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Supplementary Figures:

Supplementary Figure S1

Transcriptional control of Sirenal. Shown is Sirenal expression in microarray analysis of
newborn ovary transcriptomes lacking Lhx8 (GSE7774), Nobox (GSE7775), and Figla
(GSE5558) (13,14). Figla mutant profiling was on a non-commercial spotted microarray
platform VMSR Mus 20K while the other two knockouts were profiled on MOE430 Affymetrix
platform. Black points represent signals of microarray probes for selected genes, red and blue
points represent significantly upregulated and downregulated genes, respectively. Sirenal was
present on arrays in two probes/probe sets, the reason why they show different levels of

downregulation is unclear.
Supplementary Figure S2

Additional Sirenal ™’ analysis data. (A) Sirenal deletion identified in the founder animal. (B)
Meiotic maturation of wild type (upper panel) and Sirenal™ (lower panel) oocytes as assessed
by live-cell imaging. Oocytes were microinjected with histone H2B-mCherry and stained with
SiR-tubulin. Representative still images of maximum z-projections are shown. Time in hh:mm is
relative to GVBD. Scale bar, 10 um. Dashed circles indicate oocyte edges. (C) Frequency of the
first polar body extrusion in wild type and Sirenal” oocytes. (D) Quantification of the
percentage of oocytes as in (A) with chromosome misalignment. (E) Quantification of the
percentage of oocytes as in (A) with chromosome segregation errors. Data in C-E are expressed

as means, error bars represent exact confidence intervals.

Supplementary Figure S3



Additional Sirenal™ analysis data. (A) The transcriptional landscape of the Sirenal locus in
wild type and Sirenal” oocytes. Shown is UCSC snapshot where maximum displayed
expression level was set to 250 CPM. (B) Transcripts from Sirenal locus in Sirenal ™ oocytes.
Shown is a UCSC snapshot of transcription in Sirenal locus in Sirenal™" replicatel dataset.

Dashed horizontal line depicts the maximum CPM value of 2.4.
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Supplementary Files:

Supplementary File 1 — meiotic maturation of wild type oocytes movie
Video of the maximum intensity z-stack projection from confocal time-lapse imaging of wild
type oocytes microinjected with histone H2B-mCherry (cyan) and stained with SiR-tubulin (red).

Time in hh:mm relative to GVBD. Bars, 10 um. Brightfield is one confocal section selected from

the area of the nucleus and the 1st polar body.

Supplementary File 2 — meiotic maturation of Sirenal™ oocytes movie



Video of the maximum intensity z-stack projection from confocal time-lapse imaging of Sirenal™
"~ oocytes microinjected with histone H2B-mCherry (cyan) and stained with SiR-tubulin (red).
Time in hh:mm relative to GVBD. Bars, 10 um. Brightfield is one confocal section selected from

the area of the nucleus and the 1st polar body.
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