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Supporting Information (S)

Table S1. Total protein identified with at least 1 significant spectrum and their relative
abundance. WT_1, wild rep1; WT_2, wild rep2; WT_3, wild rep3; 3_1, mutant rep1; 3_2,
mutant rep2; 3_3, mutant rep3.

Table S2. Total protein identified with more than 1 significant spectrum and their
normalized abundance. WT_1, wild rep1; WT_2, wild rep2; WT_3, wild rep3; 3 _1,
mutant rep1; 3_2, mutant rep2; 3_3, mutant rep3.

Table S3: Number of proteins that were up-regulated along with their peptide spectrum
matches and p-values. WT_1, wild rep1; WT_2, wild rep2; WT_3, wild rep3; 3_1, mutant
rep1; 3_2, mutant rep2; 3_3, mutant rep3.

Table S4: Number of proteins that showed significantly lower abundant along with their
peptide spectrum matches and p-values. WT_1, wild rep1; WT_2, wild rep2; WT_3, wild
rep3; 3_1, mutant rep1; 3_2, mutant rep2; 3_3, mutant rep3.

Table S5: Number of proteins that showed no significant difference along with their
peptide spectrum matches and p-values. WT_1, wild rep1; WT_2, wild rep2; WT_3, wild
rep3; 3_1, mutant rep1; 3_2, mutant rep2; 3_3, mutant rep3.

Figure S1. Gene Ontology terms of the lower abundant proteins analyzed by AgriGO
(http://bioinfo.cau.edu.cn/agriGO/search.php

Figure S2: Protein associated with 29 ribosomal units increased significantly, of which
16 belongs to large ribosomal subunits and 13 to the small subunits. Red indicates
higher abundance.

Figure S3: Mapping of ER proteins, Red indicates higher abundance and yellow
indicates lower abundance.
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Figure S1. Gene Ontology terms of the lower abundant proteins analyzed by AgriGO
(http://bioinfo.cau.edu.cn/agriGO/search.php
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Figure S2: Protein associated with 29 ribosomal units increased significantly, of which
16 belongs to large ribosomal subunits and 13 to the small subunits. Red indicates
higher abundance.
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Figure S3: Mapping of ER proteins, Red indicates higher abundance and yellow
indicates lower abundance.
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