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UniprotKB Entry name organism (full name |oglcnacscore oglcnac e rylation PMIDS sequence intracellular extracellular (cytosol nucleus mitochndrion em?oplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
Q8VHK9 DHX36_MOUSE |Mus ATP- 26.259779 S33 S154;S956 34887587;34418053 MSYDYHQSWSRDGGPRGSGQGSSG [True False 5.0 4.746  |5.0 1.476 1.034 1.474 1.346
musculus |dependent GGGGGSRGSGGGGGGRGGRGRHPA

DNA/RNA HLKGREIGLWYAKKQTQKNKEAER

helicase QERAVVHMDERREEQIVQLLNSVQ

DHX36 AKTDKDSEAQISWFAPEDHGYGTEV

SSEKKINSEKKLDNQEKKLLNQEKK
TFRITDKSYIDRDSEYLLQENEPNLS
LDQHLLEDLQRKKTDPRYIEMQRFR
KKLPSYGMQKELVNLINNHQVTVIS
GETGCGKTTQVTQFILDNYIERGKGS
ACRIVCTQPRRISAISVAERVATERAE
SCGNGNSTGYQIRLQSRLPRKQGSIL
YCTTGIILQWLQSDSRLSSVSHIVLD
EIHERNLQSDVLMTVIKDLLHFRSD
LKVILMSATLNAEKFSEYFGNCPMI
HIPGFTFPVVEYLLEDIIEKIRYVPDQ
KEHRSQFKRGFMQGHVNRQEKEEK
EAIYKERWPAYIKELRTRYSASTVDV
LQMMDDDKVDLNLIAALIRYIVLEEE
DGAILVFLPGWDNISTLHDLLMSQV
MFKSDKFLITPLHSLMPTVNQTQVF
KKTPPGVRKIVIATNIAETSITIDDVVY
VIDGGKIKETHFDTQNNISTMSAEW
VSKANAKQRKGRAGRVQPGHCYHL
'YNGLRASLLDDYQLPEILRTPLEELC
LQIKILRLGGIAYFLSRLMDPPSNEA
VVLSIKHLMELSALDKQEELTPLGV
HLARLPVEPHIGKMILFGALFCCLDP
VLTIAASLSFKDPFVIPLGKEKIADAR
RKELAKETRSDHLTVVNAFEGWEEA
KRRGFRYEKDYCWEYFLSSNTLQML
HNMKGQFAEHLLGAGFVSSRSPKD
PKANINSDNEKIIKAVICAGLYPKVAK
IRLNLGKKRKMVKVHTKSDGLVSIH
PKSVNVEQTDFHYNWLIYHLKMRTS
SIYLYDCTEVSPYCLLFFGGDISIQKD
KDQEIIAVDEWIVFQSPERIAHLVKG
LRKELDSLLQEKIESPHPVDWDDTK
SRDCAVLSAILDLIKTQEKATPRNLP
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