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Figure S1. Multiple alignment of amino acid sequences of cis-prenyltransferases of A. thaliana and
M. polymorpha. Black color and boxes indicate the most conserved regions of amino acid sequences.

| to VI are conserved regions.



Alignment of Sequence 1: [Mpol Takl ATG] with Sequence 2: [Mpol Ko#l ATG]

Similarity :
Seq 1 1
Seq 2 1
Seq 1 el
Seq 2 5%
Seq 1 121
Seq 2 118
Seq 1 181
Seq 2 178
Seq 1 241
Seq 2 235

Figure S2. Sequence alignment of the target site of the MpCPT7.37 gene of mutant plant 1 and the
native MpCPT7.37 gene site of wild-type plants. The translated amino acid sequence is indicated
above the nucleotide sequence. Mutations are marked with a lattice sign, and possible stop codons are

marked with an asterisk. ATG is the start codon (highlighted in red). The target genomic region is

267/268 (99,63 %)

M E S VvV VDURTCV®RILRSTIOQQTL S T I Y
ATGGAATCTGTGGTGGACAGATGTGTGAGGCTCAGATCCATTCAACTGTCCACGATTTAC
CEEEEEEErr e et e e et r et el
ATGGAATCTGTGGTGGACA-—~TCTGTGAGGCTCAGATCCATTCAACTGTCCACGATTTAC
M E S V V D I C EA Q I H S T V HDUL Q

K T H C EAAAPMETLSM S R S T F P
AAGACGCATTGTGAAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCAACGTTTCCT
Crrerrrererrrrrerrerrrreerrreeerrrerrrerrrrrrer et e rerrrrrd
AAGACGCATTGTGAAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCAACGTTTCCT

DAL * s ¢S TDSZGTIE KT YZE®*TINTV S W

G A S I s S HLAURTETLT RTISU RS R T L
GGCGCGAGCATCAGCAGTCACCTAGCTCGTGRACTCCGTATTTCACGCTCCAGRAACACTC
rrrrrrererreerereererrererrerrrrrerrrrerr et e et e e
GGCGCGRAGCATCAGCAGTCACCTAGCTCGTGAACTCCGTATTTCACGCTCCAGAACACTC

R EH Q Q s P s s * T P Y F TUL Q N TR

G RN PFPGATLVIDNGT CSGGTTULUHGI
GGCCGCAATCCGTTTCCTGGTGCACTAGTGAATGGTTGCGGTGGTACGTTGCATGGGATA
Crrerrrererrrrrerrerrrreerrreeerrrerrrerrrrrrer et e rerrrrrd
GGCCGCAATCCGTTTCCTGGTGCACTAGTGAATGGTTGCGGTGGTACGTTGCATGGGATA
P Q S VS WCTSEWU LU RWYV A WD S

A A T A S A D S C A

GCCGCGACCGCATCAGCTGACAGTTGIGCRE 268

CEEEEEEErrr et e el

GCCGCGACCGCATCAGCTGACAGTTGIGCR 268
R DRI S * g L C R

highlighted in blue.

60

58

120

118

180

178

240

238



Alignment of Sequence 1: [Mpol Takl ATG] with Sequence 2: [Mpol Ko#2 ATG]

Similarity :
Seq 1 1
Seq 2 1
Seq 1 &l
Seq 2 46
Seq 1 121
Seq 2 106
Seq 1 181
Seq 2 166
Seq 1 241
Seq 2 226

Figure S3. Sequence alignment of the target site of the MpCPT7.37 gene of mutant plant 2 and the
native MpCPT7.37 gene site of wild-type plants. The translated amino acid sequence is indicated
above the nucleotide sequence. Mutations are marked with a lattice sign; possible stop codons are

marked with an asterisk. ATG is the start codon (highlighted in red). The target genomic region is

237/252 (94,05 %)

M E S VVDURG CVRTILRSTI QUL S T I Y
ATGGAATCTGTGGTGGACAGATGTGTGAGGCTCAGATCCATTCAACTGTCCACGATTTAC
FETEELTEETEE LR EErr T st OO0 LI EEI el
ATGGAATCTGTGGTGGACAGAT——————————————— CCATTCAACTGTCCACGATTTAC
M E S V V D R S I ¢ L s T I Y

K T H CEAAAPMETL S M S R S T F P
AAGACGCATTGTGRAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCAACGTTTCCT
Crrerrreerereerrrerrrrrrerrrerrrrreerterrr e et et e rrrr el
AAGACGCATTGTGRAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCAACGTTTCCT
K T H CEAAAPMETL S M S R S T F P

G A s I S $ HLAZARET LU RTISU RS U RTL
GGCGCGAGCATCAGCAGTCACCTAGCTCGTGAACTCCGTATTTCACGCTCCAGRACACTC
Crrerrreerereerrrerrrrrrerrrerrrrreerterrr e et et e rrrr el
GGCGCGAGCATCAGCAGTCACCTAGCTCGTGAACTCCGTATTTCACGCTCCAGRACACTC
G A s I S $ HLAZARET LU RTISU RS U RTL

G R N P F P GAULVNGTCGGTLHG I
GGCCGCAATCCGTTTCCTGGTGCACTAGTGAATGGTTGCGGTGGTACGTTGCATGGGATA
Crrerrreerereerrrerrrrrrerrrerrrrreerterrr e et et e rrrr el
GGCCGCAATCCGTTTCCTGGTGCACTAGTGAATGGTTGCGGTGGTACGTTGCATGGGATA
G R N P F P GAULVNGTCGGTLHG I

A A T A
GCCGCGACCGCA 252
FEEEETEEETr
GCCGCGACCGCA 237
A A T A

highlighted in blue.
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Alignment of Sequence 1: [Mpol Takl ATG] with Sequence 2: [Mpol Ko#5 ATG]
Similarity : 144/145 (99,31 %)

M E §s vV D R C V R L R 5 I @ L s T I ¥

Seq 1 1 ATGGAATCTGTGGTGGACAGATGT-GTGAGGCTCAGATCCATTCAACTGTCCACGATTTA 59
CEEEEEEErr et e e # e e et e e et el

Seq 2 1 ATGGAATCTGTGGTGGACAGATGTTGTGAGGCTCAGATCCATTCAACTGTCCACGATTTA 60
M E S VvV DRTUCGCEHZ RSQTIHS TV HDL

K T H ¢ E A A A P M E L 5 M 5 R S5 T F P

Seq 1 60 CAAGACGCATTGTGAAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCAACGTTTCC 119
Crrerrreerereerrrerrrrrrerrrerrrrreerterrr e et et e rrrr el

Seq 2 6l CAAGACGCATTGTGRAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCAACGTTTCC 120
Q DAL * S C S TUDGTE XK YE * I NV S

G A 5 I S 5 H L
Seq 1 120 TGGCGCGAGCATCAGCAGTCACCTA 144

CLErrrrrrrereererrerered
Seq 2 121  TGGCGCGAGCATCAGCAGTCACCTA 145
W R E H Q Q § P X

Figure S4. Sequence alignment of the target site of the MpCPT7.37 gene of mutant plant 5 and the
native MpCPT7.37 gene site of wild-type plants. The translated amino acid sequence is indicated
above the nucleotide sequence. Mutations are marked with a lattice sign; possible stop codons are
marked with an asterisk. ATG is the start codon (highlighted in red). The target genomic region is
highlighted in blue.



Alignment of Sequence 1: [Mpol Takl ATG] with Sequence 2: [Mpol Ko#9 ATG]
Similarity : 271/272 (99,63 %)

M E S VVDURTG CVR®RILZERSTI QLS T I Y

Seqg 1 1 ATGGAATCTGTGGTGGACAGATGTGTGAGGCTCAGATCCATTCAACTGTCCACGATTTAC 60
Frrrrererrreerrererrrrs=rrerrrrrreerreer et et e rrrrr e e

Seqg 2 1 ATGGAATCTGTGGTGGACAGAT-TGTGAGGCTCAGATCCATTCAACTGTCCACGATTTAC 59
M E S VVDURTIL * G S DPFNTCUPTRTFT

K T H CEA A AU BARZPMETL S M S R S T F P

Seq 1 6l ARGACGCATTGTGAAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCARCGTTTCCT 120
Frerrererrreeerererrrerrrerrrrrrrerrrer ettt et e e rr e

Seq 2 60 ARGACGCATTGTGAAGCTGCAGCACCGATGGAACTAAGTATGAGTAGATCAACGTTTCCT 119
R R I V KL Q HRWN * V * V D Q R F L

G A S I S S HLARYET LU RTISU RSURTL

Seq 1 121  GGCGCGAGCATCAGCAGTCACCTAGCTCGTGAACTCCGTATTTCACGCTCCAGAACACTC 180
Frerrererrreeerererrrerrrerrrrrrrerrrer ettt et e e rr e

Seq 2 120  GGCGCGAGCATCAGCAGTCACCTAGCTCGTGAACTCCGTATTTCACGCTCCAGAACACTC 179
A R A S AV T * L VN S V F HBAUPEH S

G R N P F P G A L V N G C GG G T L H G I
S5eq 1 181 GGCCGCRAATCCGTTTCCTGGTGCACTAGTGRAATGGTTGCGGTGETACGTTGCATGGGATA 240

Frerrererrreeerererrrerrrerrrrrrrerrrer ettt et e e rr e
Seq 2 180  GGCCGCAATCCGTTTICCTGGTGCACTAGTGAATGGITGCGGTGGTACGTTGCATGGGATA 239
A A I RF L V H* * M VAV V R C MG *

A A T A S A D 5 C A X
Seq 1 241 GCCGCGACCGCATCAGCTGACAGTTGTGCAGRA 272

Frerrererrererrererrererrererrrd
Seq 2 240  GCCGCGACCGCATCAGCTGACAGTTGTGCAGA 271
P R P HQ L TV V @ X

Figure S5. Sequence alignment of the target site of the MpCPT7.37 gene of mutant plant 9 and the
native MpCPT7.37 gene site of wild-type plants. The translated amino acid sequence is indicated
above the nucleotide sequence. Mutations are marked with a lattice sign; possible stop codons are
marked with an asterisk. ATG is the start codon (highlighted in red). The target genomic region is
highlighted in blue.



