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Cis-regulatory elements (CREs) and their highly dynamic activity
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Mapping of the CREs architecture in Brassica napus
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Mapping of the CREs architecture in Brassica napus

(1) ATAC-seq
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(2) WGBS
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ATACseq — Open Chromatin Regions identification
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ATACseqg — OCRs features and conservation

OCRs TF annotation - HOMER OCRs overlap between samples
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WGBS - UMRSs identification and conservation

Tiles defined as “UMR” if CG, CHG and CHH <10%

Sample  Total# Total UMR T ercentof
types UMRs space genome
UMR
Leaves 169,483 285 Mb 37%
Roots 167,494  285Mb 37%
Siliques 164,458 280 Mb 37%
Leaves Roots Siliques

UMRs OCRs UMRs OCRs UMRs OCRs
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MRNA and OCRs

Total High  Total Medium  Total Low to No Gene expression

Sample types expression expression expression
60
Leaves 10.2% 26.9% 62.9%
Roots 14.4% 31.2% 54.4%
- gl Label
Siliques 13.3% 30.4% 56.3% ® 40 ,
c |$| genome-wide
L)
Seedlings 14.4% 31.4% 54.2% o —
Flower Buds 13.3% 33.2% 53.5%
20

High Mid Low
Expression
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Map of the cis-regulatory architecture in Brassica napus
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eQTLs and OCR/CREs - functional (non) coding structural variants
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OCR-interacting cis-eQTL
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CRE-interacting trans-eQTL
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