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Validation

analysis is available in the Github page (https://github.com/KRK13/Kmer2021). Publicly available data was downloaded from NCBI Data Base (https://
www.ncbi.nlm.nih.gov) and UCSC Table Browser (https://genome.ucsc.edu). Dand5 sequences were obtained from the NCBI Data Base. Mouse 3'-UTR sequences
(GRCm38/mm10) were obtained from the UCSC Table Browser by specifying the track as ALL GENCODE V22 and the table as Basic. Raw data for biochemical (PCR,
CoIP) experiments are provided in Supplementary Table 2 and Source Data. Raw data for other experiments are available on request.

No previous study was used to determine the number of samples. The majority of the experiments were performed in three-four replicates
Expression pattern was confirmed with multiple (5 or more in general) embryos at each developmental stages and genotype.

No data were excluded from the analysis.

The majority of the experiments were done at least three independent replicates. Gene expression pattern in embryos was confirmed with
multiple (5 or more in general) embryos at each developmental stage and genotype.

Samples were grouped by their developmental stages and genotype. Otherwise, there was no bias in sample allocation.

Researchers were not blinded during experiments and data analysis because proper controls were used. Phenotype of mouse embryo was
examined before knowing its genotype, which would make a blind condition.

1) Anti-Bicc1 (HPA045212, Sigma-Aldrich), 1:100

2) Anti-acetylated tubulin (T6793, Sigma-Aldrich ), 1:100

3) Anti-ZO-1 (33-9100, clone ZO1-1A12, Invitrogen), 1:10

4) Anti-Odf2 (ab43840, Abcam), 1:100

5) Anti-HA beads (A2095, Sigma-Aldorich). The detailed conditions used for protein co-immunoprecipitation and RNA co-
immunoprecipitation are described in Methods.

6) Anti-Cnot3 (generated by T.Y and described in Suzuki et al Development, 2019), 1:50-100

7) Anti-FLAG (Sigma, #F1804). The detailed conditions used for RNA co-immunoprecipitation are described in Methods.

Specificity of antibodies has been validated by manufacturers. 1)https://www.sigmaaldrich.com/catalog/product/sigma/hpa045212?
lang=en&region=CA , 2) https://www.sigmaaldrich.com/catalog/product/sigma/t6793?lang=en&region=US, 3)https://
www.thermofisher.com/antibody/product/ZO-1-Antibody-clone-ZO1-1A12-Monoclonal/33-9100 , 4)https://www.abcam.co.jp/
cenexin1odf2-antibody-ab43840.html, 5) https://www.sigmaaldrich.com/catalog/product/sigma/a2095?lang=en&region=CA.

Specificity of anti-Bicc1 antibody and anti-Cnot3 antibody was validated with Bicc1(-/-) and Cnot3 (-/-) embryos and mice by the
authors.




