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We build complex reference genome assemblies
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Gene synteny among Poaceae grass genomes

The R570 monoploid genome (Bottom row-
382 Mb) was published in 2018 of gene-rich
regions from BAC clones.

The R570 polyploid genome (top row -
5.04 Gb) combines a genetic map,
single sequenced chromosomes,

optical map, HiC and long-read PacBio

HiFi reads.
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A Genomics : why it's important and what progress has been made
A Cotton genomes : what has been done, and what is left to do

A Conceptual issues with pan -genomes : why we need integrated
resources

A Current state of the cotton pan -genome : genes, variants and
tools

A Using the pan -genome : tracking QTL and Pima introgressions

A Plans for the pan -genome : what do we need to do to aid
breeders and biotechnology (open for questions/comments)
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AN EVOLUTIOMARY TREE
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Structure of the tetraploid cotton genomes

AN EVOLUTIONARY TREE
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b cotton genome structure and subgenome evolution Repetitive sequence: M Ty3 LTR Other Genic sequence: M Exons Introns
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Cotton genomes: evolution and quality
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