Chromosome 12: structural variation, MVD cluster and ANC12 projection
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380 overlapping genes; 267 annotated; 42 TE-like excluded; 225 retained 17 17.8 17.9 18.0 Mb

13 MVD-annotated genes: 2 at 5.67-5.69 Mb + 11 in the distal cluster
KEGG 00900: 13/225 vs 71/13,552; BH FDR = 4.11 x 10"-8
Preliminary enrichment: candidate-Orthogroup annotation background

F 164 Hass - ANC12 bridge anchors

ANC12 backbone rank (not physical distance)
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® CARO0011: n=141 ® CAR0025: n=20 ® CAR0031: n=3

CARO0011: 7/141 anchors inside the shaded candidate interval

11 genes: 17.675913-18.047477 Mb
Gene labels omit PaHal12g; arrows show strand.
Four OGs: Hass 14 | Anise 5 | West Indian 1

G CAR order after axis normalization

Arrows are relative to each CAR's ancestral orientation.
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Hass axis reversed using dominant CAR0011 polarity.
Native order: 0025 - 0031 - 0011
Normalized: 0011 - 0031 - 0025

CARO0025

CARO0025 / CAR0031: opposite to ancestral orientation.

r=0.991/0.993 in native Hass coordinates;
CARO0031 has only 3 bridge anchors.

Synteny/CAR evidence; molecular breakpoints unvalidated.



