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B:order W:disorder [J:conflict [ll:PDE cluster [l:ProS []:5COP Domain [[]:Pfam Domain e & | Network “'
u mw®
Experiment
2414 |fasta
Rk Raaiah T I I I

CECCRERE SR SPARQL endpoint
' 7 DTV ICX SRR 0]

IID00070 (Region 1723-181
A 3 < '
ligag ora ef erase

izoo128
ID00z4
000035 _ B 7o Default Data Set Name (Graph IRI)
1390003 HDQO0S2

PREFIX up:<http://purl.uniprot.org/core/>
PREFIX ideal:<http://www.1ideal.force.cs.is.nagoya-u.ac.jp/IDEAL/>
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IID00012 Myc proto-oncogene protein (Homo sapiens) PO11
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Subcellular location

Nucleus, Nucleolus.

UniProtDBTEIEERN 5/ E %Y R MME 20205782268
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Process Additional Information
protein_id |ideal_id | process_id operand operator result special object location property
SMAD3 TGF B receptor SMAD3-P
P84022 lIDO0T13 1 (obj_id 1) (obj_id 2) (obj_id 3)
9 SMAD3-P, SMAD3-P, SMAD4 SMAD3-P/SMAD3-P/SMAD4 | SMAD3-P/SMAD3-P/SMAD4 C |
(obj_id 4) (obj_id 5) (obj_id 5) ytoso
3 SMAD3-P/SMAD3-P/SMAD4 SMAD3-P/SMAD3-P/SMAD4 | SMAD3-P/SMAD3-P/SMAD4 Nucleus positive regulation of
(obj_id 5) (obj_id 6) (obj_id 6) transcription, DNA-templated
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Uniprot Accession : Q15797

ChiSE is a library with an API| based on SBGNViz.js, which in turn is basec
——— k pathway models represented by process description (PD) and activity flo
Operand Operator Result Actlo — * interaction format (S”:)
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one [ W [ wovse | sewn | owins | rtp | i | i | Comos | Nel roc

I ntrinsically Disordered proteins with Extensive Annotations and Literature Input sequence

Version 05/0ct/2021 was released.

Sequencename P04637 Length 393
What is IDEAL ? s
IDEAL provides a collection of knowledge on experimentally verified intrinsically disordered proteins (IDPs) more Disorder content 417% ProS content 209%
What's new Find the new features of IDEAL. IDEAL IID00015 IOb ID N20220829145141

Browse See the list of all proteins in IDEAL.
Search
¢ Keyword "

. RERRErRE
-wwa | Disorder prediction s

Download | e 2 . _ . ) . ________ _ X *%\l%%ﬁij

¢ XML |
| C_NeProc> P S — , I
* Phosphorylatio | d °
Diso er r S ——— ——
" e DICHOT R —— . ProS
e ProS e s 1 i o o B -
Statistics u
- BLAST.pDB ............................................................... lU(JL:'t(] _195) 9e-114 9795% —
Disorder prediction BLAST:PDB seoe [ =~ o= == e snoete st e unsane s ns e unEens beEe NS B S Se N EEe NS Be S S Sa U RS SS Se R e VS SRR Be R Ba RS Ba R Sa U B w 2114B(1-49) 7e-241000%
¢ NeProc BLAST.PDB ............................................................................................................... l(J'.gr'&(l-42)4€-18 1000%
e DICHOT
BLASTPDB  «eeeeesesammsas st - 1d17x(1-22) 6e-06 100.0%
\
S s P £ ) J = e e e et == S5 1u0lA(1-195) Se-70 97.95% 1$¢% ¢ Pfa m I A) x 4 (
RPS-BLAST-PDB «cccccceccccccecccccccscncscncccccscnccancscncssnacancsscncsnnscansscscascssncasnscacssnscascscccces [ fecccacnces lolgA(1-42) 2e-151000% _L
Nepmc R R R ) T e T o e e e e e e e e e e e e e e e e e e e 2114B(1-49) 3e-12 100.0%
RPS-BLAST-Pfam ««+««sseeessssnsssnasnannna { rrsnnssnnnannnennnnea PFODE70(3-188) 4e-74 75.27% *g é E- ; 5 k
. . RPS_BLASTPfam ..................................................................................................... :} .......... PFC'7710(3-43] 2e-08 65.85%
Next ProS classifier e .
HMMERpfam e I L PR PR PFD8563 9.8e-1146.3%
HMMER:Pfam  --ooeeemmmmmmmmnnneannne l frremeannnesnannn e PFOD8701.2e-150 511.1%
NeProc (Next ProS C]assiﬁer) predicts intrinsically disordered regions (IDRS) and pmtein binding segmen‘s in lDRs, HMMERpfam ..................................................................................................... I TERTTERRRE PFO7710 1.5e-22 855%
RPS-BLAST-SCOP «+r+=rvevreenneaneceseese- [+ = veeeresnrensnsnnsannannnes 1gzhA(1-187) Se-16 77.78%
which are called ProS (protean segment) in the m database. gzhA(1-167)
RPS_BLASTSCOP ............................................................................................................... lu'.gA(l-42) 2e-14 1000%
A 3 . 5 HMMER:SSCOP  «reevrrerreenrenneeeseeseee ) == ve=rrsnrresnrsnsnasnrannnannens b.2515e-90 311.3%
Please input your e-mail address and amino acid sequence.
HMMER:SCOP  «ssessccssccsssassscasscanscanseansensscnssenssenssanssanssanssasssasssanssasasannsanssaansanssanscss NNNE:-sx=-- 2.53116e-11 44.9%
The result will be sent by e-mail. SEGLCR ~ =reeeeeeseseeseeensd s {EE%E;&E |$ Ei& COI I ed COII i&
Mall Address
——

doal@axx.com
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