Supplementary Figures and Tables

1 ATGATGAATCCGGTCAAGGTGGAGGGCCGCCCCACCCCCACCCCCTCCCCGGCGGCCGCAGGCGGCGGAGGGGCGCCGAGGCCGATGGACGGGCTGGGCGACGCCGGGCCCACGCCGTTC
1 MMNPVEKVEG GRZPTZ®PTZ®PSUPAAMAGGG GG APRUPMDSGLSGDA AGTPTT?PTF

121 CTCGCCAAGACCTACGACATGGTCGACGACCCCGCCACCGACGCCGTCGTCTCCTGGACCGCCACCAGCAACAGCTTCGTCGTCTGGGACCCGCACCTCTTCGCCACCCTGCTGCTGCCG
41 L A KT YDMVDDUPATDA AVYV SWTA AT SNSTFVVWDZPHLTFATTLTILTILT?P

241 AGCTACTTCAAGCACAGCAACTTCTCCAGCTTCGTCCGACAGCTCAACACCTATGGCTTCAGAAAGGTGGATCCTGACAGGTGGGAATTTGCAAATGAGGGATTCTTGCGAGGGCAGAGG
81 s Y F KHSNTFSSFVRQLNTYGTFRIEKVDUZPDRWETFANETGTFTULTZ RGAQR

361 CACCTTCTCAGAAATATTAAGCGCCGGAAACCTACACACGGGTCTCAGAATCAGCAATCTCTTGCCTCCTACCTTGAGGTGGGAAACT TTGGACATGACGTGGAGATAGATCATTTGARA
122, H L L. R NI K RRKUPTHGSQNOQOQSULASYULEVS GNTFGHDVETITDIHTILK

481 AGGGACAAGCAGCTCTTGATGGCTGAAGTGGTCAAGCTCAGGCAGGAGCAACAGAACACAAGGTCAGGTCTGCAAGCCATGGAARAGAGGCTGCAAGGAACCGAGCAGAAGCAACAGCAG
161l R D K Q L LMAEV VYV KLRGQETG QQNTRSGLQAMETZ KT RLG QGTET QE T QQRQ

601 ATGATGTCGTTCTTGGCGCGAGTCATGCAGAATCCCGTTTTCATACGCCAGCTGATCTCCCAGAGTGAGATGAGGAAGGAGCTTGAAGATGCCATCTCAAATAAAAGACGGCGCCGCATC
200 MM S FLARVMOQNZPVF FTIRAG QLTISUGQSEM

721 GACCAGGGACCTGAAGCCGTCGATAGCATGGGCACTGGCTCTACCCTGGAGCAAGGGTCACATGTAATGTTTGAGCAGCAGGAGCCAGTGGATTCATTCGTGAACGGTGTCATATCCGAT
241 Q G P EAVD S MGTGSTULES QG GSHVMTFETUGQOQEZPVDST FVNSGVTISD

841 CTTGAAAGCTCGTCCGTCGATACAAAGGGAGCTGAGGTGCAGCAGAGTGTTGCTTCCAGCCGTTCGGAGCAACTGAGAGGCAGGCCCAGTGGAGAGCTAAATGATGATTTCTGGGAGGAC
281 L E S S S VDTI KGAEVQQSVASSRSEA QLRGRTPSGETLNTDTDTFEFWED

961 CTGCTGCATGAA TCGGCGAGGAGGCCAGCAACCTTGTGGT TCCAGATGACATGAACTTGT TGGCTGAGAAGCTGGACTAG
321 L L HE 6GGLGEEASNILVVPDIDMNILILAEIKTILTD *

Figure S1. Nucleotide and corresponding amino acid sequences of TauHsfA2e-5D. The
important domains of TaHsfA2e-5D are indicated as follows: DBD (red), OD (blue),

NLS (orange), NES (black underline) and AHA (green).
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Figure S2. Transcript levels of TaHsfA2e-5D in 7-day-old WT and transgenic lines.
N.D, Not Detected. Arabidopsis Actin2 gene was used as the internal standard. Error

bars represent means + SD.



Table S1. Primer sequences used in this study.

Name Sequence (5°-3") Application
TaHsfA2e-5D-GF TATCTCTCGTGCCTCCCTG Genomic amplification
TaHsfA2e-5D-GR | TGCGATGGATTATTGTCTGG Chromosomal location
TaHsfA2e-5D-CF TATCTCTCGTGCCTCCCTG ) )

cDNA amplification
TaHsfA2e-5D-CR | TGCGATGGATTATTGTCTGG
TaHsfA2e-5D-PF TGGACCAACGAATCACTG . .
Promoter amplification
TaHsfA2e-5D-PR CAGGGAGGCACGAGAGATA
TaHsfA2e-5D-F CAGGAGCCAGTGGATTCA
TaHsfA2e-5D-R GGAATTCCTGTTCTTCGAGTAG
B-Actin-F GACCGTATGAGCAAGGAGAT
B-Actin-R CAATCGCTGGACCTGACTC

Hsp17.7-CII-F

TCAGGTCCAGATAGAGAACGAGAAC

Hsp17.7-CII-R

CCTCTCCATCCTCACAAACTTCAC

Hsp18.1-CI-F GGTTACCGGAGAATGCAAAGATG
Hsp18.1-CI-R CGATGGACTTGACTTGAGGCTTC
Hsp22-ER-F GCTTGAGAATGGTGTGCTCAC
Hsp22-ER-R CATGACACTCCATTTAGCTTACAC
Hsp25.3-P-F ACGGAGTCCTCTTTATCACTATCCC
Hsp25.3-P-R GATCGAGTCCTACTGAATCTGG
Hsp26.5-P-F ACCTGAGGAAGACGAGTACTGGTC
Hsp26.5-P-R GCCTTAATGTCCTCAACCTTAGC
Hsp70t-2-F CTGTTAACCATACAAGCCACACCTC
Hsp70t-2-R TGTGTTACGCGGAATCACG
Hsp90.1-F AGATGGCGGTGTCTTGTCACAG
Hsp90.1-R CCATCGCAACGAACTTTG

Hsp101-F GCCTTACTTCTGCCAAATGCG
Hsp101-R AGATGGCGGTGTCTTGTCACAG
GolS1-F AAACCGCTGATGCTATGTCC
GolS1-R TCACGTAATCACCGTTTCCA
APX2-F AAGTTGAGCCACCTCCTGAA
APX2-R GTGTGTCCACCAGACAATGC
Actin2-F GCTCCTCTTAACCCAAAGGC
Actin2-R CACACCATCACCAGAATCCAGC

RT-qPCR analysis

TaHsfA2e-5D-SF

GGGGACGAGCTCGGTACCATGATGAATCCGGTC

TaHsfA2e-5D-SR

CATGGTGTCGACTCTAGAGTCCAGCTTCTCAGC

Subcellular localization

TaHsfA2e-5D-AF

TGGCCATGGAGGCCGAATTCATGATGAATCCGGTC

TaHsfA2e-5D-AR

CGACGGATCCCCGGGAATTCGTCCAGCTTCTCAGC

Transactivation analysis

TaHsfA2e-5D-TYF

CCGCCAGTGTGCTGGAATTCATGATGAATCCGGTC

TaHsfA2e-5D-TYR

GATGGATATCTGCAGAATTCGTCCAGCTTCTCAGC

Transgenic yeast

TaHsfA2e-5D-TAF

TACACCAAATCGACTCTAGAATGATGAATCCGGTC

TaHsfA2e-5D-TAR

ATAGGTACCCGGGCTCTAGAGTCCAGCTTCTCAGC

Transgenic Arabidopsis




