66

papers

67

all docs

71102

12,562 41
citations h-index
6/ 67
docs citations times ranked

110387
64

g-index

13910

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Epstein-Barr Virus BGLF2 commandeers RISC to interfere with cellular miRNA function. PLoS
Pathogens, 2022, 18, e1010235.

Characterization of a cancer-associated Epstein-Barr virus EBNA1 variant reveals a novel interaction

with PLOD1 and PLOD3. Virology, 2021, 562, 103-109. 2.4 4

Identification of ARKL1 as a Negative Regulator of Epstein-Barr Virus Reactivation. Journal of Virology,
2019, 93, .

The Med31 Conserved Component of the Divergent Mediator Complex in Tetrahymena thermophila

Participates in Developmental Regulation. Current Biology, 2019, 29, 2371-2379.e6. 3.9 13

The Epstein-Barr Virus BMRF1 Protein Activates Transcription and Inhibits the DNA Damage Response by
Binding NuRD. Journal of Virology, 2019, 93, .

USP7 Regulates CytoRinesis through FBXO38 and KIF20B. Scientific Reports, 2019, 9, 2724. 3.3 25

Direct interaction between the PRDM3 and PRDM16 tumor suppressors and the NuRD chromatin
remodeling complex. Nucleic Acids Research, 2019, 47, 1225-1238.

Epsteind€“Barr virus BORF2 inhibits cellular APOBEC3B to preserve viral genome integrity. Nature 13.3 o5
Microbiology, 2019, 4, 78-88. :

Identification and Characterization of USP7 Targets in Cancer Cells. Scientific Reports, 2018, 8, 15833.

A Screen for Epstein-Barr Virus Proteins That Inhibit the DNA Damage Response Reveals a Novel Histone

Binding Protein. Journal of Virology, 2018, 92, . 3.4 80

Proteome-wide dataset supporting the study of ancient metazoan macromolecular complexes. Data in
Brief, 2016, 6, 715-721.

C2H2 zinc finger proteins greatly expand the human regulatory lexicon. Nature Biotechnology, 2015,

33, 555-562. 17.5 271

Extracting high confidence protein interactions from affinity purification data: At the crossroads.
Journal of Proteomics, 2015, 118, 63-80.

Panorama of ancient metazoan macromolecular complexes. Nature, 2015, 525, 339-344. 27.8 478

Quantitative Genome-Wide Genetic Interaction Screens Reveal Global Epistatic Relationships of
Protein Complexes in Escherichia coli. PLoS Genetics, 2014, 10, e1004120.

Human-Chromatin-Related Protein Interactions Identify a Demethylase Complex Required for

Chromosome Segregation. Cell Reports, 2014, 8, 297-310. 64 2

Networks of Histone Demethylases and Their Relevance to the Regulation of Chromatin Structure and

Dynamics. , 2014, , 1-32.

Histone Methyltransferase Complexes in Transcription, Development, and Cancer. , 2014, , 33-47. 0



20

22

24

26

28

30

32

34

36

JACK GREENBLATT

ARTICLE IF CITATIONS

MapEing Bacterial Functional Networks and Pathways in &lt;em&gt;Escherichia Coli&lt;/em&gt; using

Synthetic Genetic Arrays. Journal of Visualized Experiments, 2012, , .

Identification of Protein Complexes in <em>Escherichia coli</em> using Sequential Peptide Affinity
Purification in Combination with Tandem Mass Spectrometry. Journal of Visualized Experiments, 2012, , 0.3 2

Array-Based Synthetic Genetic Screens to Map Bacterial Pathways and Functional Networks in
Escherichia coli. Methods in Molecular Biology, 2011, 765, 125-153.

A dual function of the CRISPRa€“Cas system in bacterial antivirus immunity and DNA repair. Molecular 05 941
Microbiology, 2011, 79, 484-502. ’

A Lentiviral Functional Proteomics Approach Identifies Chromatin Remodeling Complexes Important
for the Induction of Pluripotency. Molecular and Cellular Proteomics, 2010, 9, 811-823.

Epistatic relationships reveal the functional organization of yeast transcription factors. Molecular

Systems Biology, 2010, 6, 420. 72 50

Conserved Network of Proteins Essential for Bacterial Viability. Journal of Bacteriology, 2009, 191,
4732-4749.

Two-Color Cell Array Screen Reveals Interdependent Roles for Histone Chaperones and a Chromatin

Boundary Regulator in Histone Gene Repression. Molecular Cell, 2009, 35, 340-351. 97 88

An atlas of chaperonea€“protein interactions in <i>Saccharomyces cerevisiae</i> : implications to
protein folding pathways in the cell. Molecular Systems Biology, 2009, 5, 275.

Interacting proteins Rtt109 and Vps75 affect the efficiency of non-homologous end-joining in

Saccharomyces cerevisiae. Archives of Biochemistry and Biophysics, 2008, 469, 157-164. 3.0 39

Local coherence in genetic interaction patterns reveals prevalent functional versatility.
Bioinformatics, 2008, 24, 2376-2383.

Systematic Analysis of the Protein Interaction Network for the Human Transcription Machinery

Reveals the |dentity of the 7SK Capping Enzyme. Molecular Cell, 2007, 27, 262-274. 97 404

Investigating the in vivo activity of the DeaD protein using proteind€“protein interactions and the
translational activity of structured chloramphenicol acetyltransferase mRNAs. Journal of Cellular
Biochemistry, 2007, 100, 642-652.

Identifying functional modules in the physical interactome ofSaccharomyces cerevisiae. Proteomics, 9.9 135
2007, 7, 944-960. )

PIPE: a protein-protein interaction prediction engine based on the re-occurring short polypeptide
sequences between known interacting protein pairs. BMC Bioinformatics, 2006, 7, 365.

Formation of a Distinctive Complex between the Inducible Bacterial Lysine Decarboxylase and a Novel 3.4 54
AAA+ ATPase. Journal of Biological Chemistry, 2006, 281, 1532-1546. :

Interaction network containing conserved and essential protein complexes in Escherichia coli.

Nature, 2005, 433, 531-537.

Navigating the Chaperone Network: An Integrative Map of Physical and Genetic Interactions Mediated

by the Hsp90 Chaperone. Cell, 2005, 120, 715-727. 289 729



38

40

42

44

46

48

50

52

54

JACK GREENBLATT

ARTICLE IF CITATIONS
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