Table S1

Primers used for genotyping of transgenic lines.

Primer 5’-3’ Sequence

UbiPro4 TTTAGCCCTGCCTTCATACG

WheatCas9R1 GGATTAAGGTCGCCTTCGATGAGG

M13F GTAAAACGACGGCCAGT

M13R CAGGAAACAGCTATGAC

Barl GTCTGCACCATCGTCAACC

Bar2 GAAGTCCAGCTGCCAGAAAC

FH41 GAGATTTCTGCTGAGATCCTACAT

FH42 GGATTATTACCAAAACTGTGACAAT

FH43 CTGAAAGAGAAGAAGGTGGAGAT

FH44 GCTATCTGTCGGTCATCATGTAC

FH46 TCAAACGGTGTAGCGGTTCTT

FH56 GTATGATCAGATTTTCCGTCCG

FH57 TGAACAGCTTCGTTACTGGCAG

FH59 TGTCCAAAAGCAATCCGACC

FH147 GATGCGGAAGGTCAGGATCT

FH168 AGCAAGTTGAATGTGGGAGC

FH187 GTGGTCTCCGGCAACAAAGCACCAGTGGTCT

FH188 TAGGTCTCAATGTGGGAGCTGCACCAGCCGGGAATC

FH189 GTGGTCTCCACATTCAACTTGCTGTTTCAGAGCTATGCTGGGAACA
FH190 TAGGTCTCAGTTCGACAACTGCACCAGCCGGGAATC

FH191 GTGGTCTCCGAACCAGAAGGTCCGTTTCAGAGCTATGCTGGGAACA
FH192 TAGGTCTCACCACACCTTCTGCACCAGCCGGGAATC

FH193 GTGGTCTCCGTGGATGGGGTGGAGTTTCAGAGCTATGCTGGGAACA
FH194 TAGGTCTCAATGGACCATCTGCACCAGCCGGGAATC

FH195 GTGGTCTCCCCATTTACCGCCATGTTTCAGAGCTATGCTGGGAACA
FH196 TAGGTCTCAAACTCCTTCTGCACCAGCCGGGAATC

FH197 GTGGTCTCCAGTTTCTGGACTACAGTTTCAGAGCTATGCTGGGAACA
FH198 GTGCGGTCTCCAAACAAAAAAAAAGCACCGACTCGGTGCCACT
FH199 TAGGTCTCACGAAGAGTTCTGCACCAGCCGGGAATC

FH200 GTGGTCTCCTTCGACGGTGTCGAGTTTCAGAGCTATGCTGGGAACA
FH201 TAGGTCTCATACCCCAGCCTGCACCAGCCGGGAATC

FH202 GTGGTCTCCGGTAGAACCAAAGTGTTTCAGAGCTATGCTGGGAACA
FH203 TAGGTCTCATTATCCTGTCTGCACCAGCCGGGAATC

FH204 GTGGTCTCCATAAGCTTTCATTAGTTTCAGAGCTATGCTGGGAACA
FH205 TAGGTCTCACATCCAGACCTGCACCAGCCGGGAATC

FH206 GTGGTCTCCGATGTCGTACCAGAGTTTCAGAGCTATGCTGGGAACA
FH207 TAGGTCTCAGCTTCGACCTGCACCAGCCGGGAATC

FH208 GTGGTCTCCAAGCTGCGCTCCCGGGTTTCAGAGCTATGCTGGGAACA
FH209 TGAAGCCTTTCAGGACATGTAT

FH210 CACTATAGGGCGAATTGGAGA

FH221 TAGAAAAGCCCGCGACTTTC

FH224 ATTAGCTGAGGCGGTTCGAATCT

FH227 TGTAAAACGACGGCCAGTTTTGGCGCTCTCATTATGTAT

FH228 CCTCTCTATGGGCAGTCGGTGATAGGAATCGCAACTTTAAGAGTT
FH230 CCTCTCTATGGGCAGTCGGTGATCATGCCCACAGCATATCCT

FH431 TCCCCATCCCAAAACCCTCG

FH445 TGTTCACCAATCATTGCCAGC

FH447 ATTTACCAGATAAGCATTGGCAA
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Figure S1
pUC19_rice_sgRNA v2 sgRNA1 construct map and insert sequence.
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pUC19_rice_sgRNA v2 sgRNA2 construct map and insert sequence.
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Figure S3
pUC19_rice_sgRNA v2 sgRNA3 construct map and insert sequence.
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pFH11 construct map and insert sequence.
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pFH12 construct map and insert sequence.
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Figure S6
PCR-genotyping of T1 progeny of tabak1-2 TO plant 1 with FH227 + FH228 primers (A) and FH227 + FH230

primers (B).
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Figure S7
TaBAK1-2 allele distribution among T1 progeny of tabak1-2 TO plant 1.
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Figure S8
Protein alignment of the tabak1-2 TO plant 1 A1l allele to the WT.
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Figure S9
Protein alignment of the tabak1-2 TO plant 1 A2 allele to the WT.
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Figure S10
Protein alignment of the tabak1-2 TO plant 1 B1 allele to the WT.
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Figure S11
Protein alignment of the tabak1-2 TO plant 1 B2 allele to the WT.
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PCTWFHVTCNTDNSV IRVDLGNAQLSGALVSQLGQLKNLQYLELYSNNISGT IPLELGNL
PCTWFHVTCNTDNSV IRVDLGNAQLSGALVSQLGQLKNLQYLELYSNNISGT
PCTWFHVTCNTDNSV IRVDLGNAQLSGALVSQLGQLKNLQYLELYSNNISGTN-————--

TNLVSLDLYLNKFTGGIPDTLGQLLKLRFLRLNNNSLSGQIPQSLTNISTLQVLDLSNNN
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Figure S12
Protein alignment of the tabak1-2 TO plant 1 D1 allele to the WT.
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PCTWFHVTCNTDNSV IRVDLGNAQLSGALVSQLGQLKNLQYLELYSNNISGTIPL+ G L
PCTWFHVTCNTDNSV IRVDLGNAQLSGALVSQLGQLKNLQYLELYSNNISGT IPLKGGLL

TNLVSLDLYLNKFTGGIPDTLGQLLKLRFLRLNNNSLSG-—=-======——— === ————
LL +K G L + L
*ENRVL*LCGDKRR*GSLQRLAGNVPRLAQDH*G*RLPR*RT*QTWSVWICT*TNSLAVF

—————————————————————— QIPQSLTNISTLQVLDLSNNNLSGAVPSTGSFSLFTPI
+ ++ o+ F

QTHWGNS*SCDSSVLTTTVFLVKFHNP*P ILAPSKFWIYQTTISLERFHQLARFHSLPL*

SFGNNPNLCGPGTTKPCPGAPPFSPPPPFNPPTPPAAQGDPKTGAIAGGVAAGAAL IFAV
G F P + K + +
VLV 1QIFVARVLRNHVLGHLLFLHLHHS I LQHHPRHKVTLKPEQLLEVLLRVLH*YLLF

PA1GFALWRRRKPEEHFFDVPAEEDPEVHLGQLKRFSLRELQVASDNFSNKN ILGRGGFG
+ + + L o+ ++ + o+ +

LQLDLHCGGDVNLKS ISLMSLLRRIQKCTLAS*RGSH*GSFKLLAITSAIRTF*EEVALE

KVYKGRLTDGTLVAVKRLKEERTPGGELQFQTEVEMISMAVHRNLLRLRGFCMTPTERLL
+ +G +K K+ + + + +

RCTRGD*RMVHW*QLKD*KKNVLLVANSNSKQKSK*LVWQC IGTCFDSVDSA*HLQNGY*

VYPYMANGSVASRLRERGPNEPALEWEKRTRIALGSARGLSYLHDHCDPK I IHRDVKAAN
++ G L +K  + P+ K
SIHTWLTVALHHVCESEGQMSRLLNGKKELGLHWDLPEDCLTCMITV IPRSF IVMSKPQT

ILLDEDFEAVVGDFGLAKLMDYKDTHVTTAVRGT IGHIAPEYLSTGKSSEKTDVFGYGIM
+ + L+ G+ P +
FSWMKTLRRLWVTLDWPSLWTTRTLM*PQPSVERSGILLPSTYPPESPPRRRMFSVTASC

LLEL ITGQRAFDLARLANDDDVMLLDWVKGLLKEKKVEMLVDPDLQSVYVEHEVEALI1QV
L G+ L L KG K ++ ++ +
FWSLSLGRGHSTSHVLQTTTMSCCLTG*KGC*KRRRWRCWWTRTCRACTWSTRWRR*SRW
ALLCTQGSPMDRPKMSEVVRMLEGDGLAERWEEWQKVEVVRQEAELAPRNNDWIVDSTYN
+G P+ G ++ +
RCCARRGRRWTGPRCRRW*GCWRATGWRSAGRSGRRWRWSGRRRSWPRETTTGSSTPPTT
LRAVELSGPR 627
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Figure S13
Protein alignment of the tabak1-2 TO plant 1 D2 allele to the WT.
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1YQTTISLERFHQLARFHSLPL*VLVI IQIFVARVLRNHVLGHLLFLHLHHS ILQHHPRH

LSGAVPSTGSFSLFTPISFGNNPNLCGPGTTKPCPGAPPFSPPPPFNPPTPPAAQGDPKT
P L +
KVTLKPEQLLEVLLRVLH* === = o e e e e e e e e e

GAITAGGVAAGAAL IFAVPAIGFALWRRRKPEEHFFDVPAEEDPEVHLGQLKRFSLRELQV
+ + + L + ++

————————————— YLLFLQLDLHCGGDVNLKSISLMSLLRRIQKCTLAS*RGSH*GSFKL

ASDNFSNKN ILGRGGFGKVYKGRLTDGTLVAVKRLKEERTPGGELQFQTEVEMISMAVHR
+ o+ 4+ + +G +K K+ + + + +

LAITSAIRTF*EEVALERCTRGD*RMVHW*QLKD*KKNVLLVANSNSKQKSK*LVWQCIG
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++ + +G P+ G ++ +
TCRACTWSTRWRR*SRWRCCARRGRRWTGPRCRRW*GCWRATGWRSAGRSGRRWRWSGRR
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Figure S14
Protein alignment of the tabak1-2 TO plant 2 A1l allele to the WT.
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Figure S15
Protein alignment of the tabak1-2 TO plant 2 D1 allele to the WT.
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Figure S16

PCR genotyping of the ta-eif4de TO plants 1 and 2 (cvs Cezanne and Goncourt, respectively). (A) A cartoon
showing positions of sgRNA target sites and PCR primer binding sites within the Ta-e/F4e gene. Exons are
shown in grey, while introns — in red. (B) Results of PCR genotyping with three primer sets.
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Figure S17

PCR genotyping of the ta-eif(iso)4e TO plants 1 and 2 (cvs Cezanne and Prevert, respectively). (A) A cartoon
showing positions of sgRNA target sites and PCR primer binding sites within the Ta-elF(iso)4e gene. Exons are
shown in grey, while introns — in red. (B) Results of PCR genotyping with three primer sets.



ta-eifde

TO Plant 1 (cv Cezanne)

sgRNA1 SgRNA2
h4 v
WT (A) ..AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/ . .19 bp. ./GGGGGAGCACCATCCACCCCATCCACACCTTCTCCAC. ..
+1(A1) [ -RACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/. .19 bp../GGGGGAGCACCATCCACCCCATCCACACCTTCTCCAC. .
+430, -7 (A2) [] ..AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/ . .19 bp. ./GGGGGAGCACCATCCACCCCATCCACACCTTCTCCAC. ..
WT (B) ..AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/ . .19 bp. . /GGGGCAGCACCATCCACCCCATCCACACCTTCTCCAC...
+1(B1) [ .. AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/. .19 bp../GGGGCAGCACCATCCACCCCATCCACACCTTCTCCAC. .
[+517 bp]
+517,-30(B2) [] ..AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGE/ . .19 bp. . /GGGGCAGCACCATCCACCCCATCCACACCTTCTCCAC...
WT (D) ..AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/. .19 bp. . /GGGGGAGCACCATCCACCCCATCCACACCTTCTCCAC...
+1(D1) [ | ..AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/ . .19 bp../GGGGGAGCACCATCCACCCCATCCACACCTTCTCCAC...
-58 (D2) [] ..AACGCCTGGACCTTCTGGTTCGACAACCCGCAGGGC/. .19 bp../GGGGGAGCACCATCCACCCCATCCACACCTTCTCCAC...
sgRNAS5
WT (A) ). £
..AGATAAGCATTGGCAAGCAGTGGARGGAGT TTCTGGACT-ACAAGGACTCCATTGGGTTCATTGTTCATGTGAGTCGCTTGC...
+1(A1) Ml . AGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACTTACAAGEACTCCATTGGGTTCATTGTTCATGTGAGTCGCTTGC. .
[+430 bp]
+430,-7 (A2) [ | . AGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGAC-——————— ACTCCATTGGGTTCATTGTTCATGTGAGTCGCTTGC...
WT (B) ..AGATAAGCATTGGCAAGCAGTGGAAGGAGT TTCTGGACT-ACAGGGACTCCATTGGGTTCATTGTTCATGTGAGTCGCTTGC...
+1(B1) [ . AGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACTTACAGGGACTCCATTGGGTTCATTGTTCATGTGAGTCGCTTGC. .
+517,-30(B2) [ ] ..AGATAAGCATTGGCAAGCAGTGGAAGGAGITTCTGG-—————-=== —_—— —_—— ~ATGTGAGTCGCTTGC...
WT (D) ..AGATAAGCATTGGCAAGCAGTGGARAGGAGT TTCTGGACT-ACAAGGACTCCATTGGGTTCATTGTTCATGTGAGTCGCTTGC...
+1(D1) | . AGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACTTACAAGGACTCCATTGGGTTCATTGTTCATGTGAGTCGCTTGC. .
58(D2) [[] - AGATAAGCAT—— === === GTGAGTCGCTTGC...

TO Plant 2 (cv Goncourt)

WT (A)
+592, -8 (A2)
WT (A1)

WT (B)

-66 (B1)
-21(B2)

WT (D)

WT (D1)
WT (D2)

[ B [ § |

N

Figure S18
Alignments showing CRISPR/Cas-induced indels in Ta-e/F4e homoeologues in two ta-eif4e TO plants (cvs
Cezanne and Goncourt).

sgRNAS
v
. TTATTTACCAGATAAGCATTGGCAAGCAGTGGAACGGAGTTTCTGGACT ACAAGGACTCCATTGGGTTCATTGTTCATGTGAG...
[+592 bp]
mTTATTTACCAGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGM—-------ACTCCATTGGGTTCATTGTTCATGTGAG"

. TTATTTACCAGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACTACAAGGACTCCATTGGGTTCATTGTTCATGTGAG...
..TTATTTACCAGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACT ACAGGGACTCCATTGGGTTCATTGTTCATGTGAG...

DD AT T T A = = — = TCATGTGAG...
..TTATTTACCAGATAAGCATTGGCARGCAGT GGAAGGAGTTT————————————————————— GGGTTCATTGTTCATGTGAG...

..TTATTTACCAGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACTACAAGGACTCCATTGGGTTCATTGTTCATGTGAG...

.. TTATTTACCAGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACTACAAGGACTCCATTGGGTTCATTGTTCATGTGAG...
. TTATTTACCAGATAAGCATTGGCAAGCAGTGGAAGGAGTTTCTGGACTACAAGGACTCCATTGGGTTCATTGTTCATGTGAG...
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B
Ta-elF4e_AWT)
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MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV

AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK I EPKWEDP I CANGGKWT
AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK I EPKWEDP I CANGGKWT
AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK I EPKWEDP I CANGGKWT

1SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISI
1SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISI
1SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISI

GKQWKEFLDYKDS IGFIVHEDAKRSDKGPKNRYTV* 216
GKQWKEFLD + K + P+
GKQWKEFLDLQGLHWVHCS*GCKEV*QRPQEPLHRL 216

MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV

AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK I EPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT

I1SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1CGAVVSVRQKQERVAIWTKNAANEAAQISI
1SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1CGAVVSVRQKQERVAIWTKNAANEAAQ  +
I1SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQTPL

GKQWKEFLDYKDS IGF1VHEDAKRSDKGPKNRYTV* 216
G + ++ +

GSLFMRMQRGLTKAPRTATPFE*ALASSGRSFW--- 213

Protein alignments of the ta-eif4e TO plant 1 A1 (A) and A2 (B) alleles to the WT.
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MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV

AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK T EPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNKTEPKWEDP I CANGGKWT

I1SCGRGKSDTFWLHTLLAMIGEQFDFGDE ICGAVVSVRQKQERVAIWTKNAANEAAQISI
ISCGRGKSDTFWLHTLLAMIGEQFDFGDE 1CGAVVSVRQKQERVAIWTKNAANEAAQISI
I1SCGRGKSDTFWLHTLLAMIGEQFDFGDE ICGAVVSVRQKQERVAIWTKNAANEAAQISI

GKQWKEFLDYRDS IGF 1VHEDAKRSDKGPKNRYTV* 216
GKQWKEFLD + K+ P+
GKQWKEFLDLQGLHWVHCS*GCKEV*QRPQEPLHRL 216

MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV

AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT
AWGSTI S L + AF +E +
AWGSTI1QW*TGQSGPCRLASLASCPATAQYRTRKAAFP*SAAYLEVT IVVHDDEYFTVYN
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI
++ D + V o+ +++ +A
ELTKVKYVTEGMRKPAFLSGEQKKAIVDLLFKTNRKVTDETKKIMKS IPSAERLEPSQDS
GKQWKEFLDYRDS I GF 1'VHEDAKRSDKGPKNRY TV* == === — === - ——

K+ L R ++ H S
PKRNTGKLAIRTCLTYRSHPCTNASSTDLTQTR I*HKHEQK*NYRAL IMDRNADLEKVEP

KHWQAVEGVSG*GCKEV*QRPQEPLHRL 388

Protein alignments of the ta-eif4e TO plant 1 B1 (A) and B2 (B) alleles to the WT.
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Ta-elF4e_D(WT)
Ta-elF4e_T0-1_D1
Ta-elF4e_D(WT)

Ta-elF4e_TO-1_D1

B

Ta-elF4e_D(WT)
Ta-elF4e_TO-1_D2
Ta-elF4e_D(WT)
Ta-elF4e_TO0-1_D2
Ta-elF4e_D(WT)
Ta-elF4e_TO0-1_D2
Ta-elF4e_D(WT)

Ta-elF4e_TO-1_D2

Figure S21
Protein alignments of the ta-eif4e TO plant 1 D1 (A) and D2 (B) alleles to the WT.
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MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV

AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK1EPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNKTEPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK1EPKWEDP I CANGGKWT

I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI

GKQWKEFLDYKDS I GF 1VHEDAKRSDKGPKNRYTV* 216
GKQWKEFLD + K+ P+
GKQWKEFLDLQGLHWVHCS*GCKEV*QRPQEPLHRL 216

MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE IADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV

AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK IEPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK IEPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK IEPKWEDP I CANGGKWT

I SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQI S+
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISM

GKQWKEFLDYKDS IGF1VHEDAKRSDKGPKNRYTV* 216
Q + + F
RMQRGLTKAPRTATPF-———————————————————
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Figure S22
Protein alignment of the ta-eif4e TO plant 2 A2 allele to the WT.
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MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I TAHPLENAWTFWFDNPQGKSRQV

AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT
AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT
AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI
GKQWKEFLDYKDS IGFIVHEDAKRSDKGPKNRY TV* —— === — === — - — o ———

GKQWKEFL+ + + o+ S+ o+
GKQWKEFLELQHWGQMVSPPVS*LSTRRGVRQHKP*TLNPKP*TLTLNPKP*TLNPKP*T

KSKRT*RCLGRSSGGGTL*SGS*TGSTPLGSLFMRMQRGLTKAPRTATPF 410
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Figure S23
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MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV

AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK1EPKWEDP I CANGGKWT
AWGSTIHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK 1 EPKWEDP I CANGGKWT

I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQ
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE I CGAVVSVRQKQERVAIWTKNAANEAAQS*G

GKQWKEFLDYRDS I GF 1VHEDAKRSDKGPKNRYTV* 216
K+ +

CKEV*QRPQEPLHRL~=========== ===~

MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV
MAEDTETRPASAGAEEREEGE I ADDGDGSSAAAAGR I SAHPLENAWTFWFDNPQGKSRQV

AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK1EPKWEDP I CANGGKWT
AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK1EPKWEDP I CANGGKWT
AWGST IHP IHTFSTVEDFWGLYNN IHNPSKLNVGADFHCFKNK1EPKWEDP I CANGGKWT

I SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISI
I SCGRGKSDTFWLHTLLAMIGEQFDFGDE 1 CGAVVSVRQKQERVAIWTKNAANEAAQISI

GKQWKEFLDYRDS IGF1VHEDAKRSDKGPKNRYTV* 216
GKQWKEF FI1VHEDAKRSDKGPKNRYTV
GKQWKEFG------- FI1VHEDAKRSDKGPKNRYTV- 208

Protein alignments of the ta-eif4e TO plant 2 B1 (A) and B2 (B) alleles to the WT.
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ta-eif(iso)de
TO Plant 1 (cv Cezanne)

sgRNA1
v

WT (A) ...GGCGGCGGCGCGACATGGCAGAGGTCGARGCT GCGCTCCCEETGECGECGACAGAGACCCCGGAGGTCGCGGCCGAGA ..

WT (A1) [ ..GGCGGCGGCECGACATGECAGAGETCGARGCTECGCTCCCEETGECGECEACAGAGACCCCGGAGETCGCGGCCGAGA. ..

WT (A2) [ -GGCGGCGGCGCGACATGGCAGAGGTCGARGCTGCGCTCCCGETGECGECGACAGAGACCCCGGAGGTCGCGGCCGAGA...

WT (B) ..GGCGGCGGCGCGACATGGCAGAGGTCGARGCT GCGCTCCCGEGTGGCGGCGACAGAGACCCCGGAGGTCGCGGCCGAGE. .

[+242 bp]

+242,-2 (B1) M . GGCGGCGECGCGACATGGCAGAGETCGARGCTGCGCT-—CGETGGCGECGACAGAGACCCCGGAGETCGCGGCCGAGE. .
WT (B2) [[] ..GGCGGCGGCGCEACATGGCAGAGGTCGAAGCT GCGCTCCCGETGECGECGACAGAGACCCCGGAGGTCGCGGCCGAGE. .

WT (D) ...GGCGGCGGCGCGACAT GGCAGAGGTCGARGCT GCGCTCCCGETGECGGCGACAGAGACCCCGGAGGTCGCCGCCGAGE. .

WT (D1) [ . ceceeeeececeACATEECAGAGETCEARGCTGCGETCCCGETGECGGCGACAGAGACCCCGGAGETCGCCGCCGAGE. .

WT (D2) [ ..GGCGGCGGCGCGACATGGCAGAGGTCGAAGCT GCGCTCCCEETGGCGGCGACAGAGACCCCGGAGGTCGCCGCCGAGE. .

Figure S24

Alignment showing CRISPR/Cas-induced indels in Ta-elF(iso)4e homoeologues in the ta-eif(iso)4e TO plant 1
(cv Cezanne).



ta-elf(iso)de

TO Plant 2 (cv Prevert)

WT (A)

+281, -152 (A1)
-1(A2)

WT (B)
-1/-3/-16 (B1)
-182/+1 (B2)

WT (D)
-1(D1)
77 (D2)

WT (A)

+281, -152 (A1)
-1(A2)

WT (B)
-1/-3/-16 (B1)
-182/+1(B2)

WT (D)
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-77 (D2)

WT (A)
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WT (B)
-1/-3/-16 (B1)
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WT (D)
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-77 (D2)

WT (A)
+281,-152 (A1)
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WT (B)
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WT (D)
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-77 (D2)

WT (A)
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WT (D)
-1(D1)

-77 (D2)

Figure S25
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..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT
..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT
..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT

..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT
..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT
..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAARAGT

..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT
..CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT
.CTGATTTTCATTTATTCAAGGCTGGGGTAGAACCAA-AGT

sgRNA1
...CAAAGGCGGCGGCGCGACATGGCAGAGGTC GA.AGCTGCGC‘I‘CgG-GTGCCGGCGACAGAGACCCCGGAGGTCGCGGCCGAGA
[+281 bp]
wCAARGECGEEGECEC, —~mm—rrmmmm mm e e e e e e e e

..CAAAGGCGGCGGCGCGACATGGCAGAGGTCGARGCTGCGCTC ~CGETEECEECGACAGAGACCCCGGAGGTCGCGGCCGAGA
...CARAGGCGGCGGCGCGACATGGCAGAGGE TCGARGCT GCGCTCCCEETCECGECGACAGAGACCCCGGAGGTCGCGGCCGAGS
..CAAAGGCGGCGGCGCGACATGGCAGAGGTCGARGCTGCECTC ~CGETECCGECECACAGAGACCCCGGAGGTCGCGGCCGAGE
...CARAGGCGGCGGECGCGACAT GGCAGAGG TCGARG Cm == = == = = = e e e

...CAAAGGCGGCGGCGCGACATGGCAGAGGTCGAAGCTGCGCTCCCGETEECGEGCGACAGAGACCCCGGAGGTCGCCGCCGAGG
...CAAAGGCGGCGGCGCGACATGGCAGAGGTCGAAGCTGCGCTC-CGETGECGGCGACAGAGACCCCGGAGGTCGCCGCCGAGG

GCGACGCCGGTGCGGCCGAGGCGAAGGGGCCGCACAAGCTGCAGCGGCAGTGGACCTTCTGGTACGACATCCAGACCAAGCC

GCGACGCCGGTGCGGCCGAGGCGAAGGGGCCGCACAAGCTGCAGCGGCAGTGGACCTTCTGGTACGACATCCAGACCAAGCC

GCGACGCGGGTGCGGCCGAGGCGAAGGGGCCGCACAAGCTGCAGCGGCAGTGGACCTTCTGGTACGACATCCAGACCAAGCC
GCGACGCGGGTGCGGCCGAGGCGAAGGGGCCGCACAAGCTGCAGCGGCAGTGGACCTTC T~~~ ACGACATCCAGACCAAGCC

GCGACGCGGGTGCGGCCGAGGCGAAGGGGCCGCACAAGCTGCAGCGGCAGTGGACCTTCTGGTACGACATCCAGACCAAGCC
GCGACGCGGGTGCGGCCGAGGCGRAAGGGGCCGCACAAGCTGCAGCGGCAGTGGACCTTCTGGTACGACATCCAGACCAAGCC
GCGACGCGGGTGCGGCCGAGGCGAAGGGGCCGCACAAGCTGCAGCGGCAGTGGACCTTCTGGTACGACATCCAGACCARGCC

sgRNA3

ACCTCGCTCAAAAAGGGCTACACCTTCGACACCGTCGAAGAGTTCTGGTGGTACGTGCGCGCG...

CAAGCCCGGCGCCGCCT
===GCCCGGCGCCGCCTGGGGCACCTCGCTCARAAAGGGCTACACCTTCGACACCGTCGRAGAGT TCTGGTGGTACGTGCGCGCG...
CAAGCCCGGCGCCGCCTGGGGCACCTCGCTCAAAAAGGGCTACACCTTCGACACCGTCGAAGAGTTCTGGTGGTACGTGCGCGCG...

CAAGCCCGGCGCCGCCTGGGGCACCTCGCTCARAAAAGGGCTACACCTTCGACACCGTCGAAGAGT TCTGGTGGTACGTGTGCGCG...
CAAGCCCGGCGCCGCCTGGGGCACCTCGCTCAAAAAGGGCTACACCTTCGACACCGTCGAAGAGT TCTGGTGGTACGTGTGCGCG..
CGTCGAAGAGTTCTGGTGGTACGTGTGCGCG...

CAAGCCCGGCGCCGCCTGGGGCACCTCGCTCAAAAAGGGCTACACCTTCGACACCGTCGAAGAGT TCTGGTGGTACGTGTGCGLCG...
CAAGCCCGGCGCCGCCTGGGGCACCTCGCTCAAAAAGGGCTACACCTTCGACACCGTCGAAGAGTTCTGGTGGTACGTGTGCGCG. ..
CAAGCCCGGCGCCGCCTGGGGCACCTCGCTCAAAAAGGGCTACACCTTCGACACCGTCGAAGAGTTCTGGTGGTACGTGTGCGCG...

sgRNA4

AAGATCCAGAGTGTGCAAATGGGGG...
AAGATCCAGAGTGTGCAAATGGGGG...
AAGATCCAGAGTGTGCAAATGGGGG...

AAGATCCAGAGTGCGCAAATGGGGG...
AAGATCCAGAGTGCGCAAATGGGGG...
AAGATCCAGAGTGCGCAAATGGGGG...

AAGATCCAGAGTGCGCAAATGGAGG...
AAGATCCAGAGTGCGCAAATGGAGG...
AAGATCCAGAGTGCGCAAATGGAGG...

sgRNAS5
...AGTGTTCGCCAGAGACAGGATAAGCTTTCATTA' ACTAA ..
L AGTGTTCGCCAGAGACAGGATAAGCTTTCATTA ACTAA ..
...AGTGTTCGCCAGAGACAGGATAAGCTTTCATTA ACTAA..
..AGTGTCCGCCAGAGACAGGATAAGCTTTCATTA ACTAA..
AGTGTCCGCCAGAGACAG———————————————— ACTAA..
...AGTGTCCGCCAGAGACAGGATAAGCTTTCATTA ACTAA..
...AGTGTCCGCCAGAGACAGGATAAGCTTTCATTA ACTAA..
...AGTGTCCGCCAGAGACAGGATAAGCTTTCATTA' ACTAA ..
..AGTGTCCGCCAGAGACAGGATAAGCTTTCATTA ACTAA..

Alignment showing CRISPR/Cas-induced indels in Ta-elF(iso)4e homoeologues in the ta-eif(iso)4e TO plant 2

(cv Prevert).



Ta-elF(iso)4e_BWT)
Ta-elF(iso)4e_TO0-1_B1
Ta-elF(iso)4e_BWT)
Ta-elF(iso)4e_TO0-1_B1
Ta-elF(iso)4e_BWT)
Ta-elF(iso)4e_TO0-1_B1
Ta-elF(iso)4e_BWT)
Ta-elF(iso)4e_TO0-1_B1
Ta-elF(iso)4e_BWT)

Ta-elF(iso)4e_TO0-1_B1

Figure S26
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MAEVEAAL — =~ === - == — oo P o
MAEVEAAL P
MAEVEAALSPVPVTSSSLLSRRRADETLPQHSAGS*VRGTSLS*TCADHGGAVLFFLFH*

----------------------------- VAATETPEVAAEGDAGAAEAKGPHKLQRQWT
VAATETPEVAAEGDAGAAEAKGPHKLQRQWT
IWEH 1V* 1 SEQF*KFHDLF*NQDFF*KNSVAATETPEVAAEGDAGAAEAKGPHKLQRQWT

FWYD1QTKPKPGAAWGTSLKKGYTFDTVEEFWCLYDQ I FRPSKLVGSADFHLFKAGVEPK
FWYDI1QTKPKPGAAWGTSLKKGYTFDTVEEFWCLYDQ I FRPSKLVGSADFHLFKAGVEPK
FWYDI1QTKPKPGAAWGTSLKKGYTFDTVEEFWCLYDQ I FRPSKLVGSADFHLFKAGVEPK

WEDPECANGGKWTV 1 SSRKANLDTMWLETCMAL 1GEQFDESQE 1 CGVVASVRQRQDKLSL
WEDPECANGGKWTV 1 SSRKANLDTMWLETCMAL 1GEQFDESQE I CGVVASVRQRQDKLSL
WEDPECANGGKWTV 1 SSRKANLDTMWLETCMAL 1GEQFDESQE I CGVVASVRQRQDKLSL

WTKTASNEAVQVD I GKKWKEV IDYNDKMVYSFHDDSRSQKPSRGGRYTV* 210
WTKTASNEAVQVD I GKKWKEV IDYNDKMVYSFHDDSRSQKPSRGGRYTV*
WTKTASNEAVQVD I GKKWKEV IDYNDKMVYSFHDDSRSQKPSRGGRYTV* 290

Protein alignment of the ta-eif{iso)4e TO plant 1 B1 allele to the WT.
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A

Ta-elF(iso)4e_AWT)
Ta-elF(iso)4e_T0-2_Al
Ta-elF(iso)4e_A(WT)
Ta-elF(iso)4e_T0-2_Al
Ta-elF(iso)4e_AWT)
Ta-elF(iso)4e_T0-2_Al
Ta-elF(iso)4e_A(WT)

Ta-elF(iso)4e_T0-2_Al

B

Ta-elF(iso)4e_A(WT)
Ta-elF(iso)4e_T0-2_A2
Ta-elF(iso)4e_A(WT)
Ta-elF(iso)4e_T0-2_A2
Ta-elF(iso)4e_A(WT)
Ta-elF(iso)4e_T0-2_A2
Ta-elF(iso)4e_A(WT)

Ta-elF(iso)4e_T0-2_A2

Figure S27
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———————— MAEVEAALPVAATETPEVAAESDAGAAEAKGPHKLQRQWTFWYD IQTKPKPG
+ + S A Q
MALMMSFLRKS ICRFSSSGKRR*TDRGTPSRMLATSPAIRDSTNVQNAVSTTSAESFAFF

AAWGTSLKKGYTFDTVEEFWCFFGSLYDQ I FRPSKLVGSADFHLFKAGVEPKWEDPECAN
++W ++ ++ + o+ + F +

SSWASARRRLGHLAQKGLHLRHRRRVLVLV*SDFPSE*AGRKC*FSF1QGWGRTKVGRSR

GGKWTVI1SSRKANLDTMWLETCMAL IGEQFDESQE I CGVVASVRQRQDKLSLWTKTASNE
KW + +G + + G+ R + +
VCKWGQMDCD 1*QEGQS*YHVA*NVYGSDWRAVR*EPGNLWCCR*CSPETG*AF IMD*DC

AVQVD IGKKWKEV IDYNDKMVYSFHDDSRSQKPSRGGRYTV*--- 214
G W+E+ R + S +
Q**SCSGGHWQEMEGGY*LQ**DGLQLPR*LEKSETKQRWTIHRV 225

MAEVEAALPVAATETPEVAAESDAGAAEAKGPHKLQRQWTFWYD IQTKPKPGAAWGTSLK
MAEVEAAL + +G + PP K
MAEVEAALRWRRQRPRRSRPRATPVRPRRRGRTSCSGSGPSGTTSRPSPSPAPPGAPRSK

KGYTFDTVEEFWCFFGSLYDQ I FRPSKLVGSADFHLFKAGVEPKWEDPECANGGKWTVIS
+ + ++ L+ F + G + G
RATPSTPSKSSGACMIRFSVRVSW*EVL I ----F1YSRLG*NQSGKIQSVQMGANGL*YL

SRKANLDTMWLETCMAL 1 GEQFDESQE I CGVVASVRQRQDKLSLWTKTASNEAVQVDIGK
+ + L L+ + +++  + + + + + o+ o+ +

AGRPILIPCGLKRVWL*LESSSMRARKFVVLSLVFARDRISFHYGLRLPVMKLFRWTLAR

KWKEV IDYNDKMVYSFHDDSRSQKPSRGGRYTV* 214
+ ++ + o+ + o+

NGRRLLTTMIRWSTASTMTREVRNQAEVDDTPC- 209

Protein alignments of the ta-eif{iso)4e TO plant 2 A1 (A) and A2 (B) alleles to the WT.
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A
Ta-elF(iso)4e_B(WT)
Ta-elF(iso)4e_T0-2_B1
Ta-elF(iso)4e_B(WT)
Ta-elF(iso)4e_T0-2_B1
Ta-elF(iso)4e_B(WT)
Ta-elF(iso)4e_T0-2_B1
Ta-elF(iso)4e_B(WT)

Ta-elF(iso)4e_T0-2_B1

B

Ta-elF(iso)4e_BWT)
Ta-elF(iso)4e_T0-2_B2
Ta-elF(iso)4e_BWT)
Ta-elF(iso)4e_T0-2_B2
Ta-elF(iso)4e_BWT)
Ta-elF(iso)4e_T0-2_B2
Ta-elF(iso)4e_BWT)

Ta-elF(iso)4e_T0-2_B2

Figure S28
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MAEVEAALPVAATETPEVAAEGDAGAAEAKGPHKLQRQWTFWYD 1QTKPKPGAAWGTSLK
MAEVEAAL +G + S +
MAEVEAALRWRRQRPRRSRPRATRVRPRRRGRTSCSGSGPSTTSRPSPSPAPPGAPRSKR

KGYTFDTVEEFWCLYDQ I FRPSK-LVGSADFHLFKAGVEPKWEDPECANGGKWTV ISSRK
+ o+ C+ RS V + K+ + G ++ R
ATPSTPSKSSGACMIRFSVRVSW*EVLIF1YSRLG*NQSGKIQSAQMGANGL*-YLAGRP

ANLDTMWLETCMAL IGEQFDESQE 1 CGVVASVRQRQDKLSLWTKTASNEAVQVD I GKKWK
+ + L ++ ++ SRR ++ S G+ W+
ILIPCGLKRVWL*LESSLMKARKFVVLLLVSARDRD*--DCQ*RSCS---—--—- GRHWQ

EVIDYN-DKMVYSFHDDSRSQKPSRGGRYTV*-- 210
E+ + + +K R+T+
EMEGGD*LQ**DGLQLPR*LKKSETKQRWT IHGV 203

MAEVEAALPVAATETPEVAAEGDAGAAEAKGPHKLQRQWTFWYD 1QTKPKPGAAWGTSLK
MAEVEA V + +E A K + W + + AG
MAEVEARRRVLVLV*SDFPSE*----AGRKC*FSF1QGWGRTKSGK 1QSAQMGANGL*YL

KGYTFDTVEEFWCLYDQ I FRPSKLVGSADFHLFKAGVEPKWEDPECANGGKWTV I SSRKA
G RP L G+ W E + ++ 4R
AG-————mmmmmmmmmme RP——————— - ILIPCGLKRVWL*LESS—---—— LMKAR--
NLDTMWLETCMAL I GEQFDESQE I CGVVASVRQRQDKLSLWTKTASNEAVQVD I GKKWKE
+ L + | + R + L+ T+ +
KFVVLLLVSARDRISFHYG-——-————————— LRLPVMKLFR*TLARNGRR* -~ ——~— LTT

VIDYNDKMVYSFHDDSRSQKPSRGGRYTV* 210
+1 ++ + + R+0Q R
MIRWS--TASTMTQEVRNQAEVDDTRC--- 149

Protein alignments of the ta-eif{iso)4e TO plant 2 B1 (A) and B2 (B) alleles to the WT.
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A
Ta-elF(iso)4e_D(WT)
Ta-elF(iso)4e T0-2_D1
Ta-elF(iso)4e_D(WT)
Ta-elF(iso)4e T0-2_D1
Ta-elF(iso)4e_D(WT)
Ta-elF(iso)4e T0-2_D1
Ta-elF(iso)4e_D(WT)

Ta-elF(iso)4e_T0-2 D1

B

Ta-elF(iso)4e_D(WT)
Ta-elF(iso)4e_T0-2_D2
Ta-elF(iso)4e_D(WT)
Ta-elF(iso)4e_T0-2_D2
Ta-elF(iso)4e_D(WT)
Ta-elF(iso)4e_T0-2_D2
Ta-elF(iso)4e_D(WT)

Ta-elF(iso)4e_T0-2_D2

Figure S29
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MAEVEAALPVAATETPEVAAEGDAGAAEAKGPHKLQRQWTFWYD 1QTKPKPGAAWGTSLK
MAEVEAAL +G + PP K
MAEVEAALRWRRQRPRRSPPRATRVRPRRRGRTSCSGSGPSGTTSRPSPSPAPPGAPRSK

KGYTFDTVEEFWCLYDQ I FRPSKLVGSADFHLFKAG--VEPKWEDPECANGGKWTV ISSR
+ + + F + G K+ + G ++ R
RATPSTPSKSSGACMIRFSVRVSW*EVLIF1YSRLG*NQSGK 1QSAQMEANGL*-YLAGR

KTNLDTMWLETCMAL 1GEQFDESQE I CGVVASVRQRQDKLSLWTKTASNEAVQVD I GKKW
+ + L ++ ++ SRR + + + + +

PILIPCGLKRVWL*LESSSMKARKFVVLLLVSARDRIS-FHYGLRLPVMKLFRWTLARNG
KEV IDYNDKMVYSFHDDSRSQKPSRGGRYTV* 210

+ ++ + o+ + o+
RRLLTTMIRWSTASTMTQEVRNQAEVDDTPS- 209

MAEVEAALPVAATETPEVAAEGDAGAAEAKGPHKLQRQWTFWYD IQTKPKPGAAWGTSLK

VvV o+ FY + G ++
-——-MIRFSVRVSW* - - —— - - ————— EVLIF1YSRLG*NQSGKIQSAQME
KGYTFDTVEEFWCLYDQ I FRPSKLVGSADFHLFKAGVEPKWEDPECANGGKWTV I SSRKT

LG L G++ W E + S +
ANGL*-———————————————— YLAGRP--ILIPCGLKRVWL*LESS-—---—--- SMKAR
NLDTMWLETCMAL I GEQFDESQE ICGVVASVRQRQDKLSLWTKTASNEAVQVD I GKKWKE
+ L + 1 + +R KL WT + + + W
KFVVLLLVSARDRISFHYG---———————— LRLPVMKLFRWTLARNGRRLLTTM-1RWST
VIDYNDKMVYSFHDDSRSQKPSRGGRYTV* 210
++ D
ASTMTQEVRNQAEVDDTPS-——-——————- 135

Protein alignments of the ta-eif(iso)4e TO plant 2 D1 (A) and D2 (B) alleles to the WT.
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