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cristiancanestro
Text Box
Orthologous syntenic cluster between the ALDH1A1 GN on Hsa9 and a secondary co-orthologous chromosomal region in zebrafish Dre8.
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Text Box
Orthologous syntenic cluster between the ALDH1A1 GN on Hsa9 and a secondary co-orthologous chromosomal region in stickleback GacXIV.
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Text Box
Orthologous syntenic cluster between the ALDH1A1 GN on Hsa9 and a secondary co-orthologous chromosomal region in medaka Ola12.
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