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« Energy grasses support carbon sequestration, soil health, and rural revitalization.

« EGDB (https://engrass.juncaodb.cn) provides multi-omics data for 11 energy grass species.

* It enables genome annotation and sustainable crop research.


https://engrass.juncaodb.cn/
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Overview of EGDB

(A) Data sources

S Miscanthus lutarioriparius . o
i ﬂ\: Miscanthus sinensis . Miscanthus floridulus ¢
NS , : Va

>

Cenchrus americanus

-&—&~
\\

N\

L L

-h.\\ d - . -
\Setaria viridis  /

™ 4 cv. purple

L

Phragmits australis

Figure 1. Energy grass database construction and overview and key functionalities. (A) Data source integration



Overview of EGDB

Web Interface

-AJAX -HTML
-CSS -JavaScript
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Overview of EGDB

Home page interface
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About

Energy Database

Grass that produces biomass fuel, flesh, cellulose and chemicals

Home Species Search Tools Download

Energy grass is a rapidly growing energy crop that is easy ultivate and harvest.

It can be used to produce biomass fuels, pulp, cellulose, and chemicals while reducing
greenhouse gas emissions and enhancing soil quali

Cultivate Energy Grass.
Harvest Energy.

Save The Future.
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Figure 2. The epigenomic map of pearl millet helped to unveil the regulatory mechanism for gene expression.



Epigenetic features of pearl millet
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Figure 2. The epigenomic map of pearl millet helped to unveil the regulatory mechanism for gene expression.



Epigenetic features of pearl millet
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Figure 2. The epigenomic map of pearl millet helped to unveil the regulatory mechanism for gene expression.
* (1) Imbalanced Expression Patterns
« (J) Epigenomic Features and Expression Imbalance

* (K) Histone Modification in TE Families



Summary

d In this study, We developed EGDB (https://engrass.juncaodb.cn/), a
comprehensive multi-omics database integrating genomic, epigenomic,
transcriptomic, and phenotypic data of energy grasses.

d We constructed the epigenomic atlas of pearl millet, covering key histone
modifications and chromatin accessibility, providing valuable resources for
epigenetic research.

L Our study supports future scientific and translational research, promoting
sustainable agriculture and renewable energy development through energy
grass studies.
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