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“to examine or look for the difference between two or more things”

—— Cambridge Dictionary
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“to examine or look for the difference between two or more things”

physiology

—— Cambridge Dictionary
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find the similarity and difference
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phylogenetic reconstruction
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whole genome info.
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biogeography
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collinearity and syntenic analysis
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collinearity and syntenic analysis

chromosome evolution
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gene family evolution
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gene family evolution
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what is CNGBdb doing now
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what is CNGBdb doing now

Home Search species Genome browser Home Search species Genome browser

Angiosperm

Angiosperms, also called flowering plants, includes all forbs (flowering plants without a woody
stem), grasses and grass-like plants, a vast majority of broad-leaved trees, shrubs & vines, and
most aquatic plants. The term "angiosperm" is derived from the Greek words ayyeiov /angeion
('container, vessel') and omiéppa [ sperma ('seed'), meaning that the seeds are enclosed within a
fruit. They are by far the most diverse group of land plants with 64 orders, 416 families,
approximately 13,000 known genera and 300,000 known species. Angiosperms were formerly

called Magnoliophyta. . g
® Source: Wikipedia

Plants Animals Others

A / Search species | Angiosperm

| Tree view D | vist

B Show 10 -  results * lView all selected information

Download selected information

Bryophyte Fern and horsetail

» Acorales (5)

» Alismatales (53) Species Taxon_id Order Family Genus Ploidy Chromc
» Apiales (71

N 7Y Abelia macrotera 1630337 Dipsacales Caprifoliaceae Abelia - -

» Aquifoliales (24)
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what is CNGBdb doing now

find the data

manage the data

Genome data

framework

analysis the data

plot the data
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® Comparing occurrs on stuffs with similarity but different in some respects.

® Comparative genome analysis connects the difference between molecular traits and morphological traits.
® phylogenetic reconstruction
® biogeography
® collinearity and syntenic analysis
® whole genome duplication
® gene family evolution

® function analysis and evolution

® CNGBdb are preparing the genome portal in the species diversification level.

® CNGBdb are preparing the Al4S (Al for science) tools to help manage and analysis the data.
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Jieyu yJerry) WANG

wangjieyu@genomics.cn
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