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* The process of annotating all the genes 1s a challenging
and ongoing process, even for model plants, such as rice,
maize.

* The version 1.1 wheat genome annotation (including HC
and LC genes) needs further confirmation, refinement and
new discovery

* The proteogenomics method can provide a new
refinement dimension different from traditional genome
annotation

* Wheat A, B, D-homology proteins expression

* Wheat tissue and period-specific proteins difference
comparison
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 Summary of wheat genome annotation
refinement

* Novel gene (new gene loci) detection

« Known gene (high confidence gene)
refinement

* Low confidence gene confirmation
« Wheat proteome detection in leat and root



Refinement type Gene number

Novel gene (new gene 37
loci) detection

Known gene (high 470
confidence gene)

refinement

Low confidence gene 763

confirmation
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 Known gene (high confidence gene)
refinement

* Low confidence gene confirmation
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Identified protein 6,579 7,466
group (1% FDR)

Identified peptides 28,829 32,959
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* Wheat genome annotation refinement from proteome
dimension: including novel gene detection, known gene
refinement, low confidence gene confirmation

* Wheat alterative splicing gene confirmation

« A comprehensive wheat proteome atlas , especially for
A, B, D-homology proteins expression

* Wheat tissue and period-specific proteins difference
comparison

* Wheat proteins function analysis based on proteome
expression clustering analysis



* We propose to carry out proteogenomics analysis with
v.2 assembly and annotation for further confirmation

and improvement.

* In addition, we propose to carry out wheat (Chinese
Spring) proteome atlas research. We would like to see

this as a collaborative effort of the consortium.






