDAALEAQKFDLALQWSQLAQ
PAKLPYVYLKYAMYYEDQGDFRMAE
DAFLKSGKPREAIDMYLHQQEFENA
MRVAEGYDQTAISSILQANGRELFQ
KGNHREAEALFLRANTPEPLLKMY
MDSRLYTEAQRLAKEHCPEMLGEIA
KRIALQSNDPKEAGAVLEEHGEYQL
IAVDTYIGATPERVPNPNVLASLWVR
IAVKVAQKHDRNMLKGVLRIATEKLK
DAKRYVEAGKCLEDCEDYKGAINMY
IVQGKKFDLAEYLAKRISPELEDYVKR
IAIVQDSIENGGMKDAKVVEEIDPEFA
LKAYIANNDWENAIRIAKQLTPEKM
KYVAGLQMKYHLNKDELANALDVV
EELPLDTGDFRFYDTWLDMAEKLVS
MMPLKAESNLKLDGFHRSLINVSES
MATSGQKPEDVERANALAHITHAYY
MAPRMLDLSLGDYAMKLLLGLPRWI
PYIAPEKAFFDAGMAAKNAGSDAIAF
LYLNHFLDITEKIAEGATDSSSIDDS
KFDCTDFPKKYLLPKSSSVDVAAEEE
IVNKWVLTISIESSFDPHLPTTMDPQ
NHVEMFEGALRSPAGEKFPECAVTG
'YPIIGGGLTRCRNCQRPANPEDWNR
YVVLGKQCPWCGVADSPNFSM




