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Figure S3 A

B MO1 clone F12 assembly VS. optlcal map
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Figure S3 B

B. MO1 clone B12 assembly VSs. optical map
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Reference Chromosome ID

Figure S4

Synteny plot (clone F12, clone B12, parental B. MO1)
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Figure S5 A

B. MO1 clone F12 vs clone B12
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Figure S5 B

B. MO1 clone F12 vs parental B. MO1
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Figure S6
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Figure S7
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Figure S8
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B. MO1 clone F12 contact map
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Figure S9
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B. MO1 clone B12 contact map
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BdivROUEN_Chrl

Figure S10
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Figure S11
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Figure S12
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