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Features within a UniProtKB/SwissProt entry leading to connection with the IntAct database: UniProtKB, IntAct and their relationship.

1D DMD_HLIF.MNU _ _ Reu"lew-.ed; Juo: 3235 fu!k . _ . .
0T D1-0CT 1585, Trnagrared o Unifror/suis-bror UniProt (Universal Protein Resource) provides a central resource on
DT 03-MAR-200%9, entry version 124.

- Reviewed, UniProtKEUSwiss-Prot[Pﬁ532 (DMD_HUMAN}) J (Cnntribute DES RECHAmE Full=pystrophin; protein SequenCeS and functional ann()tati()n [1]

i ] i =) Send feedhack Mame=0mMD;
Last modified March 3, 2009. Version 124. I':jHlstory... ) Read comments (00 or add yaur own 05 HOomo sap1ens CHuman?.

. ﬂCIusters weith 100%, 90%, 50% identity | Documents (6 | | Third-party data || Customize display gﬂ [12] Unl PrOt KnO\/\/I edgebase (U n i PrOt K B) Contai nS reViewedy high qual ity

IRF INTERACTION WITH SWTEL. | _

Mames and arigin - Frotein attributes - General annotation (Comments) - Ontologies - Binary interactions - Alternative products - Sequence annotation (Features) - Sequences - References - Weh resources - Cross-references - Ei EEﬁLiNE=?SﬁiEEi§|’ L?ﬁt_:lTEd=?844lm; POTSL0; L0857 Ch:128: 2. 302; manual Iy annotated non—redundant protel n Sequence records In the
Entry information - Relevant documents RT "Synt[l‘_ll:lph']n_lh"lr‘lds to an a}ter‘njat"wew spliced exon of dystrophin.”; !

RL 3. Cell Blol. 128:363-371(1995).

i3 UniProtKB/Swiss-Prot section, and the unreviewed, automatically

RF INTERACTION WITH SMTAL AMD SNTEZ.

= : = T D0T=10.1074,/jbc. 271. 5. 2724; . . ) .

Protein names Recommended name: A AN AT Faenar C Ay Gussom L. Yondia M., ovawa L., Konkel L.M.; annotated protein sequence records in the UniProtKB/TrEMBL. section.
Dystrophin RT The three human syntrophin genes are expressed in diverse tissues,
RT  have distinct chromosomal locations, and each bind to dystrophin and

Gene names Name: DMD RT  its relatives.”;
Organism TS W= N— Eh f’i4?iu1. Chem. 271:2724-2730(19%467.
Taxonomic identifer 3506 (NGB P INTERACTION VITR SNIGLAWD SHTGZ. ) 0 o voo0436200 Within a UniProtKB/SwissProt entry, information from literature is added
Taxonomic lineage Eukaryota » Metazoa » Chordata » Craniata » Wertebrata » Euteleostomi » Mamimalia » Eutheria » Euarchontoglires » Primates : Haplorrhini » Catarrhini » RA - Piluso G., Mirabella M., Ricci E., Belsito A., Abbondanza C.,

Forminidae » Home o servided’S. pucs ga. ol Pl Puca G MGG V. by the curator (via the CRISP editor) to a referenced general annotation

RT  "Gammal- and gammaz-syntrophins, two novel dystrophin-binding proteins
RT  Tocalized in neuronal cells.™;

R -9 ool Chen: 275:13851-13860(2000). section (providing information such as function, tissue specificity,

RP INTERACTICON WITH KRT1S, AMWD TISSUE SPECIFICITY. ] i . .
Sequence length LT X PUBNEG-Te000 763 |DOT=10 T09T/MoC. E0S-02-ULLZ3 developmental-specific expression, subunit structure, subcellular

Sequence status Complete. RT  "specific interaction of the actin-hinding domain of dystrophin with

Sesenceprocessin Thedsped seauence s o prcessed AT memediate ClIoas e lnng Keratin 195 location, disease, isoforms, binary interactions), a feature table (FT)
rotein existence vidence at protein level. i . . . . . . ] .
-I- : 1 Te i hior b kel h
T e,y @ role fn anchoring the cytaskeleton to the (showing domains/sites of interest with illustrations) and extensive
( )| E:: -I- SLISLINIT: Interacts with Ehe SYnTrophins SNTAL, hSNTEEL, E:SNTE:E, SNTGl] . .
C and SNTGZ. Interacts with KRT19. Interacts with Symm (By _| k h d b ( bl
Function May play a rale in anchoring the cytoskeleton to the plasma membrane. E — H%;i&%g; CrOSS In Ing tO Ot er ata aseS e-g- IntACt1 GO) EMBL! Ensem ]
| Subunit structure Interacts with the syntrophins SMNTAT, SNTE1, SNTEZ, SMNTG1 and SMNTG2. Interacts with KRT19. Interacts with SR LB similaity | ] C 070585 :Dtﬂb.(xenuj; MbExp=1l; INtACT=EBI-295827, EBI-349714; )
Subcellular location Cell membrane » sarcolemima; Peripheral membrane protein, Cytoplasmic side. Cytoplasm » cytoskeleton. E SE;%EEE%E: ﬁggigjj %ﬂ%ig:gg%:ggggg?: Eg%:gg%gig: HGNC’ OMI M’ PDB’ Interpro’ ArrayEXpreSS’ PRI DE’ KEGG’ Genel D '
Tissue specificity Expressed in muscle fibers accumulating in the costameres of myoplasm at the sarcolemma. Isoform 3 is expressed in brain, liver, testis and C —— QL3423 :SNTBZ; Nl::lExp=i:L; éntAniEnjEEHé?SEEEEDEE%E?MEWp =T
hepatorna cells. L5012 CC membrane protein; Cytoplasmic side. Cytoplasm, cytoskeleton.
Imvolvernent in disease Defects in DMD are the cause of Duchenne muscular dystrophy (DMD) [MIM:310200]. DMD is the most commaon form of muscular dystrophy; a [é£ TniAct F11532; 8. ) Interactlon Informa‘tlon from the |Iterature IS added to the SUBUN IT
sex-linked recessive disorder. It typically presents in boys aged 3 to 7 year as proximal muscle weakness causing waddling gait, toe-walking, lordosis, 77 : —
frequent falls, and difficulty in standing up and climbing up stairs. The pelyic girdle is affected first, then the shoulder girdle. Progression is steady and 1415 191= ] thH M3 Tarl . . . .,
most patients are confined to a wheelchair by age of 10 or 12, Flexion contractures and scoliosis ultimately accur. About 50% of patients have a lower E$ :Eggm 3058 3408 igggpggﬂgg m;czh gm Egﬁ gjlmjﬂ:;:%%] Comment the Reference Cltatlon/ Reference pOSItlon (RP) Of the
I than their genetic expectations would suggest. There is no treatrment, (Fef22 ] [Fef24 [ [Refas ) (Refad ) ;} REGION 3466 3518 Einds to SNTEL. !

relevant publication and within the FT sections within the UniProtkKB

I PN loatabase Search entry. There may also be a single INTERACTION comment present
N . : Shor ol f e ot e gt within an entry which conveys information relevant to binary protein-

Dinb 070585 1 EBL295827 EB-349714  From a different organism. " Plsase cickon any name to view more detall

AR . N [ ] protein interactions. This is automatically derived from the IntAct
SNTB! Q13684 3 EBH205627.£6-205643 e he Do database, along with the database cross-reference DR line and is

van are
SNTBZ (13424 1 EBL295827 EBI-80411 Intct Hame kit 19-dmdd-1 EBI-670834 | | sprInteraction between krt19 and actin-hinding domain (ABD) of dmd 2

e s T e r updated on a tri-weekly basis.
In addition to a ‘Subunit structure’ annotation comment Within a = ~_

UniProtKB/SwissProt entry, there may be an ‘Interaction’ / ‘Binary l Statistics: Release 57.0 (of 24-Mar-09) of UniProtK B/Swiss-Prot contains 428650 sequence entries.

Interactions’ section which contains a link to IntAct that provides detailed _ _
information for the experimental support. Database Search INntAcCt provides a freely available, open source database system and

I n tA ct Search Results for fac="EBL8709347

(short labels of search criteria matches are highlighted ) anaIySIS tOOIS fOr prOteIn'prOteln InteraCthn data [2] .

) A graphical representation of the interactions can also be viewed: %‘ et el i A
@ B} ks Al b ol e [Sn gl o Hos All interactions are derived from literature curation or direct submissions
g . . . — New Search S — stone2005-1 | EBIGP091E | smr predetermined nvitro ) ] . ] ] ] .
% T 2:::;22‘;::::::Z:?n:::::::ns ,;\nnnr}ztca::z!fgrmo|ecu|es|nnet\.\rork.CIwkntohlghllght ﬁ:ﬁ:;‘;ﬁeamh Description Specific interaction of the actin-binj;g damain of dystrophin with intermediate filaments containing keratin 19. and a” experl mental Informatlon relatlng to blnary prOte|n'prOte|n
Enm — - EmnnEnn interactions is entered into the IntAct database by curators, via a web-
- e 68 based editor for Experiment, Interaction, Biosource, Protein, Small
E g dtnb_mouse protein "pﬁnn & 13 Go0005515 ublcatonyenr | A5 . . -
| | it 3\ e O molecule, Nucleic acid and controlled vocabularies.
é glchn::sat:]eozl:\:fkt:: e alb_human ngmedEe et a ¢ 000iNe: Xref pubmed 16000378 |- Type: primary-raference
a 5 eytaplasm ob 3 GO:0005T3Y
% T Expand the network ;I?ryzact;%?gtin-asia]c;fted 4 3 comMEnD newt 9606 hurman Type: target-species . . . .
: o a1 sowo wonen: [PPSR S e Y Interactions can be derived by any appropriate experimental method as
4 D;;cémdm? i : j 223332221 Description ::r1:1::::|lzt1|on betwelze?f:;?d au:hh:I:r:cllrl]:;r:::;n (ABD)-nftImd descrlbed by the HUPO PSI-MI ContrO"ed VocabUIa'rieS’ in Order to be
T - = s s e successfully exported to the UniProtkB database.
discl humar ;g:mf: gulation of 4 60;0043055 Interacting molecules | Name Ac Interactor type Stoichiometry | Interactor description E;;;:ression Identifier | Gene |Role
e S e e ' o e e e UniProtKB export Is based on the method used to detect interaction.
JAK-STAT cascade i : (1 k119 hurman | EBHT42756 | protein . Keratin, type | terae-cos 7 | POBTIT |- bat . . . . .
e | B i 1 Methods deemed to demonstrate high quality binary interactions are
fam107a_human cel cyele checkpoint 4 1 GOD0000TE Sequence features Experimental modification: His tag n-terminus of dmd_human [r-n]. . . .
I e —— Bt egonof i e 1246 g i exported to the general annotation section. Complementation assays
T cogh | | o | sttt | clara | require validation by a second method before export. For
[19] "Specific interaction of the actin-binding domain of dystrophin with intermediate filaments containing keratin 19." INTERACTION Comment and DR Ilne eXp()rt, a” prOtelnS VVlth
Stone ME, O'Meill &, Catino D, Bloch R.J. . . . - - "y
Vol B, Cell 1842604283020 [P 19000376 stac] Interactions obeying the above criteria are exported. In addition,
e interactions judged by the curators to be high confidence are also
There is also a ‘Protein-protein interaction | i ] exported.
database’ / ‘DR’ cross-reference section within -~ (rtéc 11530 Binteractions

the entry which directs the user to additional You can perform a search within the IntAct database using:
interaction data for that molecule within IntAct. .. Gene name:; DMD; UniProtkB AC: P11532; UniProtKB ID:
T - Lucome Ouer dertier 11532 pbi 11532 i 1552 pe . (02 it Y T e DG s e AT DMD_HUMAN or PUbMEd ID: 16000376.

Search time: 0.02 seconds

n | ? There are links from the IntAct database to several other databases
ol e o e e ' ' ' iIncluding UniProtKB, GO and InterPro.
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u Data Submission
oooooooooo

= Documentation

hiu EBLAGE2362
; EBI-742212 | EBl-205227
- Uzer manual z | poz7ss, F11532, FROODOE, ALB DhiD oEOSChuman 3| ag0sthuman 1 | Zheou et al L (2004d) | 15179051 | physical interaction | anti bait coip intact EBI- 1222061 . . . . . . ..
S e Statistics: The IntAct Database (March-09) contains: 189082 binary interactions, comprising 56985
hriinio FRO2044. ISUCS. n I ntains.: Inary interactions, Fisin
CPublicstions L1 pROzaa,
Bl oteins and 10192 experiments
eeeeeeeeeeeeeeeeeee proteins an xperiments.
; GlG20
EEEEEEEEEEEEEEE POS727, KRT19 OB0BChuman) | OB0Shuman) | Stone ot al, (2005) | 15000376 | physical interaction | spr EBI-270934
CCCCCCCC ct EBI-742 al. (2005 physical interaction | farwestern blotting | i EBL-27TSEET
. a B FOSTET, (5] Chuman) | 95060 ) al. (2005 physical interaction | far western blotting | i EBI-S7S66T
Prirtet Friendly isw
. . . ceveveees B PAMS3Z, | QEHRIS, AADGET  DMD | DISCT | QE06 ‘human 1 9E06human 3 Camargoe et al (2007 ATO423677 | physical interaction |2 hybrid i EBI-110555
EBLS20030
W‘SE 111111111111111111111111111 I an)| 9 I )] al. (1995) Fa44150 physical interaction | anti bait coip EBI-295853
12, 2008 42 al. (1995 7244150 | physical interaction | anti tag coip inta EBI-205525
Ml ERAL 1.0 al. (19963 physical interaction | coip intact EBI-362367
i continustion 532, |SNT2B2, | |swTEz | DMD (human) | 9E06( i al. (19361 physical interaction | coip intact EBI-363233
Intfct 20552
gaing to stop producing . . "
PSlhtl XML 1.0 25 part P11532, 585, [ n 0 3 et al. (2003) | 146 phuysical interaction pull d EBI-374734
its meekly release as of EBL295 124071
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