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Table S1. Proteases accumulation in seedlings of different genotypes 10 

 11 

Notes: 12 

1. WS: wild type; clpc1: the clpc1 mutant; ΔN, N-terminal (1-93 amino acid) deleted CLPC1 13 

complementary line; CP, full-length CLPC1 complementary line, LD, long-day; SD, short-day. 14 

2. The first batch dataset was from 4-week-old seedlings with three technical replicates. The second 15 

batch was from 2-week-old seedlings with two biological replicates and each biological replicate 16 

included 3 technical replicates. 17 

3. Data are means and standard errors of protein abundance relative to the wild type (WS).  18 

4. Data from Nishimura et al (2013) in [27].  19 
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Table S2. Primers used in the study. 1 
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Table S3. Peptides identified of CLPC1 in SVR7-GFP CO-IP experiment 3 
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Figure S1. Relative expression levels of sense transcripts in the clpc1 mutant and its complementation 1 

lines.  Shown are means and SD from 3 replicates.  qRT-PCR was conducted using gene-specific 2 

primers (Table S2) normalized against the expression of the ACTIN2 gene.  WS, the wild type; clpc1, the 3 

clpc1 mutant;  ΔN-CP, clpc1 expressing N-terminus-truncated CLPC1; CP, clpc1 expressing the 4 

full-length wild-type CLPC1. 5 
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Figure S2. Over-expressing CLPC2 in clpc1 mutant partially or fully restored the chloroplast RNA level. 2 
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Figure S3. Schematic diagram to show the plant materials we used. 1 
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Supplementary dataset 1. Spectral examples of 4 proteins from our iTRAQ-based 3 

proteomics analysis 4 

four proteins with each having two peptides and each peptide having two spectra (HCD and CID 5 

spectra) were shown below. The protein quantitation value was obtained by the weighted ratios 6 

of iTRAQ reporters from all identified peptides that belonged to the protein (enlarged iTRAQ 7 

reporter region was shown in the first spectral).  8 

 9 

1. AT3G53700.1 [| Symbols: MEE40 | Pentatricopeptide repeat (PPR) superfamily protein |  10 

a) Matched peptides: ENQVEEATELAR 11 



HCD-spectral matched to TAIR10 database with iTRAQ reporter region (zoom in)1 

 2 

 3 

CID-spectral matched to TAIR10 database 4 

 5 

b) Matched peptides: SQPDDSAALR 6 

iTRAQ-114 
iTRAQ-115 

iTRAQ Ratio: 
114:115:116:117=1/0.7/6.2/2.1 



HCD-spectral matched to TAIR10 database1 

 2 

CID-spectral matched to TAIR10 database3 
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2. AT4G16390.1 [| Symbols: SVR7 | pentatricopeptide (PPR) repeat-containing protein 1 

a) Matched peptides: EVILYNVTMK 2 

HCD-spectral matched to TAIR10 database 3 

 4 

CID-spectral matched to TAIR10 database5 
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b) Matched peptides: YGDDALAIYR 1 

HCD-spectral matched to TAIR10 database2 
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CID-spectral matched to TAIR10 database4 

 5 
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3. ATCG01060.1 [| Symbols: PSAC | iron-sulfur cluster binding;electron carriers;4 iron, 4 sulfur 1 

cluster binding  2 

a) Matched peptide: IYDTCIGCTQCVR 3 

HCD-spectral matched to TAIR10 database4 

 5 

CID-spectral matched to TAIR10 database6 
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b) Matched peptide: ACPTDVLEMIPWDGCK 1 

CID-spectral matched to TAIR10 database (HCD spectral is poor so no match to 2 

database)  3 

c) Matched peptide: CESACPTDFLSVR 4 

HCD-spectral matched to TAIR10 database5 

 6 

CID-spectral matched to TAIR10 database7 

 8 
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4. ATCG00020.1 [| Symbols: PSBA | photosystem II reaction center protein A  1 

a) Matched peptide: ETTENESANEGYR 2 

HCD-spectral matched to TAIR10 database3 

 4 

CID-spectral matched to TAIR10 database5 
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b) Matched peptide: LIFQYASFNNSR 1 

HCD-spectral matched to TAIR10 database2 
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CID-spectral matched to TAIR10 database4 
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