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Figure S1. Gel mobility shift (GMS) assays were performed with the indicated
concentrations of rTRX and labeled RNAs (ndhB9S, ndhG1S, ndhB7S, ndhD5S, and

rpoB3S), as described in the Materials and Methods.
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Figure S2. Gel mobility shift (GMS) assays with rOTP82 and target RNAs with truncations
from the 3’ ends. (A) The RNA sequences used as probes are shown. Editing sites of
ndhB-9 and ndhG-1 are indicated in bold and are marked with arrowheads. (B) GMS
assays were performed with the indicated concentrations of rOTP82 and labeled RNAs
(ndhB9S3 and ndhG1S3), as described in the Materials and Methods. All of the GMS
assays were performed with the same preparation of rOTP82 and within 2 weeks after

purification.
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A ndhB-7 site
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ndhB7L RNA 5 AUCACUGUAG GAAUUGGGUU CAAGCUUUCC CUAGCCCCUU C UCAUCAAUGG 3
ndhB7S RNA CAAGCUUUCC CUAGCCCCUU C
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ndhB7S3 RNA UUCC CUAGCCCCUU C
ndhB7S4 RNA CAAGCUUUCC CUAGCCCC
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ndhD5L RNA 5 GUCGGUACAA UCCAAAUAAU UUAUGCAGCU UCAACAUCUC C CGGUCAACGU 3’
ndhD5S RNA UUAUGCAGCU UCAACAUCUC C
ndhD5S2 RNA UGCAGCU UCAACAUCUC C
ndhD5S3 RNA AGCU UCAACAUCUC C
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rpoB3S RNA AAUAAUUCGU GUAUAUAUUU C
rpoB3S2 RNA AAUUCGU GUAUAUAUUU C
rpoB3S3 RNA UCGU GUAUAUAUUU C
rpoB3S4 RNA AAUUCGU GUAUAUAU
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Figure S3. Gel mobility shift (GMS) assays with rCRR22 and target RNAs with truncations
from the 3’ ends. (A) The RNA sequences used as probes are shown. Editing sites of
ndhB-7, ndhD-5, and rpoB3 are indicated in bold and are marked with arrowheads. (B)
GMS assays were performed with the indicated concentrations of rCRR22 and labeled
RNAs (ndhB7S4, ndhD5S4, and rpoB3S4), as described in the Materials and Methods. Al
of the GMS assays were performed with the same preparation of rCRR22 and within 2
weeks after purification.
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Figure S4. GMS assays with rCRR22 and the region surrounding the rpoB-7 site. The RNA
sequence used as probe (rpoB7L) is shown. Editing sites of rpoB-7 are indicated in bold
and are marked with an arrowhead. GMS assays were performed with the indicated
concentrations of rCRR22 and labeled rpoB7L RNA as described in the Materials and
Methods. GMS assays were performed with the same preparation of rCRR22 and within 2

weeks after purification.



