Figure S1. TEM detection of stage 6-8 floral buds. (A) Maintainer line (H3). (B) inap CMS
sterile line. mt, mitochondria.

1.0
H3-2 6-8 0858 1.000 0.95
H3d 6-8 0.906  0.864 0.90
0.85

s 0.998
H3-2 0-5 0.998 | 1.000 0.80
H3- 0-5 1.000 0-75

inap2 6-8 0.990 | 1.000

inap—1 6-8 1.000

IMEIE SRS 0.996 | 1.000

inap—1_0-5 ERE;

map-1_0-5
inap-2_0-5
inap-2 6-8
H3-1 0-5
H3-2 0-5
H3-1 6-8
H3-2 6-8

inap—1_6-8

Figure S2. Pearson correlation coefficients between each pair of biological
replicates under same sampling conditions.
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Figure S3. Proteomics analysis of floral buds at stage 0—8 in comparison between inap CMS and
H3. (A) Number of spectra, peptide and protein in the iTRAQ analysis. Total spectra are the
total number of secondary spectra, spectra indicated the number of matched spectra. (B)
Number of peptides that match to unique proteins number. (C) Mass distribution of the
predicted proteins. (D) Distribution of the proteins sequence coverage. The pie chart displays
the percentage of proteins in the different ranges and the total protein numbers. The colors
represent different coverage ranges of the protein sequence. (E) Analysis of reproducibility of

the biological replicates in the two samples.



