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Introduction

Reactome is open-source, open access, manually curated and peer-reviewed pathway database. Pathway annotations 
are authored by expert biologists, in collaboration with Reactome editorial staff and cross-referenced to many 
bioinformatics databases. A system of evidence tracking ensures that all assertions are backed up by the primary 
literature. Reactome is used by clinicians, geneticists, genomics researchers, and molecular biologists to interpret the 
results of high-throughput experimental studies, by bioinformaticians seeking to develop novel algorithms for mining 
knowledge from genomic studies, and by systems biologists building predictive models of normal and disease 
variant pathways. 
The development of Reactome is supported by grants from the US National Institutes of Health (P41 HG003751), 
University of Toronto (CFREF Medicine by Design), European Union (EU STRP, EMI-CD), and the European 
Molecular Biology Laboratory (EBI Industry program).
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Stable identifier: R-HSA-913529

Type: dissociation

Compartments: nuclear envelope

IFNA-activated-factor (AAF) translocates to nucleus and then promotes the expression of a distinct set of gamma 
activated sequence (GAS)-driven genes like IRF1. IRF1, in turn, induces the transcription of ISG15, ISG54 and IFI6 
genes. This second pathway of STAT1 homodimer formation is primarily activated by IFNG and is likely to account 
for some of the functional overlap between type I and type II IFNs.

Literature references

Cowburn, D., Horvath, CM., Huang, LH., Darnell JE, Jr., Qureshi, SA., Shuai, K. (1994). Interferon activation of the 
transcription factor Stat91 involves dimerization through SH2-phosphotyrosyl peptide interactions. Cell, 76, 821-8
. ↗

Editions
2010-07-07 Authored, Edited Garapati, P V.

2010-08-17 Reviewed Schindler, C., Abdul-Sater, AA.

https://reactome.org/content/detail/R-HSA-913529
http://www.ncbi.nlm.nih.gov/pubmed/7510216

