Supplementary Figure S1. Alignment of TiMYB2R-1 and TaPIMP1 sequences
amplified in (Q)RT-PCR. MRT-F and MRT-R, being marked with long arrows,
represent the primers for RT-PCR and Q-RT-PCR assays. The frames show the
nucleotide differences between the amplified sequences of TIMYB2R-1 and TaPIMP1.

Fig. S1
TaPIMP-1 ACGGACAACGAGETCAAGAACTACTGGCGGACQCAGGGTGCAGAAGCACGCCAAGCAGCTC
TiMYBZR-1 ACGCGACAACGAGETCAAGAACTACTEGCECGAGRGEGETECAGAAGCCACGCCAAGCAGCTC

5'- ACGGACARACGAGGTCAAGARAC -3

MRT-F
TaPIMP-1 CACTGCGACGTCAACAGCGACCGCTTCCGCGACGTCGTCAGGCAAGTCTCGGATGCCOCIEC
TiMYB2R-1 CACTGCGACGTCAACAGCGACCGCTTCCGCGACGTCGTCAGGCAAGTCTCGGATGCCECIEC
TaPIMP-1 CTCCTCGAGCGCATCCAGGCCGARAAGCTCCTCCTCCGC. . .LCGCCGATECTGCAGECGTG
TiMYB2R-1 CTCCTCGAGCGCATCCAGGCCGRAAAGCTCCTCCTCCGCICGGLEGCCGOCECTGCAGECGTG
TaPIMP-1 GETGTTCCGGCGCTGACAAGGGCCATEAGCTCEGCCGGCCGETGCATCACAGTACCACTGC
TiMYB2R-1 GETGTTCCGGCGCTGACRAAGGEGCCATHGECTCECCGGCCGETGCATCACAGTACCACTGC
TaPIMP-1 TTCGATCACGCGAGCAGCGGGEGAGCCGAGCCGEAAGGTEGCGETGACTATGAGCCCTGAC

TiMYB2R-1 TTCGATCACGCGAGCACGCGGEEGACCCCGAGCCGEAAGGTEGCEETGACTATGAGCCCTGAC

TaPIMP-1 ACCTCGAGCACGCTCCGGTCTTCTCTGTCACCGGCGGAGACGTCHCRCGGAGCCCATTT
TiMYB2R-1 ACCTCGAGCACGCTCCGGTCTTCTCTGTCACCGECGGAGA . . .CQTRCGGAGCCCATTT
E 3'- CETRCGGAGCCCATTT -5'

MRT-R



Supplementary Figure S2. The cDNA sequence and deduced aminoacid sequence of
TiIMYB2R-1. The R2 and R3 domains are underlined with solid lines, the putative
acidic domains are underlined with curve lines, and basic regions corresponding to
NLS are shown by boxes.

Fig S2
1 ACTCGCGTACGTCTTCCTGAAGCTTGATCGATCGAGCTCGACCTCATGGACATGGACAAG 60
1 M D M D K 5

61 GAGTACTACAAGGCCTGCATGGGCATGGAGGCGCTGCCGATGAGCCCGGCCGGTCTGTCG 120

6 E Y Y K A CMGME AL P M S P A G L S 26

121 GCGGTGACGACAGAGGTAGCCATGGCGGCGCOGACGGC AAGCGAGGACGAGGGOGACCTG 180
6 A V. T T E V A M A & A T A S E D E G D L. 45

181 AGGGGGGGTCCGTGGACGGCGGAGGAGGACATGCTCCTCGTCGACTACATCTCCAAGCAC 240
46 R G G P W T A E E D M L L V D Y I S K H 65

241 GGCGAAGGGCGCTGGAACTCGCTCGCTCGATGCGCAGCCCTGAGGCGCACTGGGAAGAGC 300
66 G E G R ¥ N s L A R ¢ A ¢ L[R R T G K s5]85

301 TGCCGGCTCCGGTGGCTGAACTACCTCCGCCCTGACGTCCGACGCGGCAACATCACGCCG 360
86 [C R L RJ¥W L N Y L R P D V R E G N I T P 1056
361 GAGGAGCAGCTGCTGATACTGGACCTGCACTCCCGGTGGGGCAACCGCTGGTCCAAGATC 420
106 E E @ L L I L D L H S R W G N R ¥ S K I 125
421 GCGCAGCGCCTCCCGGGGAGGACGGACAACGAGGTCAAGAACTACTGGCGGACGAGGGTG 480
126 4 @ R L P ¢ R T D NE V K N Y W[R T R v]ids
481 CAGAAGCACGCCAAGCAGCTCCACTGCGACGTCAACAGCGACCGCTTCCGCGACGTCGTC 640
146 [q K H A K|]Q L HC D ¥V N S D R F R D V ¥ 166
541 AGGCAAGTCTGGATGCCGCGCCTCCTCGAGCGCATCCAGGCCCGAAMGCTCCTCCTCCGCE GO0
1668 R Q V ¥ M P R L L E R I Q A E S S S S A 185
601 GGCGCCGCCGCTGCAGGCGTGGGTCTTCCGGCGCTGACAAGGGCGATGGGCTCGCCGGLC 660
18 G A A A A G V GV P ALTRAMG S P A 205
661 GGTGCATCACAGTACCACTGCTTCGATCACGCGAGCAGCGGGGAGCCGAGCCGGAAGGTG 720
206 G A S Q YHCTFTDUHA ASSGETFPSRK V 225
721 GCGGTGACTATGAGCCCTGACACCTCGAGCACGCTCCGGTCTTCTCTGTCACCGGCGGAG 780
226 AV TMHKSPDTS S TLT RS S L S P A E 245
781 ACGTACGGAGCCCATTTCCCAGCGTGGGGCGCTGCCACTGCCACGGCGAACGTTGATGGC 840
246 T Y G A H F P A W G A ATATANVY D G 266
841 TCGATGATGCAGTGCGGCGGCCGCCAGTETCGGCCCATAGGCGGCGATCAGTACGTCATC 900
266 S M M Q C 6 G R E C G A I G G D Q Y V I 285
901 CACGGCGACAGCCTCAGCGGGAGCTCGTCGCAGCTCCTCCCGGCCACCGATATCCCGGAC 960
286 H 6 b s L s ¢ S ¥ s E L L A A T B I P _D 306
961 TTTGAGTTCGGAAATTTCGACGACAACTTGTCCAACCTAGAGGACATTTACTGCTGACGA 1020
36 F EF G NF DDNTLW¥NTLTETDTITYC * 323
1021 TGAACTTAACTAGAGCGC 1038




Supplementary Figure S3. Transcriptional analysis of TiMYB2R-1 in Th.
intermedium following B. sorokiniana inoculation by Q-RT-PCR. The transcription of
TiMYB2R-1 was obviously induced after B. sorokiniana infection, and reached a peak
at 48 hpi. Three biological replicates for each time point were averaged with standard
error of mean indicated (SE). Asterisks indicate statistically significant variation

calculated using Student’s t-test (**P<0.01).
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Table S1 Common root rot responses of TIMYB2R-1 transgenic and control
wheat lines®
Common root rot (Bipolaris
sorokiniana)

Lines
Infection Type Index
01 1.28** 25.71**
03 1.24** 24.48**
05 1.19*%* 23.75%*
Null 2.81 56.29
Yangmail2 291 58.33

The values derived from the average of at 30 plants each line tested in T, transgenic wheat lines and
control wheat lines. Significant difference between TIMYB2R-1 transgenic wheat lines (01,03 and O5)
and nontransformated wheat Yangmai 12 (recipient) at **p <0.01. Null indicates the segregants lacking
TiIMYB2R-1.



