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Zebrafish is becoming an important model organism to functionally characterize the biological impact

of disease specific mutations in humans. However, the translation of the findings back to the human ZebrafiSh - Human OrthOIOQS Statistics
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Figure 4. Histograms of the statistics for each orthology category. The median value is
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Figure 1. Schematic of the ZFis(H)uman
approach. The sequences of zebrafish
genes are aligned against the sequences

Zebrafish Human of the human genes using tblastx.
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Sequences Sequences Each corresponding human gene is then

aligned back to the zebrafish reference.
All its hits, i.e. zebrafish genes, are
considered for characterization of
orthology (see below).
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Figure 2. Results of the characterization of human orthologs. Within each orthology category, the number of
characterized and un-characterized genes is reported.
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