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Keyword search > Hordeum vulgare > Contig10934_at

Co-expressed gene network in barley Summary

Link to Genevestigator Link &
E-Probe Set ID: Contig10934_at
GeneChip Array: Afiymetrix Barley Genome Array

Download

Keyword search

Description of each search function

+ Keywrord.. search for genes using keywords found in all data associated with each barley gene T
+ Probe IDs... search for genes using any probe IDs

+ GO Terms... search for genes using GO terms associated with each term ‘Annotation Date: 10-Aug-10

Sequence Type: Exemplar sequence

Sequence Source: Afymetrix Proprietary Database
Transcript ID: Contig10934

Target Description: BEST BLASTX NR: 11/08/02 AANDBB48 1 2e-16 (AC099401) Putative abscisic acid-induced
protein [Oryza sativa (japonica cultivar-group)]

Representative Public ID: Contig10934
Archival UniGene Cluster: —

[ Keyword ” Probe IDs M GO Terms } Affymetrix annotations

Contigl0934_at]
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Figure S2. The interface of the web site used to provide datasets of the co-expression network of barley genes (http://coexpression.psc.riken.jp/barley/). (A) The
interface provides search queries for the keywords, probe identifiers, and GO terms associated with the probes. (B) The search results are listed with annotations based
on similarity searches. Users can navigate to the detailed annotation pages to browse the related annotations. (C) The detailed annotation pages provide summarized
basic information on each of the probes, hyperlinks to Genevestigator, GO annotation, and ranked probes that are co-expressed. (D) The web site also provides a user
interface for downloading archived datasets of the co-expressed genes in barley.



