Table 1 Suppl. Gene-specific primer pairs used in RT-PCR and real-time PCR experiments.

Gene Primers (5’ to 3°)
OsPPR19 Forward : ATACTAGAACTCTGCCGGCACACTGA
Reverse : ACATCTCGGTGGCCTTTCCAAGCAT
Reverse : GAGATTAGTGGGTTTGGGTTGTGG
pl2 Forward : GAAGGATGGAGCGTACAAAGTC
rpl2 intronl Forward : TTCTTAGGAAGAGCCGTACGAGG
pl2 Reverse : CCGAAGGTATGTATGAGCATTC
rps3 Forward : CCAATTTCGGTAAGACTTGATC
rps3 intronl Forward : GTATGTAGTCTGCGCTGGTGA
rps3 Reverse : ATACACCTACCGAGACGAAAGC
cox2 Forward : TCATTGCTATACCATCGTTTGC
cox2 intronl Forward : AATAAGAGTAGGCGTGGAGAGC
cox2 Reverse : GTGAGTGACTGTTCATCGGAAC
cch452 Forward : CACATGGAGGAGTGTGCATC
ccb452 intronl Reverse : CCCGGATCGAATCAGAGTT
cch452 Reverse : GTGGGTCCATGTAAATGATCG
nadl exonl-2 Forward : TTGCCATATCTTCGCTAGGTG
nadl intronl Forward : CGTGCTCGTACGGTTCATAG
nadl exonl-2 Reverse : GACCAATAGAGACTTCATAAGGGACCA
nadl exon2-3 Forward : TCTGCAGCTCAAATGGTCTC
nadl intron2 Reverse : AACTTGCACGTGTGGTTCTGG
nadl exon2-3 Reverse : TGCCTTTCTAGGAGCATTACG
nadlexon3-4 Forward : AGGTCCCTGTAATTCGAGTGAG
nadl intron3 Forward : CTGTCGACTAGAGTTTGATG
nadlexon3-4 Reverse : AAAAGAGCAGACCCCATTGA
nadl exon4-5 Forward : TCTTCAATGGGGTCTGCTC
nadl intrond Forward : ACGGAGCTGCATCCCTACT
nadl exon4-5 Reverse : GCCAAGTCCCATTAATTGATC
nad?2 exonl-2 Forward : CAGAGATCTTTATCATTAAC
nad2 intronl Forward : TCATGCTGGAGGTACTAACCAC
nad?2 exonl-2 Reverse : TGGGCAATAGTTAGGAGAGG
nad?2 exon2-3 Forward : TTAGGTGCATTTCCCTCTGG
nad?2 intron2 Reverse : ATACGTGTAGTGTGGTGGTTGG
nad2 exon2-3 Reverse : CTTGAATAGGAATCCTACAGCG
nad2 exon3-4 Forward : TACCCACTTCGATCAATTAGCC
nad?2 intron3 Forward : AGCGGCGAATTAACAACTTGT
nad2 exon3-4 Reverse : TAGGCGCAATAGAAAGGAATG
nad?2 exon4-5 Forward : TGTTCTCATACGCAGGAATACC
nad2 intron4 Reverse : AGTGAAGTTGGTGAGCCGTATG
nad?2 exon4-5 Reverse : AACGACTTGTCACGATCCATTG
nad4 exonl-2 Forward : ATTCTATGTTTTTCCCGAAAGC
nad4 intronl Forward : CCGTATGATGCGGAAGTCTC
nad4 exonl-2 Reverse : TGGGTTGGTCTGGTATGAGAAG
nad4 exon2-3 Forward : AATACCCATGTTTCCCGAAG
nad4 intron2 Forward : AAATGTCGGAGGTTACCAGATC
nad4 exon2-3 Reverse : CCCAATTCCCTGTATGTTC
nad4 exon3-4 Forward : TCCCTTTGGCTATATAATCGTG
nad4 intron3 Forward : TCTAGCTTGGTTCGGAGAGC
nad4 exon3-4 Reverse : TGAAATTTGCCATGTTGCAC
nad5 exonl-2 Forward : CCATGGATCTCATCGGAAAT
nad5 intronl Forward : GAGGTTCACCACCACATCATTG
nad5 exonl-2 Reverse : ACATAAATCGAGGGCTATGCG
nad5 exon2-3 Forward : CTCCTTTCGTTTACTATTTC
nad5 inton2 Forward : AACCTACGATCGCCGTCTC
nad5 exon2-3 Reverse : TACCTAAACCAATCATCATATC
nad5 exon3-4 Forward : GATATGATGATTGGTTTAGGTA
nad5 intron3 Forward : GCCGTGTAATAGGCGACCA
nad5 exon3-4 Reverse : AACTCGGATTCGGCAAGAA
nad5 exon4-5 Forward : GTTCCTGCGTTTCGGATAT
nad5 intrond Forward : CCTGTAAACCCCCATGATGT
nad5 exond4-5 Reverse : AACATTGCAAAGGCATAATGA
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Fig. 1 Suppl. Alignment of the amino acid sequences of Arabidopsis PPR19 and rice PPR19 proteins which harbor PPR motifs. The
alignment was conducted using the ClustalW program. Gaps in the sequences are indicated by dashes

AtPPR19 1 NGEFRCES e IR TR e/ I G N RN ENYV KR AMS HV S H E“ /|
OsPPR19 1 TPLEHEST LM SIREDAN DI TIMO SMS LAGAAPIRACIGALVA V]

AtPPR19 61 DYNMVIRLMDOS |2 K“ CDRGDSV] i VRGECM
OsPPR19 61 ERNMRBOMCE & WD LGEDSGA BCECH
AtPPR19 121 V] N G LTENAYIRYE KK T K[ E
OsPPR19 121 KR A VIl MGREL [E TN e M
AtPPR19 181 [ MENGCE CIE VASDRML SV EE L?‘“ V5 LI KYRHGYKVDPAESEGWE
OsPPR19 181 [fe"  IONILCIMKEBT K TGSMELiEK SPNMO IYNSV LCNFR“‘TOANVILXQMF
AtPPR19 241 B&ND KKEV SERGH T 12NN A\ @ ¢
OsPPR19 241 BRSG TG HVRKEREH TEEEmN SN T HGE MRG LM
AtPPR19 301 [IESK AL SEHMDDENV N M BE T D AL
OsPPR19 301 Vis§D MG KM S S T VAR F B T

AtPPR19 36l TCRELPEMNL LS AN GDEDE SLSVE
OsPPR19 36l KRMLEPARSSN T LE ENLGEB EEFMEH
AtPPR19 421 VmVNMHH B [N REINEE H L /1848 O DM AT T
OsPPR19 421 P@mE B | M S SNEIRKVGCHE GNENGEREERN
AtPPR19 481 FRYMERN 1] 1| FKM| LRD|

OsPPR19 481 LCDMITIMR S || TDS AN G
AtPPR19 541 ESSTLEH e E'NC FVKK@SGKMLAEPDGENHGQO-SSLESE
OsPPR19 541 —-KMLE ST LHY] LTSCHMPCVENSICCNESEVHGKDALLV
AtPPR19 600 FEHEMKSEGWSDHAA SALVC NS V| VKT CM QDK AAR
OsPPR19 600 VEKELVERIGDPRNS ATHRE'S R KNK Y” N LS
AtPPR19 660 VMENEKOWRNMDECNLCEKGLMVAY SOMLEMHTLPOP HAMVEKADTKEPV
OsPPR19 660 SMEKE" THRLPNEFQOEEFMET KEEEBRYATES MEBOHBAGCKSLORVE

AtPPR19 720 ESP-—-
OsPPR19 720 OKFANS

=

]

TS

iJ




Fig. 2 Suppl. PPR codes in rice and Arabidopsis PPR19 proteins. The PPR codes in the PPR19 proteins and target RNA sequences
were predicted as previously described (Barkan et al., 2014; Lee et al., 2017). Red colors and light green colors indicate predictable
and not predictable target sequences, respectively.
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Fig. 3 Suppl. Phylogenetic tree of Arabidopsis, maize, and rice PPR19 orthologs. Phylogenetic tree rooted at midpoint was constructed
using the neighbor-joining method with MEGA 1l program. Bootstrap value (percentages of 1 000 replications) was denoted at the
branches and evolutionary distance was calculated using Poisson correction method. The Percentages (%) and the scale bar at bottom
denote protein similarity between AtPPR19 and orthologous proteins and an evolutionary distance of 0.1 amino acid substitutions per
position, respectively. AT - Arabidopsis thaliana, Os - Oryza sativa, GRMZM - Zea mays, POPRT - Populus trichocarpa.
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Fig. 4 Suppl. The structures of mitochondria in wild-type (WT) and osppri9 mutants were analyzed using transmission electron
micrographs (TEM).




Fig. 5 Suppl. Subcellular localization of OsPPR19. Green and red signals indicate mitochondria and mitotracker, respectively. Scale
bar =50 pm
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