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Supplemental Fig. S1. Map of new and previously described
genomic inversions.

Chromosome ideograms for human, chimpanzee, gorilla,
orangutan and macaque together with the UCSC Genome Browser
views of the inversions detected in the study. Ideograms only show
previously reported inversions larger than 5 Mb. Synteny blocks,
distinguished by colors and numbers, represent regions that are
inverted in a least one of the species analyzed, but the order of the
markers within the block is conserved in all the different species.
Green arrows on the left of each ideogram indicate inverted blocks
with respect to human orientation. Small red arrows on the right of
the ideograms represent inversions known from previous studies
but not detected by net alignments. In the bottom panel, UCSC
Genome Browser views of the net alignments and inversions
predicted in the present study between human and nonhuman
primate genomes. Regions called to be inverted in the present
study are shown as green, red and black horizontal bars, and
represent real, false and not determined (ND) inversions,
respectively. Synteny block colors are consistent with upper panel,
and allow to compare regions found to be inverted in the present
study with previously identified inversions.
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Supplemental Fig. S2. FISH experiments and probe locations.

The location of the probes and the type of FISH experiment (in
metaphase or interphase) is shown with respect to the genomic
regions studied.
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Supplemental Fig. S3. 10q11.22 and 4p16.3-4p16.1 inversion
regions.

a) UCSC Genome Browser view of the 10ql11.22 region
illustrating inversion calls between human and chimpanzee, human
and orangutan, and human and macaque. FISH probes used to
validate the inversion are shown. Recurrent
microdeletions/microduplications are described at the 10ql11.22
locus. At the bottom, FISH results on interphase nuclei show that
the inversion is polymorphic in human while all the other
nonhuman primates tested carry the inverted haplotype. b) UCSC
Genome Browser view of the 4p16.3-4p16.1 region illustrating the
inversion call between human and macaque. FISH probes used to
validate the inversion are shown. At the bottom, FISH results on
metaphase nuclei show that the region was is in inverted
orientation in gorilla, orangutan and macaque.
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Supplemental Fig. S4. Experimental validation by BES pair
mapping and Illumina sequencing of BAC clones.

UCSC Genome Browser views of all the inversion calls tested by
[llumina sequencing and/or BES pair mapping. All BAC clones
spanning the breakpoints of the predicted regions are shown as
colored segments. Illumina sequenced discordant clones mapping
at the breakpoints of the inversions appear as discontinuous. BES
pair mapping of discordant clones supporting the inversion have
end pairs that map abnormally far apart and have ends that are
incorrectly oriented when mapped to the human reference genome
sequence. Segmental duplications, sequence gaps and RefSeq
curated genes are also shown for each event.
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Supplemental Fig. S5. Example of a misassembled region in the
macaque genome.

The cytogenetic inversion on human Chromosome 10 is 36.5 Mb
in size and was detected as six separate smaller inversion calls.
Nevertheless, the calls hg38 rheMac8 22 and hg38 rheMac8 18
are interrupted by an interval of 2.5 Mb of sequence in direct
orientation. We investigated the orientation of this region by BES
pair mapping. Clone CH250-170020, spanning the proximal
breakpoint of this region, demonstrates that it is in the same
orientation of its flanking sequences and therefore represents an
assembly error.
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