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The goal of the Biological General Repository for Searching BioGRID

Interaction Datasets (BioGRID) is to archive and freely BioGRID may be searched using various protein or gene identifiers,

- - o o : including UniProt and NCBI IDs, as well as keywords and PubMed IDs.
disseminate collections of genetic and protein Searches may be limited to an organism of interest, or else performed on all

interactions from major model organisms. BioGRID 50 organisms including yeast,human, and mouse. In this example, CDC28
currently contains over 355,000 interactions curated is entered as the search term and S. cerevisiae is selected as the organism.
from high-throughput datasets and individual focused

BiOG RID 31 home help wiki tools contribute statistics downloads partners about us

studies from over 23,000 publications in the primary
literature. Complete coverage of the entire literature
for both the budding yeast Saccharomyces cerevisiae
and the fission yeast Schizosaccharomyces pombe has
been achieved and efforts to expand curation across
multiple species are underway.

Welcome to the Biological General Search the BioGRID
Repository for Interaction Datasets Search by identifiers, keywords, and gene names...

BioGRID is an online interaction repository with data CDC28

compiled through comprehensive curation efforts. Our

current index is version 3.1.69 and searches 23,755 Saccharumyces cerevisiae j
publications for 355,947 raw protein and genetic

interactions from major model organism species. All

interaction data are freely provided through our search

index and available via download in a wide variety of

standardized formats. g Advanced & Search * Featured
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curated interactions for the gene or protein of interest, as well as the Create custom intracton catasets by Send us your datasetsor ikt the _ HrerS’ CIHRIRSS
. . . . . protein or by publication. You can also e} irectly rrom your own website
number of physical or genetic interactions for each interactor. The onrload our enlie datesctinawide or database. Ful detalls on how o MOUNTSINAI | % PRINCETON @) Uty
interactions may be filtered according to whether they are low or high o g v el
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throughput. Details are provided for different experiment types including I Resources L Statistics

° ° . e've developed tools that make use ind out how many organisms ' < _ : x
the role of the interactor and experimental throughput. Mousing over N Tt e T D A T % <3 NCBI e
. . . . . tl::_::hls to see if we can help you work are aﬁ_failable in the current release of
icons in the notes column reveals further details including phenotypes, with our data. the BIoGRID. more partners

post-translational modifications, quantitative scores, and notes, if
applicable. The summary view shown below may be switched to a table
view that can be sorted by interactor, experiment type, publication, or
throughput, among other options.

New project in conjunction with other databases
BioGRID is initiating a new project to provide high-quality coverage of
biological processes of relevance to human disease. Our initial focus is on

CDC28 Saccharomyces cerevisiae [ stats & rirers [ genes in the Wnt signaling pathway, recently co-curated as part of the
CDK1, SEM5, HSL5, YBR160W C t Statisti Publications: 169 . . .
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verified phosphorylation sites curated from the S. cerevisiae literature. In
this example, phosphorylation sites in the protein sequence of CDC28 are
shown in red and protein kinase motifs are highlighted in blue. Details for
each phosphorylation site are provided in the table below, or in a pop-up
window viewable by mousing over a phosphorylated residue of interest.
PhosphoGRID documents over 5000 phosphorylated residues found in
1495 gene products. All curated data in PhosphoGRID are freely available
and may be downloaded at

BioGRID Database Statistics

The number of interactions ("edges” in the table below) and the number of
papers curated in BioGRID has nearly tripled since July 2006. 99% of
interactions come from the six model organisms shown, with 68% coming
from S. cerevisiae.

: July 2006 (2.0.17) August 2010 (3.0.67)
e Organism Type
e x,Fﬁ _ nodes edges papers nodes edges papers
nhn Q ala - G RlE“ I}_m PhosphoGRID... A. thaliana (thale cress) Pl 0 0 0 1,735 4719 747
TERAY RS f-..ﬂ-i' ARY, 1 . _:-_-:.-:_:F Gl 0 0 0 88 174 55
; S Pl 2,790 4,433 1 2,813 4,663 12
C. elegans (worm)
Gl 0 0 0 1,030 2,112 5
Pl 6,997 22,133 2 7,396 24,480 167
D. melanogaster (fly)
GI* 1,189 10,314 1,493 082 9,994 1,466
YBR1 EDW f CDCZB . Pl 3,380 7,238 178 9,467 48,368 10,203
H. sapiens (human)
Gl 0 0 0 479 463 178

Description: Catalytic subunit of the main cell cycle cyclin-dependent kinase (CDK); alternately associates with Bl 5144 49 297 3.067 5783 90.769 5 444

51 cyclins (CLNs) and G2/M cyclins (CLBs) which direct the CDK to specific substrates S. cerevisiae (budding yeast)
Gl 3,352 24,636 3,796 5,357 146,081 5,606
Other Aliases: CDK1, SRM>5, H5LS S. pombe (fission veast) P 0 0 0 1,441 4,019 769
External IDs: (sqd), P ! Gl 0 0 0 1,340 11,527 953
All other organisms Pl 284 620 73 2,288 2,985 830
) _ ) Total ALL | 19,176 118,671 /818 30,665 347,966 23,451
Protein Sequence Mouse over phosphorylation sites for more details
1 MSGELANYKR LEKVGEGTY¥G VVYKALDLRP GQGQRVVALK KIRLESEDEG VPSTAIREIS Increase in BioGRID data content, 2006-2010. * from FlyBase
61 LLEELEDDNI VRLYDIVHSD AHELYLVFEF LDLDLERYME GIPEDQPLGA DIVEEFMMQL
121 CEGIAYCHSH RILHEDLEPQ NLLINEKEDGNL ELGDFGLARA FGVPLREAYTH EIVTLWYRAFP 38.33% M United States 13.45%
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241 YLPDFKPSFP QWRRKDLSQV VPSLDPRGID LLDKLLAYDP INRISARRAA IHPYFQES B Germany 15 840
e : | B Canada 6470 ] Gf)ogle
Protein Kinase Motifs Mouse over Motifs to highlight reglon in sequence B Japan B Direct
46 - 49: Caseln Kinase Il (CKII, CK-2) 4.71% W China W NCBI
1.979% France :E'Gygase
Phosphorylation Sites c 619 Other 12.54% B Other
| 6.54% ) 7.00% ) 18.44%
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All data in BioGRID are freely available and may also be downloaded via: _ ,
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