Figure S7. Transcriptome quality analysis from anthers of WT, and c/ms188 and
clms1l] mutants
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A PCC analysis of RNA-seq data of WT, and c/ms188 and clmsil].
B PAC analysis of RNA-seq data of WT, and c/ms188 and clmsil1.
C qRT-PCR validation of RNA-seq data for ten selected genes in c/ms/88 and clmsil] mutants.
The x-axis shows different genes, and the corresponding gene names and IDs are provided in Table

S12. Bars inthe WT vs. c/ms188 and WT vs. clms 1] comparisons represent the Log2(Fold Change).
Values are mean + SD (n = 3).



