Figure S3A

UHOR 10021-818 GAGTAGT (AGAATA TGG TA TGTTG GTTG AAT Gn'.l':"u‘-m‘d‘ ARGAGAATGT CTCACACACT@ TTTAGTATAAGAAGACTGGTGT TACCAGAGG ARGTGGATGATGAAG AR AGGATT TTAGGAGTAGAAAT TCUGA 150
UHOR 10021-820 GAGTAGT C“AGAATA TGG TA T ACACTGCTTTAGTATAAGAAGACTGGTGT TACCAGA AAGTGGATGATGAAG AAGG AGGATT TTAGGAGTAGAAAT T G A 150
UHOR 10021-822 GAGTAGT —AGAATA TCACACACTG TTTAGTATAH¢HHGA TGGTGT TA <~ AGAGG AAGTGGATGATGAAG AAGG AGGATT TTAGGAGTAGAAAT T G A 150
UHOR 10021-815 GAGTAGT (AG TCACACA TTTAGTATAA ACCAG2 AAGTGGATGAT GCAAGGCAGGATTC TTAGGAGTAGAAATCTCGCA 150
UHOR 10021-811 - T ACA AAGTGGATGAT! G AAGG AGGATT TTAGGAGTAGAAAT T G A 125
UHOR 10021-805 - T AAGTGGATGAT! G AAGGUAGGATT TTAGGAGTAGAAAT T G A 124
UHOR 10021-813 T m\GTGG ATGAT! G AAGG AGGATT TTAGGAGTAGAAAT T G A 113

UHOR 10021-1273 - 1
UHOR_10021-12B3) ----------cscccmccccmcccccmccccscscsesccssecssscscssssessesesssSssssessssesssssesssSessssessssesssesesssssssssesssssssssssssessssss 1
UHOR 10021-362 ====cc=s=cccscccccsscssssscsssscssssssssssscssssssssssssssssssssssssssssssss= AAGTGGATGATGAAGCAAGGCAGGATTCTTAGGAGTAGAAATCTCGCA 74
UHOR 10021-364 - AAGTGGATGATGAAG  AAGG AGGATT TTAGGAGTAGAAAT T G A 75

1.......10........20........30........40........50........so........70........ao........90.......100.......110.......120.......130.......140.......150

EE R R R R R R R R e A R R R R R R R R
UHOR_10021-818 TACGAGCCTCGACAACCTCATAAATATGCTTACTCAACCGGCCAACGTCATCCTTTTCATGRTCGCCTTCCT GGTCGCAGCTA TTCCCGATTTCGGCCCTATAACGAGCCGTTCGTGGT CA 300
UHOR 10021-820 TA GAG T TCATAAATATGCTTACTCAACCGGCCAACGTCATCCTTTTCATGGTCGCCTTCCT GGTCGCAGCTA TTCCCGATTTCGG CCTATAACGAGCCGTTCGTGGT CA 300
UHOR 10021-822 TA GAG T TCATAAA TTACTCAACCGGCCARCGTCATCCTTTTCATGETCGCCTTCCT GGT ‘G AG TA TT CCGATTT GG~ TATAACGAG CGTT GTGGT ~A 300
UHOR 10021-815 TA GAG (T GA AA T TTACTCAACCGGCCAACGTCATCCTTTTCATGETCGCCTTCCT GGT GCAGCTA TTCCCGATTT GG CCTATAACGAG CGTT_GTGGT A 300
UHOR 10021-811 TA GAG T GACAA T ATAAATATG TTA T AA (GG AL GT AT  TTTT ATGGT G ~TT T GGT GCAGCTA TTCCCGATTT GG CTATAACGAG CGTT GTGGT A 275
UHOR 10021805 TACGAGC TCGACAACCT ATAAATATG TTA T AACCGGCCAACGT AT CTTTT-ATGGT G CTT T GGTCGCAGCTACAAACCTTCCCGATTTCGACCCTATAACGAGCCGTTCGTAGTCCA 274
UHOR 10021-813 TA GAG (T GA AA (T(A AACGTCATCCTTTTCATGGTCGCCTTCCT GGT G AG TA TTCCCGATTTCGG C CTATAACGAGCCGTTCGTGGT CA 263
UHOR 10021-1273 - ceeesscaaan AACGTCATCCTTTTCATGATCGCCTTCCT GGTCGCAGCTA TTCCCGATTTCGACCCTATAACGAGCCGTTCGTGGTCCA 112
UHOR 10021-1283 - - - AACGTCATCCTTTTCATGGTCGCCTTCCT ; GGT GCAGCTA TTCCCGATTTCGG CCTATAACGAGCCGTTCGTGGT CA 113
UHOR 10021-362 TA GAG T AACGTCATCCTTTT ATGGT G CTT (T 2 GGT G AG Th TT CCGATTT GG~ TATAACGAG CGTT GTGGT A 224
UHOR 10021-364 TA GTG T GA AS AATATG TTA T AA GG AA GT AT ~TTTT ATGGT G TT T TTTT Ar GA TG A Th ~ GGT G AG Th TT CCGATTT GG CTATAACGAG CGTT GTGGT A 225
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UHOR 10021-818 TT GT' T AAGACGAGTATGCTGAT CGTCTGETCCTCGTCCTCCAAGCCTA ATCAGCAA AMG TG TTGA GAT AG _TACAAGATTTGAAAC AGGA TT GAGG GAT GTAA 450
UHOR 10021-820 TT _GT.T AAGACGAGTATGCTGAT CGTCTGATCCTCATCCTCCAAGCCTACTTCCATCAGE? ALG TG TTGA GATCAGUCTACAAGATTTG. AGGACCTT GAGG GAT GTAA 450
UHOR 10021-822 TT GT' T AAGACGAGTATG TGATCGTC TGET CTCGTCCTCCAAGCCTACTTCCATCAG AAGUTG TTGA GAT AG CTACAAGATTTG AGGACCTT 'GAGG GAT GTAA 450
UHOR 10021-815 TT GT T AAGACGAGTATGCTGAT CGTCTGERTCCTCATCCTCCAAGCCTACTTCCATCAGCAZ ALG TG TTGA GATCAGCCTACAAGATTTGAAACAGGACCTTCGAGGCGATCGTAA 450
UHOR 10021-811 TT GT' T AAGACGAGTATGCTGATCGTCTGRT CCTCRTCCTCCAAGCCTACTTCCATCAGCAATATGCA AAGUTG TTGA GATCAGCCTACAAGATTTGAAACAGGACCTT GAGG GAT GTAA 425
UHOR 10021-805 TT GT T A GAGTATG TGAT GT TGGT T GT T CAAG _TACTT (AT AG AATATG A ALG TG TTGA GAT AG _TACAAGATTTGAAACAGGA  CTT GAGG GAT GTAA 424
UHOR 10021-813 TT GT T GAGTATG TGAT GT TGGT T GT T CAAG CTACTT CAT AGUAATATG ARG TG TTGA GATCAGUCTA AGGA_TT GAGG GAT GTAA 413
UHOR 10021-1273 TT  GT'T GAGTATGCTGATCGTCTGATCCTCGTCCTCCAAGCCTACTTCCATCAGCAATATG ALG TG TTGA GAT AGUCTA AGGA TT GAGG GAT GTAA 262
UHOR 10021-1283 TT GT T GAGTATG TGAT GT TGAT (T GT T CAAG CTACTT CAT AGUAATATG ALG TG TTGA GAT AG CTACAAGATTTGAAACAGGA _TT GAGG GAT GTAA 263
UHOR 10021-362 TT GT' T GAGTATG TGATCGTCTGATCCTCGTCCTCCAAGCCTACTTCCATCAGCAATATG ALG TG TTGA GAT AG CTACAAGATTTGAAACAGGA  TT GAGG GAT GTAA 374
UHOR 10021-364 TT GT T AAGACGAGTATGCTGAT CGTCTGETCCTCATCCTCCAAGCCTACTTCCATCAGCAATATGC AAAAATCAAGCTGCTTGA GATCAGCCTACAAGATTTGAAACAGGACCTTCGAGGCGATCGTAA 375
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UHOR 10021-818 G TT A ACTTAGG — AAGTGGT ACACAGAG TAATATGGTGGTTG AA GTAT TGAA CGT A ALCT O GGA GGTT T GTA T TTGT Al TT GA T AAT TT TGATG 600
UHOR 10021-820 ACGCTTCA ACTTAGG AAGTGGT ACACAGAGCTAATATGGTGGTTG CAACGTATCTGAACCGTCCA AACT ACGGTTT GTACT TTGT 2 TTCGACCTCAATCTTCTGATG 600
UHOR 10021-822 GCTTCOA ACTTAGG “AAGTGGT ACACAGAG TAATATGGTGGTTG AACGTAT TGAACCGT CA AACTCGGACGGTT T GTA T TTGT TTCGACCTCAATCTT TGATG 600
UHOR 10021-815 GUTTCOA ACTTAGG  AAGTGGT ACACAGAGCTAATATGGTGGTTG AACGTAT GT A AACTCGGACGGTTT GTACT TTGT TTCGACCTCAATCTTCTGATG 600
UHOR 10021-811 GCTTCOA ACTTAGG AAGTGGT ACACAGAG TAATATGGTGGTTG AACGTAT GT A AACTCGGAGGTT T GTA T TTGT TTCGACCTCAATCTT TGATG 575
UHOR 10021-805 ACGCTTCA ACTTAGG  AAGTGGT ACACAGAGCTAATATGGTGGTTG AACGTAT GT A AACTCGGACGETTCT GTACT TTGT TTCGACCTCAATCTTCTGATG 574
UHOR 10021-813 GCTTCA ACTTAGG " AAGTGGT ACACAGAG TAATATGGTGGTTG AACGTAT GTCCA AACT ACGGTT.T GTACT TTGT AJ TTCGACCTCAATCTTCTGATG 563
UHOR 10021-1273 GCTTCA ACTTAGG “AAGTGGT ACACAGAG TAATATGGTGGTTG AACGTAT GTCCA AACTCGGACGGTT T GTA T TTGT TTCGACCTCAATCTTCTGATG AC?H 412
UHOR 10021-1283 GCTTCA ACTTAGG AAGTGGT ACACAGAGCTAATATGGTGGTTG AACGTAT GTCCA AACTCGGACGGTT.T GTACTCTTGT A TTCGACCTCAATCTTCTGATG ACA 413
UHOR 10021-362 AAAACGCTTCA ACTTAGG " AAGTGGT ACACAGAG TAATATGGTGGTTG AACGTAT GT 1; AACTCGGACGGTT T GTA T TTGT TT GA 'I' AATCTTCTGATG ACA 524
UHOR 10021-364 ARAACGCTTCATCCACTTAGG  CAAGTGGT ACACAGAG TAATATGGTGGTTG AACGTAT AACCGT AACTOGGAGGTT T GTA T TTGT TT GA AATCTT TGATG 525
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UHOR 10021-818 GTCTTCATACACGGTTATG CGATGTAG GGGT T GAAGACATTGAAGAT AACTTUGGAACACCGTGAACTC TG  CTCGGATGAT CGUAGTT GGACATGTT T T GAT 722
UHOR 10021-820 GT TT ATACACGGTTATG “GATGTAG GGGT T ACATTGAAGATCAACTT AACACCG@TGAACT TG T GGATGAT "G AGTT GGAATGTT T T GAT 722
UHOR 10021-822 GT TT ATA A GGTTATG (GATGTAG GGGT T ATTGAAGATCAACTT AACACC@T@AACT TG CTCGGATGAT G AGTT TCTCGAT 728
UHOR 10021-815 GTCTT ATACACGGTTATG "GATGTAG GGGT_ T ATTGAAGATCAACTTCGGAACACCG@TGAACTCTGC CTCGGATGAT CCGCAGTT TCTCG@AT 728
UHOR 10021-811 GT TT ATA A GGTTATG  GATGTAG GGGT T ATTGAAGAT AACTT GGAA A GTGAA T TG T GGATGAT G AGTT T T GAT 703
UHOR 10021-805 GT TT ATA A GGTTATG GATGTAG GGGT T ATTGAAGAT AACTT GGAA A GTGAA T TG T GGATGAT G AGTT TCTCGATCGAAGGGGTTTTT-~======== 702
UHOR 10021-813 GT TT ATACACGGTTATG «GATGTAG GGGT T ATTGAAGAT AACTTUGGAA ACCGTGAACT TG T GGATGAT "G AGTT TCTCGATCGAR ‘GTTGT A 713
UHOR 10021-1273 (GT TT ATAC A GGTTATG < GATGTAG GGGT T ATTGAAGAT AATT AACACCG@T@AACT TG CTUGGATGAT G AGTT T T GAT GAAGGGGTTTTTGAGA GTTGT A GAATGTAAAA 562
UHOR 10021-1283 CGT TT ATACACGGTTATG ~'GATGTAG GGGT T ATTGAAGAT AACTT AACACCG@TGAACT TG T GGATGAT "G GGTT T T GAT GAAGGGGTTTTTGAGA GTTGT A GAATGTAAAA 563
UHOR 10021-362 GT TT ATACACGGTTATG (GATGTAG GGGT T ACATTGAAGATCAACTTCGGAACACCATIAACTCTG T GGATGAT G AGTT T T GAT GAAGGGGTTTTTGAGA GTTGT A GAATGTAAAA 674
UHOR 10021-364 GT TT ATACACGGTTATG —GATGTAG GGGT T ATTGAAGAT AACTT GGAA ACCGTGAA T TG T GGATGAT "G AGTT T T GAT GAAGGGGTTTTTGAGA GTTGT A GAATGTAAAA 675
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Figure S3A, continued

UHOR_10021-818 722
UHOR_10021-820 722
UHOR_10021-822 728
UHOR 10021-815 728
UHOR 10021-811 703
UHOR 10021-805 702
UHOR 10021-813 G AATGGGTGGT T A TGTT GGAT A GT T GTTTGTT AG CTGTTACAGT AGTGTATGTGTGAGTGGGTTAATTGAAGAT 811
UHOR 10021-1273 G AATGGGTEGT T A TGTT GGAT A GT T GTTTGTT AG (TGTTACAGTAGTGTGTGTGTGAGTGGGTTAATTGAAGAT 660
UHOR 10021-1283 G~ AATGGGTGGT T A TGTT GGAT A GT T GTTTGTT AG CTGTTACAGT AGTGTGTGTGTGAGTGGGTTAATTGAAGAT 661
UHOR_10021-362 G- AATGGGTGGT T A TGTT GGAT A GT T GTTTGTT AGCTGTTACAGT CAGTGTGTGTGTGAGTGGGTTG T AGA TG 772
UHOR_10021-364 G- AATGGGTGGT T A TGTT GGAT A GT T GTTTGTT AGCCTGTTACAGT AGTGTGTGTGTGAGTGGGTTG T AGA TG 773
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Figure S3B
UHOR 10021 - UHOR_10022 intergenic region
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Figure S3C

UHOR_ 10021 - Uhavrl locus region in virulent isolates
983

Uh364brk  CARGTAGTGTATCTAATTTCA————————— =
Uh822 CAAGTAGTGTATCTAATTTCAGTTGAAGTCATTCGTCAGCGTCTTGGCGTCATTCGTCAGAGNTTGGGGTTGAGGT GTCTTTTGTTGATGATGGTAG
Uh811 CAAGTAGTGTATCTAATTTCAGTTGAAGTCATTCGTCAGCGTCTTGGCGTCATTCGTCAGAGGTTGGGGTTCGAGGT GTCTTTTGTTGATGATGGTAG
Uh818 CAAGTAGTGTATCTAATTTCAGTTGAAGTCATTCGTCAGCGTCTTGGCGTCATTCGTCAGAGGTTGGGGTTGAGGTGTCTTTTGTTGATGATGGTAG
Uh815 CAAGTAGTGTATCTAATTTCAGTTGAAGTCATTCGTCAGCGTCTTGGCGTCATTCGTCAGAGGTTGGGGTTGAGGT GTCTTTTGT TGATGAT GGTAG
Uh805 CAAGTAGTGTATCTAATTTCAGTTGAAGTCATTCGTCAGCGTCTTGGCGTCATTCGTCAGAGGTTGGGGTTGAGGT GTCTTTTGTTGATGATGGTAG
Uh362 CAAGTAGTGTATCTAATTTCAGTTGAAGTCATTCGT CAGCGTCTTGGCGTCATTCGTCAGAGGTTGGGGTTGAGGT GTCTTTTGTTGATGATGGTAG
Uh820 CAAGTAGTGTATGTAATTT CAGTTGAAGTCATTCGTCAGCGTCTNGGNGTCATTCGTCAGAGGTTGGGENTGAGGT GTCTTTTGT TGATGATGGTAG

F*hhkhkhkdkrkrkhkhkhk Fhkhhkhkhkih
Uh364b Ik ———m o
Uhg22 GAGAGAGAGAGAGC—————————— TAGGAGTCTATATATACAAAAGTAGAGCGGCGGACT GCGGAGCATAACARAGCATTTGCCTTGAGTAGGTTGTGA
Uh811 GAGAGAGAGAGAGC—————————~— TAGGAGTCTATATATACAAAAGTAGAGCGGCGGACT GCGGAGCATAACARAGCATTTGCCTTGAGTAGGTTGTGA
Uh818 GAGAGAGAGAGAGC-—————————— TAGGAGTCTATATATACAAAAGTAGAGCGGCGGACT GLGGAGCATAACARAGCATTTGCCTTGAGTAGGTTGTGA
Uh815 GAGAGAGAGAGAGCGAGAGAGAGCTAGGAGTCTATATATACAARAGTAGAGCGGCGGACT GCGGAGCATAACARAGCATTTGCCTTGAGTAGGTTGTGA
Uh805 GAGAGAGAGAGAGCGAGAGAGAGCTAGGAGTCTATATATACAAAAGTACAGCGGCGGACT GCGGAGCATAACARAGCATTTGCCTTGAGTAGGTTGTGA
Uh362 GAGAGAGAGAGAGCGAGAGAGAGCTAGGAGTCTATATATACAARAGTAGAGCGGCGGACT GCGGAGCATAACARAGCATTTGCCTTGAGTAGGTTGTGA
Uh820 GAGAGAGAGAGAGCGAGAGAGAGCTAGGAGTCTATATATACAARAGTAGAGCGGCGGACT GCGGAGCATAACARAGCATTTGCCTTGAGTAGGTTGTGA

Comparison of Uhavrl locus sequences among seven virulent isolates, focusing on the region after
the ‘breakpoint’ where Uh362 (grey) diverges from sequences in avirulent isolate Uh364 (brk,
highlighted in yellow). The 10-bp repeat unit is in red. The base position is as in panel B.



Figure S3D
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Figure S3E
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