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Table S1. List of RT-qPCR specific primers.
Contig name Description Primer sequence Product size (bp) Tm (˚C)
comp21090_c0_seq1.p1 actin Forward 5’-CTCCCCGACGGAAATGTGAT-3’ 114 58.4



Reverse 5’-GAAGGTGCAATCGTGGATGC-3’ 58.4
comp32408_c2_seq24.p1 Mannuronan C-5 epimerase Forward 5’-GGGGTGGAGGGAAGTGATTG-3’ 110 60.4



Reverse 5’-TGCATTCACAAGGATGGCCT-3’ 56.3
comp33109_c0_seq1.p1 Mannuronan C-5 epimerase Forward 5’-AACCACCGATCATAAGCGCA-3’ 102 56.3



Reverse 5’-CGGATTTCACGATGCACACC-3’ 58.4
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Table S2. The ratio of TCW layers width in 24-hour zygotes. 
zygote number outer layer (%) middle layer (%) inner layer (%)



No.1 29.3 37.3 33.3
32.6 34.7 32.7
35.9 33.8 30.3



No.2 34.9 31.7 33.3
35.3 33.8 30.9
34.8 32.6 32.6



No.3 24.8 41.3 33.9
26.9 46.4 26.7
32.6 38.9 28.5



Average 32 ± 1.3 37 ± 1.6 31 ± 0.8
Values show average ±SE of triplicated counting on the three zygotes (n=9).
Tukey's multiple comparison tests show no significant differences
 between each zygote (P < 0.01). 
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Table S3.  Summary of RNA-seq data
Sample name Reads raw data Reads filtered > = Q 30 GC (%) Mapped to longest ORF BioProject DRA Submission BioSample



3h AF 27905740 27145445 95.06 54.66 63.13% PRJDB10740 DRA011652 SAMD00282835
10h AF 27018797 26311700 94.8 54.71 63.32% PRJDB10740 DRA011652 SAMD00282836
24h AF 29303100 28807364 95.04 54.46 61.34% PRJDB10740 DRA011652 SAMD00282837
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