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Figure S2. Interaction network and intrauterine embryonic expression of DAZL interacting genes
identified in the chromosome and/or DNA replication associated (A-C), mRNA and/or tRNA
biogenesis (D-F), and spliceosome complex (G-I) categories. The confidence-based direct interaction
of DAZL with genes identified in these categories are prepared using the STRING database (A, D, G).
The expression patterns of DAZL interacting genes (in these categories) in the chicken oocyte, zygote,
and Eyal-Giladi and Kochav (EGK) stage intrauterine embryos (EGK.I to EGK.X) are examined using
the WTS data. log2 TMM-normalization is used to better visualize the gene expression through
heatmap (B, E, H) and line graph (C, F, I).
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Figure S3. Interaction network and intrauterine embryonic expression of DAZL interacting genes
identified in the ribosome biogenesis (A-C), translation factors (D-F), RNA degradation (G-I), and
ubiquitin and/or proteasome systems (J-L) categories. The confidence-based direct interaction of
DAZL with genes identified in these categories are prepared using the STRING database (A, D, G, ]).
The expression patterns of DAZL interacting genes (in these categories) in the chicken oocyte, zygote,
and EGK stage intrauterine embryos (EGK.I to EGK.X) are examined using the WTS data. log2 TMM-
normalization is used to better visualize the gene expression through heatmap (B,E,H,K) and line
graph (CFLL).
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Figure S4. Interaction network and intrauterine embryonic expression of DAZL interacting genes that

are not identified in the gene ontology terms discussed in this study. The confidence-based direct

interaction of DAZL with these genes is prepared using the STRING database (A). The expression

and EGK stage intrauterine

embryos (EGK.I to EGK.X) are examined using the WTS data. log2 TMM-normalization is used to

better visualize the gene expression through heatmap (B) and line graph (C).

zygote,
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patterns of these DAZL interacting genes in the chicken oocyte



