Mtz 1 3149515%

Supplementary table 1 Primer information

CIEVEAY S Xof 1 3 [R] FHHE R #/
Primer name Gene id Sequence information (5°-3”) Notes
TaPRX/IB-F ATGGCCATGGGTTCTGCTTC
TaPRXI/B-R COETAS TCACGAGTTCACCTTGGAGC R
TaZC3H12-F XM_04450 ATGGTTATAAATACCGGGGTCCG oy
TaZC3H12-R 3181 TTAGGAGGCGTACGCAGAC
TaPRXI/B-gF TCGACGTTCTACGACACGTC
TaPRXI/B-gR COETAS GGACCCGCGTTTTGTTCCA GPCR 311

TaZC3H12-gF XM_04450 TCCGTGGGCAAACTCATCAT
TaZC3H12-gR 3181 ACATTCAGGTTGTCCCACCC GPCR 311
TaEF-/a-qF TGGTGTCATCAAGCCTGGTATGGT
TaEF-/a-gR Ms0077 ACTCATGGTGCATCTCAACGGACT WESI)
TaPRXI/B-BD-F COETAS ATGGAGGCCGAATTCCCGATGGCCATGGGTTCTGCTTC pGBKT7-T
TaPRXI/B-BD-R AGGTCGACGGATCCCCGGTCACGAGTTCACCTTGGAGCAG aPRXIIB
TaZC3H12-AD-F  XM_04450 GCCAGTGAATTCCACCCGATGGTTATAAATACCGGGGTCCG pGADT7-
TaZC3H12-AD-R 3181 GTATCGATGCCCACCCGGTTAGGAGGCGTACGCAGAC TazZC3H12
TaZC3H12-wfVF  XM_04450 TAATTAACCCGGGGCGCTCAACAATACTATGGAACTTCTCG BSMV-Ta
TaZC3H12-wfVR 3181 GCTAGCTGAGCGGCCGTAGAACTTGCAGAGCTCTTCG ZC3H12
TaZC3H12-wfF XM_04450 TAGCGCTACCGGTCGATGGTTATAAATACCGGGGTCCG pCamA-Ta
TaZC3H12-wfR 3181 CCCGGTACCCGGGGAGGAGGCGTACGCAGACC ZC3H12
TaPRXI/B-N-F ATCGAGGACGCCGGCGGATCCATGGCCATGGGTTCTGCTTC nYFP-TaP
TaPRX//B-N-R COETAS ACGAAAGCTCTGCAGGTCGACTCACGAGTTCACCTTGGAGC RX1IB
TaZC3H12-C-F XM_04450 ATTACAGGTACCCGGGGATCCATGGTTATAAATACCGGGGTCCG  cYFP-Taz
TaZC3H12-C-R 3181 CACGCTGCCACCGCCGTCGACGGAGGCGTACGCAGAC C3H12
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Supplementary table 2 Candidate interacting proteins identified through Y2H

P

Number

NCBI %35
Accession

YIREHIA

Description

0o N o o B W DN

XM_044503181.1

XM_044503258.1
XP_044437313.1
XP_044407141.1
XP_044404910.1
XP_044371518.1
XP_044365307.1
XP_044333083.1

12 like
Pt R E g 1 254 metacaspase 1 like

& UBX £tk 2 11 plant UBX domain containing protein 8 like
E3 {2 R A& R:E UPL3 2§ E3 ubiquitin protein ligase UPL3 like

4B A Dnal 25 chaperone protein DnaJ like
R S 3 B 1 hypersensitive induced response protein 1

NBR1 % [/ [Fl &4 protein NBR1 homolog

¥ CCCH £y & B A 12 24 T X2 zinc finger CCCH domain containing protein

B A AAIER 7P 328 general negative regulator of transcription subunit 3 like




TaPRXIIB:

B pGBKT7: ! TuPRXIIBATGGCCATGGGTTCTGCTTCTTGCATTTCTCTGGTGGTGCTCGTGGC TCTGGCCACGGCGGCGTCGGEGCAGC TGTCATCGACGTTCTACGACACGTCGTGCCCC 105
TuPRXIIBATGGCCATGGGTTCTGETTCTTGCAT TTCTCTGGTGGTGC TCGTGGE TC TGGCCACGGCGGCGTCEGEGCAGC TGTCATCGACGT TCTACGACACGTCGTGCCCE 105

TuPRXIIBAGGGCTCTGGGCAGCATC AAGAGCGGCGTGGCSGGCGCCGTGAGCAGCGACCCCCGC ATGGGTGCCTCCCTGE TCAGGCTECAGT TCGAGGAGTGCTTTGTGGAA 210
TuPRXIIBAGGGCTCTGGCCACCAT TGGGTGCCTCCCTGCTCAGGCTGCACTTCCACGACTGCTTTGTCCAA 210

PRXIIBGGCTGTGATGCATCTGTTCTGCTGTCTGGCATGGAACAAAACGCGGGTCCGAACGTGGGGTCGE TGAGGGGCT TCAGCGTCATCGACAGCATCAAGACCCAGCTG 315
PRXIIBGGCTGTGATGCATCTGTTCTGCTGTCTGGCATGGAACAAAACGCGGGTCCGAACGTGGGGTCGC TGAGGGGCT TCAGCGTCATCGACAGCATCAAGACCCAGCTG 315

PGBKT7:

pGBKT7: | JuPRXIIBGAGAGTATATGCAAGCAGACCGTCTCCTGCGECGACATCCTCACCGTCGECGCCCGCGACTCCGTTGTTGCCCTTGGAGGGCCGTCATGGACTGTTCCACTCGGG 420
TaPRXIIBGAGAGT ATATGCAAGCAGACCGTCTCCTGCGCCGACATCCTCACCGTCBCCGCCCGCGACTCOGTTGTTGCCCTTGGAGGECCGTCATGGACTGTTCCACTCGGG 420
pGBKT7: JuPRXIIB A T A . TCGCT. AACAGTGACCTCCCT! TCTAGCCGGTCACAGC TCGAGGCTGCGTTCCTCAAGAAGAACCTT 525
TaPRXIIB A TGG AGCGGCTCGG TGGCGAACAGTGACCTCCCT TCTAGCCGGTCACAGG TCGAGGCTGCGTTGCTCGAAGAAGAAGGTT 525

PRXIIBAACACGGTCGACATGGTCGCGC TCTCAGGCGCGCACACCATCGGGAAGGCCCAGTGCTCCAACT TCCGGAATCGGATC TACGGCGGTGACACCAACATCAACACT 630
TuPRXIIBAACACGGTCGACATGGTCGCGCTCTCAGGCGCGCACACCATCGGGAAGBCCCAGTGCTCCAACTTCCGGAATCGGATCTACGGCGGTGACACCAACATCAACACT 630

PGBKTT

PRXIIBGCCTTCGCCACGTCTCTCAAGGCCAACTGCCCCCAGTS AACAGCAACCTGGCGAACCTGGAC ACGACGCCCAACGCGTTCGACAACGCCTACTAC 735
TaPRXIIBGECTT TETET, TGCCCCCAGT AACCTGGCGAACCTGGAC CAACGCGTT TACTAC 735

.I".'\’XIH]ACCAACCTCC TGI’CAC AGAAAGGGCTCCTGCACTCGGACCAGGTGCTCTTCAATAACGACACCACCGACAACACCGTCCGCAACT TCGCGTCCAACBCCGLGGEE B40
TaPRXIIBA TCCTGCACT! TGCTCTTCAATAACGACACCACCGACAACACCGTCCGCAACTTCGCGTCCAACGCCGCGGEC B40

pGBKTT:

pGBKTT:

pGBKTT:

TaPRXIIBTTCAGCAGCGCCT TCACGACGGCCATGAT TAAGATGGGAAACAT AGATCAGGCTCAGCTGCTCCAAGGTGAACTCGTGA 845
BT CACCACCOCCT TCA GG ACEOCEAT GAT T AAGAT COOAAACATCOCBEEOe TEACCOGOALEAOOCCAGATC AL TEAGETGETCEARGET GAACTCATOA 048

: IRAETEELACEk; B: FHIEExt.
A: Agarose gel electrophoresis. B: Sequence alignment.
FiE 1 pGBKT7-TuPRXIIB B B At
Fig. S1 Construction of the pGBKT7-TaPRXIIB bait plasmid

TGGTTATAAATACCGGGGTCCGTGGGCAAACTCATCATCAGACGAT TATGCAATCTGGGCCATATCCTGTGCGGCCAG 136
TGGTTATAAATACCGGGGTCCGTGGGCAAACTCATCATCAGACGAT TATGCAATCTGGGCCATATCCTGTGCGGECAG 136

GGAACCGGAC TGCACC TAC TACCTCAGGAC TGGAT TGTGCAGG! CGGCTATTGCCTC ATCC m
A COGACT GCACCTACTACCTCAGOACT GOATTGT OCAGOT TCOGCATOAGET GCAGOT TCARTCACCCTCAGGACAGGAAT ACGOCTATTOCCTE TATCCT m

\CAACCTGAATGTCAGTACTATC TGAAGAC TGGAACATGCAAGT TTGGGCCT TCCATCACCCT G TGGTGCAGCTAAACACAT TGGGATATCCACTTCGACCG 408
\CAACCTGAATGTCAGTACTATC TGAAGAC TGGAACATGCAAGT TTGGGCCT, TCCATCACCCT. TGGAA TAAACACATTGGGATATCCACTTCGACCG 408

ATGAAAGGGAGTGTGCATACTACT TAAAAACGGGACAGTGTAAATATGGGAATACATGTAAAT TTAACCATCCAGAAAT TTTCAATGCGGTGGCTTCTICACGTGGTTCCCCTATTTATCCTCCTGTACATAACT 544
ATGAAAGGGAGTGTGCATACTACT TAAAAACGGGACAGTGTAAATATGGGAATACATGT AAATTTAACCATCCAGAAAT TTTCAATGEGGTGGCTTCTTCACGTGGTTCCCCTATTTATCCTCCTGTACATAACT 544

TGGAAGCACCGGTCCAGAT TCCTATACTGGAACAATGGCAAGE TGGACT T TCTTTCAT TTCAAACTATACACCGATGATTGTACCACAGGGICTTGTTCA 680
TCCTATAC TGGACTT TCTTTCAT T OATGOCARAGTCCTTCAAACT ATACACCOATGAT T GTACCACAGGGTCTTOTTCA 560

ACCAAACTGGAACTCATATCCTGGCCAAATGGTAGCTGTTTCATCTCC TGAGAGTCGACTACAGTCTCCAGGGGC TCAACAATACTATGGAACT 816
TGGAACTCATATCC TG TTTCATCT GO TOAGACTCOACT ACAGTCTCEAGGGGETEAACAAT AC T ATGGAACTTCTCOACAAGATGAAGECAGTGEAGGAAATCAGOGAATS. 816

PGADTT: ! TaZ( 3H12 CAATCACCCTACAGATCCAGT TCGT TTCCTGCACC TCAGTATGCACT TGTATTTCC TGAT! TATACTACATAAAGACTGGAGATTGTAAATTTGGTGCGGTTT 952
TaZC3HI2 CAATCACCCTACAGATCCAGTTCGTTTCCTGCACCTCAGTATGCAC ATTTCC TGAT TATACTACATAAAGAC TGGAGATTGTAAATTTGGTGCGGTTT 952

g “3HI2 GCAAATTCCATCA; TCACAGCC TGTATCT TG T C AT TACGCCCAGGCAAGAGE TCTOCANGT TCTACTCTCAC TATGOCATCTGCANGT TCGGCOTARA 1088
3HI2 GEAAATTCCATCA TCACAGCC TGTATCT TGCAAGTTCTACTCTCGCTATGGCATCTGCAAGT TCGGCGTAAA 1088

TaZCHI2-

Ta

i 3HI2 CTGCAAGT TCGACCATCCAATGGCGGE TCCGATGGGGGTCTACGCGTACGGCTACTCTGCC Tce TCCGGGTCTGCGTACGCCTCCTAA 1221
TaZC3HI2 CTGCAAGTTCGACCATCCAATGGCGGE TCCGATGGGGGTCTACGCGTACGGCTACTCTGEE d T ACGCCTCCTAA 1221

: IRAETEELACEk; B: FHIEERT.
A: Agarose gel electrophoresis. B: Sequence alignment.
I 2 pGADT7-TaZC3H12 Az
Fig. S2 Construction of the pPGADT7-TaZC3H12



