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Supplementary figure 1: Marey map of the genetic maps relative to C. clementina V1.0 genome
assembly
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Supplementary Figure 1a: Marey Map of the nine genetic maps relative to C. clementina V1.0
genome assembly

X axis physical position on C. clementina V1.0 reference genome ; Y axis: genetic position (cM)

1: C. maxima, 2: C. reticulata, 3: C. medica, 4: C. x aurantium var clementina, 5: C. x limon, 6: C. maxima x
C. reticulata, 7: C. trifoliata, 8: C. glauca, 9: C. australis x C. inodora
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Supplementary figure 1b: Marey Map of the C. maxima x C. reticulata genetic map, relative to C.
clementina V1.0 genome assembly

X axis physical position on C. clementina V1.0 reference genome ; Y axis: genetic position (cM)

Red ellipse discrepancies with the C. clementina V1.0 assembly shared with others genetic maps
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