NIAITRI | J

NIAITR2 | I { |
NIAITR3 | |

NIAITR4 | |

NtAITRS | |

NIAITRG | J

NIAITR7 | } { ]
NIAITRS | |

Figure S1. Diagram of gene structure of NtAITRS.

Boxes indicate exons, and lines indicate introns.

Name p-value Motif Locations

1 1.37e-146 . T | [

2 6.50e-128 [ I @ 42

3 1.53e-143 — [T I 2.

4 1.35e-138 T I 2 Em

5 297e-108 T | [
6 8.0%e-111 — | I |
7 367e.127 T [ I

8 707e.139 | I

Motif Symbol Motif Consensus

1. I ESWVMVDGITNTLVDGEALGSTDTEKMKNLEADTCPGLISDGLDRVRWVN
2. ] AGGPQDTTIMNRIMLRFRPIAPKPVAGGSGPGSTPETEKIE

3. [ KNSRTMPCDVWEMDFGG

4. M FAWRFDAKAALSLGR

5 3 VSKRRVERKYVRVEENSKCKN

Figure S2. Conserved domains in NtAITRs.
Motif analysis was performed using MEME.
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TCATGGGTGATGGTGGATAPPNATGACAAACACGTTGGTAGATGGAGAAGC
TCATGGGTGATGGTGGATAPPVA TG CAAACACGTTGGTAGATGGAGAAGC
ICHIGCGIGATGGIGCAH@GTAIGACAAA-A crricracar GAGAAGC
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N TTAGGAAGTACHGATAMNGAGAAGATGAAGAATC TGAGHGACACT
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NtAITR1

NtAITR3

NtAITR2 4

NZWNCERGCATGGTGGTG 731
NtAITR4 G&TGGTGGTG GGTTAGTTTTGAAGGAGAA&——' 71¢
NtAITRS I 718
NtAITRS 82(
NtAITR6 802
NtATTR1 TTTGE————CAGCTTTTGCATGCACTGT" : ; SNWNWNT - - - - - - - 74¢
NtAITR3 GCC- - - - - - - AGCTTITTIGCATGCACTGTENAGGENT ! > TAT AR 74:
NtAITR2 GCC- - - - - - - AEHTTTIGCATGCACTGTCAGGGTAGTGTATACATIGAAG 741
NtAITR7 ACCTG————CAGCTTTTGCATGCAETCTGAGGETAGTGTATACATGGAAG 7
NtAITR4 - - - - - - - - - CAGCTTTICCATCCACTCTCAGECTTGIETATACA- 75¢
NtAITRS E ; AN CAGCTTTTGCATGCACTGTGAGENAGTINGTGTATACAE 76¢
NtAITRS ENA AE G C Al > C = >G G S AENAE 87C
NtAITR6 ENA AE 85%
NtAITR1 - - - - - GAAEBCACTCACE\GACAATGCCGTIGTGATGTGTGGAAGATGGATT TES

NtAITRY - - - - - GAAEBCACTCACMGACAATGCCGTGTGATGTGTGGAAGATGGATT TEN
NtATTR2 ; '-ZAAACAATQCCCTGTGATGTGTGGAAGATGGAEIT 78¢
7V A A TAAGAAARNACTCAC[NACAATGCCHTGTGATGTGTGGAANA TGGAET T
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NtAITRS LN G ;
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NtATTR6

BIEVN A TGGAGGATTATTTGCATGGAGATTTGATGCTAAENGCTGCACTTAGTTTGGERRS
IEVNE I TCCAGGATTATTTGCATGGAGATTTGATGCTAAR\GCTGCACTTAGT T TG GRS

NtAITR2 sGAGG IGCAIGGAGGIIGAICTAAG CIGACITACIIGG 83:
NtATTR7 :GAGG TGCATGGAGGTTTGATHCTAARGCTGCACTTAGHTTCCGEE
NtATTR4 :GAGG TGCATGGAGATTTGATGCTAAGGCTGCACTTAMTTTG G
NtATTRS :GAGG IGCAIGGAGAIIIGAIGCTAAGCIGCA( TTAGT T TGGJRH
NtAITRS :GAGGATE TGCATGGAGGTTEHGATRACNaAceccHGCclcC Xel o

NtAITRo >GoG G 2 TGCATGGAGGTT[EG A TEVCEYA ! "n - CgyC > G RN

NtATTR1 852
NtATTR3 846
NtAITR2 843
NtAITR7 882
NtAITR4 864
NtAITRS 873
NtATITRS 972
NtAITR6 954

Figure S3. CDS sequences alignment of NtAITRs.

Sequence alignment was performed using BioEdit. Identical nucleotides were shaded in
black.



Table S1. Primers used in this study

Primer

Sequence 5°-3°

NtAITR1/3-NdelF
NtAITR1/3-SaclR
NtAITR5/6-NdelF
NtAITRS5/6-SaclR
NtAITR2-NdelF
NtAITR2-SaclR
NtAITR4-NdelF
NtAITR4-SaclR
NtAITR7-NdelF
NtAITR7-SaclR
NtAITR8-NdelF
NtAITR8-SaclR
NtAITR1-F
NtAITR2-F
NtAITR3-F
NtAITRS-R
NtAITR6-R
NtPYL7-F
NtPYL7-R
PP2CA-F
PP2CA-R
NtGAPHD-F
NtGAPHD-R
Pps-GGL
AtU6-1-sgRNA1-
gRT-sgRNA1+
Pgs-GG2

Pps-GG2
AtU6-26-sgRNA2-
gRT-sgRNA2+
Pgs-GG3

Pps-GG3
AtU6-29-sgRNA3-
gRT-sgRNA3+
Pgs-GG4

Pps-GG4
AtU6-1-sgRNA4-
gRT-sgRNA4+
Pgs-GGR

CAACATATGGACGGTGGAAATGGTTG
CAAGAGCTCAACGACCCAAACTAAGTGC
CAACATATGGATGGTAGAGGAGGGTG
CAAGAGCTCCTACCGGCCCAAAGAGAGAG
CAACATATGGATGTTGGGGATGGTGG
CAAGAGCTCTTAACAACCCAATCTAAGTACAG
CAACATATGGACATCGAAAACAATTGG
CAAGAGCTCAAATCCCCAAAGTAAGTGC
CAACATATGGATGTTGAGAATAGTGG
CAAGAGCTCTTAACGACCCAAGCTAAGTGCAG
CAACATATGGACGTCGGAAACAATTGG
CAAGAGCTCAAATCCCCAAACTAAGTGC
GTTTTAACAGAAGGATC
TGAAGAAGTTTAATGATAATGGAAG
CGATGTTTTAGCCGTAG
TTATCATTATTATTATTCCCTTG
CAACTGACTATTATCATTACTA
ATGCTTCCCAATAGTCAGA
CGGACTTCACGGAGAGTA
GCTGGTGATAATAATCTGTC
AGACGATAATCTTCTCGGA
TGGGTGTCAACGAGAAGGAA
TCTGGGTGGCAGTAAGGGA
TTCAGAggtctcTctcgACTAGTATGGAATCGGCAGCAAAGG
CCGGCGACCGGTTTAGGTGCaatcactacttcgtet
CACCTAAACCGGTCGCCGGgttttagagctagaaat
AGCGTGggtctcGtcagggTCCATCCACTCCAAGCTC
TTCAGAggtctcTctgacacTGGAATCGGCAGCAAAGG
TCTTCCACACATCACACGGCaatcactacttcgacte
CCGTGTGATGTGTGGAAGAgttttagagctagaaat
AGCGTGggtctcGtettcacTCCATCCACTCCAAGCTC
TTCAGAggtctcTaagacttTGGAATCGGCAGCAAAGG
CCAGCGGCTGGTTTAGGAGCaatctcttagtcgact
CTCCTAAACCAGCCGCTGGgttttagagctagaaat
AGCGTGggtctcGagtectt TCCATCCACTCCAAGCTC
TTCAGAggtctcTgactacaTGGAATCGGCAGCAAAGG
TTCTCCACACATCACACGGCaatcactacttcgtct
CCGTGTGATGTGTGGAGAAgttttagagctagaaat
AGCGTGggtctcGaccgACGCGTATCCATCCACTCCAAGCTC




