Table 1 Suppl. Primer sequences of genes in qRT-PCR.

Acc. No. Amplicon  Forward primer Reverse primer Annealing
length [bp] temp. [°C]
CA684267 115 TACTAGCGATATTGCTGTGG CATTGCTCAAGGGTTCAAAT 60
CK205485 173 GCCGCTGCCACTCCTATTTG GTTCGTGCCATTCGCTGCTC 60
CA664935 131 TGTAAGGGATACATACGCG AAGTGCCTGTTTCTGACCT 60
CD863680 131 CGGGAGATAAGAGCCACAA CGATCACTTCGGTAAGACGA 60
CA633933 94 TGATGAATCTGGGTCAACAAA TCTCACTGGAGTGGTGGAAAC 60
BQ168479 111 GCTTATTTAGGCATCTTCT CCTCAAGTACCTGTGGAAG 60
CD890484 178 GCAAATAAACGCTGAAACTGG AAGTCTTTACAAGGACGAGGG 60
CD374038 143 ATGATGGGAAGGCAACGAAG CCTCAATGATTCACGGCAAG 62
CA648596 133 AACAAGACGCCATTGACAAA GTCGGCCAGGAAGTGTATGT 60
BJ272293 150 GGATGGGCACATTTCTTCAGTA TTGAGTTCCATCTTTCGCTGT 60
CA702371 119 CTGGTCAACAGCAGGCTAAG ACCATGGCCTCATCAGTGTA 60
CA604317 143 AGTAGTGCACTGATACGTCCTTCT GTTCCAACCGCATTATGCTA 60
CA659367 168 ATCGGCGCTTGCTTCTTTGT CACTTCGGTCGCTGTCTTGC 58
BE591365 169 TCCGTGAACACTTGGCATTA CTTGGCAGCATTCCTCGTAG 60
CA657773 100 CGGTGCTAGGTGATGACG ATGCAGCCTTTGACGACAG 62
CA611901 94 GGGTGCTTCAGCAAGGAGT CGGATCGGACCACATACAA 60
CA675924 93 ATGTCAGAGGCAAGAGGGA TGTCGATGCGAAGTGGAGA 60
CA746306 90 GGCCAAGGACAACTTCAACT CAGAACCTGGCGTTGACA 62
BJ229407 129 GGCATTTGTGGTCATTTAGTGT GAGATTGATTCCTTTGCTTTCG 60
BJ262362 137 CTTGGGTTCGCATTTCTTA AGTGGCGGATTTATCTTCT 60
18S ribosomal RNA 151 GTGACGGGTGACGGAGAATT GACACTAATGCGCCCGGTAT 60
B-actin 94 TGCTATCCTTCGTTTGGACCTT AGCGGTTGTTGTGAGGGAGT 60




Table 2 Suppl. Primer sequences in constructing RNAi vector. The forward primer contains BamHI site, the reverse primer contains
Xhol site.

Accession No. Amplicon length [bp] Primer sequence (5°-3)

CK205485 395

9]

: CGCGGATCCCATAACCCGTAACAGTCCAA

R: CCGCTCGAGAACCATGAAGGCAGTAGCAC
CA684627 204 F: CGGGATCCTACAAGCAAAGCAATG

R: CCGCTCGAGGCAAAAATCCACATTG
CA664935 381 F: CGGGATCCTTCAAATGCTACTATAG

R: CCGCTCGAGACAAGTAGTTATCAAT
CD863680 309 F: CGGGATCCAGTGGGAAAAGGCCTC

R: CCGCTCGAGATGGACAACTTCAGTT
CD890484 432 F: CGGGATCCAAATAAACGCTGAAACTGG

R: CCGCTCGAGGATCATCTGATTGAA
BQ168479 294 F: CGGGATCCTAAGTAAGATATGTAG

R: CCGCTCGAGAACCAACTTTTATAGG
CA633933 380 F: CGCGGATCCCTTAAGAAATAACAGATA

R: CCGCTCGAGAAACAGGACATAACAT
BJ272293 291 F: CGGGATCCACTACAAGTCTACAAC

R: CCGCTCGAGAGGTTTTCCTTTTGCTA
CA648596 329 F: CGCGGATCCAATATTAATAAAGACATGGC

R: CCGCTCGAGAAAGGATATGCAAACG
CD374038 351 F: CGGGATCCAACGATTTATAGAAGATTCG

R: CCGCTCGAGTTCCTGTCCCCATCA

Table 3 Suppl. Primer sequences in RACE experiment. UPM - Universal Primer A mix (Clontech) long (0.4 pM):

5'-CTAATACGACTCACTATAGGGCAAGCAGTGGTATCAACGCAGAGT-3" and short (2 uM):
5'-CTAATACGACTCACTATAGGGC-3'

Accession No. 5’-RACE primer (5°-3”) 3’-RACE primer (5°-3”)
BQ168479 F: GAGGGCCTATAAAAGTTGGTTCCACTGTC
R: UPM
CA648596 F: UPM F: GGCCGAACGATCCACTTTATTTTCTC

R: GGCGTCTTGTTTATTCCAGAGTAGGTAGC  R: UPM




Table 4 Suppl. List of the transcripts expressed differentially in the three wheat cultivars. Average of the values measured at 24 and 48
hpi, control at 0 hpi. Means + SE, n = 3. * - Expression estimates based on the Gene Chip analysis, values represent log,FC;
® . mRNA level determined by gRT-PCR, values represent log,FC; © - Yumai 13 divided by HY at 0, 24 and 48 hpi, respectively;
4 Yumai 13 divided by CYC at 0, 24 and 48 hpi, respectively.

Accession No. Putative function Yumai 13/ HY® Yumai 13/ CYC*
control infected control infected
GC* gPCR®  GC* @PCR° GC* gPCR® GC* gPCR®

CA684267 unknown 7.3 3.9+04 7.3 3.4+0.3 7.2 4.5+0.6 6.9 2.7+0.4
CK205485 glycosyltransferase 6.7 11.0+0.5 7.4 12.6+0.7 6.7 8.8+0.1 7.3 9.9+0.4
CA664935 unknown 6 8.4+1.0 5.6 9.4+0.6 53 8.6x1.5 6.3 10.5+0.9
CD863680 predicted protein 5.7 2.0+0.2 5.6 2.3+0.8 4.9 2.54+0.3 5.6 3.1+0.3
CA633933 unknown 53 5.6+0.5 4.9 7.4+0.6 5.5 5.8+0.2 4.8 7.3+0.4
BQ168479 unknown 5.3 4.0£0.1 4.8 3.5+0.4 4.9 4.5+0.2 4.9 4.5+0.5
CD890484 hypothetical protein 4.5 9.7+0.9 4.5 13.0£0.8 4.6 11.3£0.4 5.1 11.3£0.8
CD374038 metacaspase-1 4.1 5.7£0.3 43 6.3+0.2 4.1 4.5+0.7 4.0 4.3+0.5
CA648596 unknown 2.3 2.0£1.1 4.1 3.5+0.4 34 3.0+0.3 3.6 2.9+0.4
BJ272293 unknown 3.9 3.7£0.7 3.8 2.7+0.6 3.8 2.9+0.8 3.8 3.9+0.4
CA702371 hypothetical protein 49 2.3+£0.5 4.4 4.6+0.6 4.0 3.240.7 39 3.1£0.3
CA604317 unknown 42 2.7£0.3 5.2 3.3+0.5 3.0 2.5+0.8 3.7 3.0+0.4
CA659367 Ca”*/H"-exchanging protein 39 52+0.5 4.0 4.8+£0.2 3.6 4.3+0.7 39 5.0+0.4
BE591365 unknown 3.5 2.6+£0.8 3.8 3.8+0.8 24 3.1+1.0 4.1 3.3+0.7
CA657773 unknown 2.9 3.0£02 3 3.5£0.4 42 6.7+£0.2 4.6 6.8+0.5
CA611901 unknown 29 3.9+0.8 3.3 3.7+0.8 3.0 3.7+0.5 2.8 2.9+0.7
CA675924 unknown 2.8 3.2+0.5 3.6 4.1£0.5 3.1 4.0+0.2 3.9 3.4+0.4
CA746306 putative amino acid permease 2.4 5.8+1.3 3.6 6.3+0.7 2.8 5.5+0.8 2.8 5.7+0.5
BJ229407 unknown 2.4 1.4+0.5 2.7 1.8+£0.4 3.0 0.7+0.2 2.5 1.0+£0.3

BJ262362 unknown 1.8 2.6£04 2.6 3.4+0.5 3.6 5.4+0.6 35 3.6+0.5




Fig. 1 Suppl. Contig 1 (1955 bp) of consensus length corresponding to 7aS/. Contig tested primers: forward
5’-TGCCCAGTAGTATGTATT and reverse 5’-TTTATAGGCCCTCAAGTA

ACATGGGAAGGAGACCCGATGGCATGGCTGTACAAGTGGCACCCCTGGTCAGGTGGACGTTGGATGCTTTCTTCAGTGTT
TCTCTTTTCCCGCAGGCTTGATTTCCTTGTGGTCGTAACCCAACTCCCAAAAGTCAACGCTTTCTTGGAGTCCTAATCCA
TCTACTTGTCCCCCTCTCTGTTCTTTCTATTGTAACGCGATCTTTCTTGGAGTCCTAATCCATCTACTTGCTCCCCTCTC
TGAAGATATCATGCTATGGGACTTTTCGGCAGAACCTAAACTATGGTTTTACTTGCAGCTCAGTTTTCACATCCTTCCCA
GGTTTCAGAAAAACATAAACATGCTTGGATGTGTGTCCTTGCCGGCGACCTCGCTGTCTCCAACCCATCCGTCTGGACAG
GTAGCTTGCTATCCTCTCATCGTGTCTATTGGTGCAGTATCTCATATCCTCTCTCGAAGAGATGAGGTAAGGATTAAAGG
ACTACCAACTGAGTTCTACAGCTCACCTCACCAATAATGGAAGACATCCTCACCTCACCTATAATGGAAGACATCCCGAG
TCATTATTTTGCATGCTAGAGAACAACAACTATCACGTTGGTGATTTCCCTGATATCTGGTTCTACAAGTGTGTCATATG
GACCAATGAAAGAAAAGATATTCCGGAGATAATAACTATATGGGCTACTCCAAATGGTCTGACAGTGGAACCAACACCTT
TTATAGGCCCTCAAGTACCTGTGGAAGTCTACCATGCAAGCATTATCCGACGATGACACTGCTTTTTCGTACATATCATC
TTAAGACCATGGTCAGACTAAGAAGATGCCTAAATAAGCTGTGAGGCTGCCTATATATAAGTGTTTTTCTATAAACTGAT
CTAAGTCATTCTACTATCTGTAAACCAATTTAAGTTATTCTACTATTTGTAAACCCATCTAAGTCATTGTATTATCAGCA
ATACAATCCACATTGCATTATCTTTCATTCTACATATCTTACTTACTCACCACTAGCATCGCTTCTAACTCACTTTTTGC
GCCATTGGCGCAACCGGGTCATCTAGTCTTCAGAATAACGCTTAAACGTCTACTACGTAATCCGAACTATGCAACCATGC
GTGCTAGCCTAAAATGGCAGTGCTTCTTTAGTTTAGTAAATAGTACAATGGTAGATACAAAGATTAAGTCAATCATCAGA
TTTGGAAGACGTAATAAGAACAAACTCTGGTGAGCAGGCTCGCCATCAGATCCAATAGATTCAGAATGAATACTACACGT
TGTATGAGAGGAACATTGCACTTGGGGCGATATGATAAAAGGGGAGAATAAGAAATGTTTCTGATGAAAAGCAGCAGCCT
TGGTTTCTTTTCCAACTAGATCGGAGTCGCGTCTTGGCGCGAGGGTGCCGGTGTCAACATTTTGATCAAGCAGGTAATGC
TAAGTAGTAGTAATTCAGGTTAAGCGTATGTTATTAATTTTGTTATCACTGAGAGTGCCATGGCGCTCAGAGCCAGGTCC
TAATAGTTGTGCCTAAGCGTGTGTGCCAGGCGTGTTGTAATTATGGGACAAGCTTAGCATGTTTCATAATACAATAATTT
GATTTTATGCCCATGATAAAACAGAAGTATTTTAGCTTGTTCAAGAGCAATAGGACATGAAGTTCAGTGTCGAAGAGTAG
AGCCAGTGGCAGTGAGATTACAGGTGCATAGGAAGTCACATGTCATAGGACACATAGTTTTACATGACAAACACAATAGT
TAATCCATTGAAACATGACTAACACAGTAGTTAATCCATTGAAACACGACTAACACGGTAGTTAATCCTTTAAAATACAT
ACTACTGGGCAAAAGAAAGCATCAATTACATGTTAGATAAGATAGTAACTTAGATAGCCAGATCGATGTACCATTATATT
TGACTCATTCAGACCCCTATATATATATTTGAAAG

The sequence of 7aS! long amplified by 5S’RACE. A 320 bp EST sequence is underlined.

TTTTTTTTTTTTTTTTTTTAAGTAAGATATGTAGAATGAAAGATAATGCAATGTGGATTGTATTGCAGGTAATACAATGA
CTTAGATGGGTTTACAAATAGTAGAATAACTTAAATTGGTTTACAGATAGTAGAATGACTTAGATCAGTTTATAGAAAAA
CACTTATATATAGGCAGCCTCATGGCTTATTTAGGCATCTTCTTAGTCTGACCATGGTCTTAAGATGATATGTACGAAAA
AGCAGTGTCATCGTCGGATAATGCTTGCATGGTAGACTTCCACAGGTACTTGAGGGCCTATAAAAGTTGGTTCCACTGTC
AGACCATTTGGAGTAGCCCATATAGTTATTATCTCCGAAATATCTTTTCTTTCATTGGTCCATATGACACACTTGTAGAA
CCAGATATCAGGGAAATCACCAACGTGATAGTTGTTGTTCTCTAGCATGCAAAACAATGACTCGGGATGTCTTCCATTAT
AGGTGAGGTGAGGATGTCTTCCATTATTGGTGAGGTGAGCTGTAGAACTCAGTTGGTAGTCCTTTAATCCTTACCTCATC
TCTTCGAGAGAGGATATGAGATACTGCACCAATAGACACGATGAGAGGATAGCAAGCTACCTGTCCAGACGGATGGGTTG
GAGACAGCGAGGTCGCCGGCAAGGACACACATCCAAGCATGTTTATGTTTTTCTGAAACCTGGGAAGGATGTGAAAACTG
AGCTGCAAGTAAAACCATAGTTTAGGTTCTGCCGAAAAGTCCCATAGCATGATATCTTCAGAGAGGGGAGCAAGTAGATG
GATTAGGACTCCAAGAAAGATCGCGTTACAATAGAAAGAACAGAGAGGGGGACAAGTAGATGGATTAGGACTCCAAGAAA
GCGTTGACTTTTGGGAGTTGGGTTACGACCACAAGGAAATCAAGCCTGCGGGAAAAGAGAAACACTGAAGAAAGCATCCA
ACGTCCACCTGACCAGGGGTGCCACTTGTACAGCCATGCCATCGGGTCTCCTTCCCATGT




Fig. 2 Suppl. Contig 2 (1 226 bp) of consensus length corresponding to 7aS2.

GGGTACGTCGCGGGCCGGACTGGGGGAGGGCAGGGGCAAAGACCATCCTACCCTTTTTTAAGTTTTCAGGCGAAGGGGTA
TAGGACGATCTGGACCGTTGATGTTTTCAGGGGGGTTGTACCGAAGAAGAAGTGCATATCACCACCATTCACCGTACCAC
TCACACACACTTATGTGCACACACACACACACAGACTTCATATCATCTCCACCCCAACACTCACACATACACACATCTTC
AATCCTCGACTGGCGTTTTCCCTCCGTGGCCGGCGTCCATGGCACAGCCATATGGTGAGTAAATCATATGAAGGTTGCAT
ATGATCATTTATCTCTTTTATTATTTTTCTTCTCTTTGTTCACTTCTTTTTGTGGCATCTCGCGGCTCTACATGGCGATC
TAATCGTCGCCGTGGATGTCTCATCGTTTGATCTACAACAAAAATCGGCGGTGTCCCGCGGCTCTACATGACGATCTAGT
CGTCGCCGTGGATATCTCATCGTTGAAACGTACAACGAAAAATCGGCGGTGTCCCGCGGCTCTACATGACGATCTAATCG
TCGCCGTGGATATCTCATCGTTTGATCTACAACAAAAATCGGCGGTGTCCCGCGGCTCTACATGGCGATCTAATCGTCGT
CGCGGGTGTTTCCTTGTTTGATCTATAGAAAGAATTCGGCGGCATCCGCGGCTCTACATGACGATCTAATCGTCGCCGCG
GACGTTCTATCACCCGATCTACAGAAAAACAGTTTGATGGCATCCCGTGGCTCTACATGGCGATCAAGTCGTCGCCACGG
ATGTTTATGGTTTGATCAGTAAAGGAAAGGAAGGTTATGATGTTTCGTGGCTCTACCTGACGCTTCAATCGTCGCCGTAA
ACATTTCATGGTGTGGAGTCACAAGGGAAAGCAATATAGCTGTACAAAAAGAATCAACATCATCGTCCAGCATACATAAT
ATATTCAGAGGTAGCAAGGGGGTCACGTGATATACAAAGGATGGTTTCTCATCATGAGATAATCCAATATTAATAAAGAC
ATGGCTACCTACTCTGGAATAAACAAGACGCCATTGACAAAATTCTGCAGAACCATGTTTCTCAATCAGATGAGGGTTCA
TCTTCAAGTCCATGCTCAATACACTTTCTTCCGCGACCGACGAGGCCGAAACTTACATACACTTCCTGGCCGACGAGGCA
GGATACATCATGTTCGTGACCGACGA

The sequence of 7aS2 long amplified by 5S’RACE. A 587 bp EST sequence is underlined.

ACATGGGTCGATGGCACAGCCATATGGTGAGTAAATCATATGAAGGTTGCATATGATCATTTATCTCTTTTATTTATTTT
TCTTCTCTTTGTTCACTTCTTTTTGTGGCATCTCGCGGCTCTACATGGCGATCTAATCGTCGCCGTGGATGTCTCATCGT
TTGATCTACAACAAAAATCGGCGGTGTCCCGCGGCTCTACATGACGATCTAGTCGTCGCCGTGGATATCTCATCGTTTGA
TCTACAACAAAAATCGGCGGTGTCCCGCGGCTCTACATGACGATCTAGTCGTCGCCGTGGATATCTCATCGTTTGATCTA
CAACAAAAATCGGCGGTGTCCCGCGGCTCTACATGGCGATCTAATCGTCGTCGCGGGTGTTTCCTTGTTTGATCTATAGA
AAGAATTCGGCGGCATCCGCGGCTCTACATGGCGATCTAATCGTCGCCGCGGACGTTCTATCACCCGATCTACAGAAAAA
CAGTTTGATGGCATCCCGTGGCTCTACATGGCGATCAAGTCGTCGCCACGGATGTTTATGGTTTGATCAGTAAAAGGAAA
AGGGAAGGTTATGATGTTTCGTGGCTCTACCTGACGCTTCAATCGTCGCCGTAAACATTTCATGGTGTGGAGTCACAAAG
GAAAGCAATATAGCTGTACAAAAAGAATCAACATCATCGTCCAGCATACATCATATATTCAGAGGTAGCAAGGGGGTCAC
GTGATATACAAAGGATGGTTTCTCATCATGAGATAATCCAATATTAATAAAGACATGGCTACCTACTCTGGAATAAACAA
GACGCCATTGACAAAATTCTGCAGAACCATGTTTCTCCATCAGATGAGGGTTCATCTTCAAGTCCATGCTCAATACACTT
TCTTCCGCGACCGACGAGGCCGAAACTTACATACACTTCCTGGCCGACGAGGCAGGATACATCATGTTCGTGGCCGACGA
GGCCGAACGATCCACTTTATTTTCTCTTTGAGACTTGATCTATATCCCTTGTTTGATTTGGTGCATGAATCCATAAATTT
TTAACATGGCGAGATTATTGTTTTGCTCANAGCGTTTGCATATCCTTTGGCCTGGNGACAGAAGCCAAGNAGTTTGGATA
ATGATGATGACCGTTTGANGCAGCTTAATCGGAGTCTTTCATAGATATGCTATGATGTAATAACTANAGTNCCTTCNAGG
TCCAGGANCCAGATACCNATGTCCTTTAAAGTANGTGCATNCNAGNCAGTAAATNGATGTTACCTNCANTAAGNTAAANT
CNCGCAAAAAAAAAAA




