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Rationale of the project Co-occurence of epigenetic marks Integrate
A telomere-to-telomere re-assembly and corresponding expression YOUR
25 chromosomes — 27.8 Mb LA A X
. But few (epigenetic) data available: : data!

Transposable Elements (TEs) annotation

v/ DNA methylation

[52] Transfer data from fragmented assembly (Phatr3, epigenetic marks)
G Update two histone marks annotations with fresh data

Monoclonal vs polyclonal antibodies for H3K9me3 and H3K27me3
® Add two new histone marks: H3K27Ac and H3K36me3
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s X Variants
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VA->G SNVC->T SNVG->A SNVC->T SNV A->G deletion GAATGACACATCACAAT->G SNV G->A SNVC->A SNVA->G SNVG->A SNVG->

->G SNVT->C SNVG->A SNVA->G SNVG->C SNVC->G SNVA->G SNVC->T SNVA->G SNVC->A SNVA->C SNVA->T SNVA->G SN

SNVA->G SNVA->G SNVT->A SNVT->A insertionT->TG SNV G ->C deletion GAGAC->G SNVG->A SNVA->G SNVA->C SNVG->A SNVT

1l Chaumier, Wu et al, Scientific Reports, 2023 (https://doi.org/10.1038/s41598-023-35403-1)
2 Chaumier, Yeng et al, bioRxiv, 2023 (https://doi.org/10.1101/2023.05.31.543125)

Histone Marks
* Five permissive marks

* Three repressive marks
* H3K27me3, H3K9me2, H3K9me3

e H3K4me3, H3K9/K14Ac, H3K4me2, H3K27Ac, H3K36me3
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provides accurate, up-to-date genome and

| ||epigenome view of epigenetic regulation of genes and TEs. It

| IS Intuitive, user-friendly and allows users to upload their own

tracks. will contribute to boosting fundamental
and applied research in microalgae and single-celled species.
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