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Supplementary Figures
Supplementary Figure 1: Quantitative analysis of protein in fertilized and abortive ovules. (A)

The results of protein extraction from fertilized and abortive ovules; (B) The SDS-PAGE
electropherogram of total protein of fertilized and abortive ovules. F, fertilized ovules; A, abortive
ovules. “a” and “b” showed that there is a significant difference between fertile ovules and abortive

ovules.
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Supplementary Figure 2: Separation of differentially expressed proteins in fertile and abortive
ovules. (A) The volcanic map of DEPs; (B) The number of DEPs; “A” represents upregulated DEPs,

“B” represents downregulated DEPs, “C” shows no significant DEPs, “FC” represents fold change;
“up” shows upregulated DEPs, “down” shows downregulated DEPs.

A B
30 T T T T T .
Protein = ::wn
. i < A
25 + i
% « C
= 20 f . . = 1
< .
g o b 3
& o st
o0 N q°
2 " 4 !

0 200 400 600 800 1000 1200 1400 1600 1800

Number of proteins




Supplementary Figure 3: GO classifications of DAPs in fertile ovules and abortive ovules. The
DEPs were grouped into three categories: molecular functions, cellular components and biological
processes. The x-axis represents the number of enriched DEP in the main category and the y-axis

represents each GO term.
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Supplementary Figure 4: KEGG pathway enrichment analyses of fertile and abortive ovules.
These DEPs were mainly enriched in 17 biological pathways. The vertical axis shows the
annotations of the KEGG metabolic pathways. The horizontal axis represents the DEPs numbers

annotated in each pathway.
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Supplementary Figure 5: Full blots: (A) The SDS-PAGE electropherogram of total protein of
fertile and abortive ovules. “M” represents marker, “F” represents fertile ovules and “A” represents
abortive ovules. (B) Detection of GAPDH expression in fertile ovules and abortive ovules. “A”

represents abortive ovules and “F” represents fertile ovules.
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