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Suppl. Fig. 1. Chromosome homology between BTA4 break point containing region and human
genome. Only a part of the genes located in this region is shown. The analysis shows that the cattle
4q14 region is homologous to 2 separated human regions, both located on HSA7, HSA7p21 and
HSA7q21. All genes examined followed the right expected orientation, except gene RUNDC3B
(this is probably ascribable to a genome assembly error).
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Suppl. Fig. 2. Genes present in BTA4 and HSA7 homologous regions. Genes classified as RefSeq in both
cattle and human genomes are in pink. The gene classified as RefSeq in cattle and mapped in human by
BLAT comparison software is in red. Genes in black are RefSeq in human and they do not show homolo-
gy in the cattle genome. Finally human RefSeq genes that map to a different cattle genome chromosome
than BTA4 are indicated in green. cdsStart = position of ATG start codon.





