Supplementary Table S1. Details of reference Foc isolates (and their VCGs status)
used in this study.

S. No. Focisolate number VCG status of the isolate

1 24662 01213
2 Thai-7-24192 0125
3 W93/395 Aus 0124
4 W93/404 0125
5. Mal 58 01217
6. Thai-6-1 0124
7 Aus 23997 0128
8 Thai 6-1 0124
9 Taiwan 194 01213/16
10  W92/276 0129
11 Mal 42 01216
12 Mal 33 01218
13 Phil 8 0123
14 23746 0120
15 India 6 0124/5
16 India 1 0125
17  Phil 6 0126
18  RPSTNP 01212
19 24219 01220
20 Indo 20 0120
21 23631 01211
22 F9130 0121
23 23630 01210



Supplementary Table S2. List of primers designed specific to Foc races and their
Gene ID.

S. No.

Gene ID

Forward primer

Reverse primer

Foc R1

1 XM_018396005.1 CTTACCAATTGGGGGCGTCT GGTAGGTTGCGAACACCAGA
2 XM_018396005.1 TTGGGGCAAGGCATACAAGT AGACGCCCCCAATTGGTAAG
3 XM_018396005.1 TTCCAATCAGCTTGGGGCAA GAGACGCCCCCAATTGGTAA
4 XM_018394505.1 CTGAGCAGGAGGAACTCGAC AAAGGCGGCTTCGGACATAA
5 XM_018394505.1 CCTCCGATACGGCTGATGAC CCAACGTCTCGGTAACCAGT
6 XM_018394505.1 TACCTCCTTGGTCGACAGGT CAGACTTCCAACGTCTCGGT
7 XM_018394754.1 GAATCTCTGCGCCTCGATGA CGACAACATTAGAGCGCACG
8 XM_018394754.1 TGCGCCTCGATGACATTGIT ACCGACAACATTAGAGCGCA
9 XM_018394754.1 ACTTCTGAATCTCTGCGCCTC GGTGGGCCTTGGTCATAGAG
Foc R4
10 XM_031217723.1 GCCATGCTATTCCAACGATT CATCCATTCTGCTGGGTTTT
11 XM_031217723.1 CAAAGCAGCTCTGACCATCA GGCAAGGATACCGCAGAATA
12 XM_031217723.1 GCTATCCTGTGCACGATCCA TGGTCAGAGCTGCTTTGGAG
13 XM_031196942.1 GAAGTCGACACCCACGAACT AATTGTTGAACTGCAGCGGC
14 XM_031201004.1 GACTTCGTCACCCGCTACAA CCGAGAACTGCCGGTAGATC
15 XM_031214609.1 AGAAGATCCTTACTGCCGCG GTCACCGAACCAGTCTTCGT
16 XM_031214609.1 GACCGTCTGACCAATGATGC TTTTCGAAGGTGGTCTGCAG
17 XM_031212605.1 TATCGGCATCTTCCAGTCGC CGAGATCACCGTGGAGATGG
18 XM_031212605.1 AGGCCTGATCACGATTCCAA CGCAGGTACAGAGTGTCGTA
19 XM_031212517.1 GTCGAAGGCCAGGAAGTGAA GAGTGCGGATAGCCCTCTTC
20 XM_031216888.1 GATTTCCTCGACAACCAGGTG TTCTGCACACCGTCGATGAT
21 XM_031212870.1 GAAATTCCGGAAAAGCGCGT TTGAGCTCTTCCACCAGCTG
22 XM_031210754.1 AACATCCTGTCGCCGAAGTA CGATGGTGTACTCGTGCTTG
23 XM_031209143.1 GGGTGAAGGGAGTGAAGCTC AGCTGCATCAAACAAGCGTG
24 XM_031209143.1 GAAGTCGGCGTTCATGGATC TCAAACAAGCGTGCCAATGA
25 XM_031203181.1 AACAACAACACCCCGTCCTC TGTAGACGCTGCGCAGATAG
26 XM_031207491.1 ATCTCGAACAACAACACCCC TCCTGCTCGCTGATGTAACC
27 XM_031214567.1 CGCGGCATCAACAAAGTCAT CGGAATATCGTCGTCAGCGA
28 XM_031204365.1 AAGTCATCCTGGTCGGCAAT CCGTAGTTGCCACCACCG
29 XM_031217424.1 CCAGGATGAGAAGACCCTGC GGGAATTCACCGGTCTCGTT
30 XM_031198305.1 GGCATGTCTTCGCACTACAG TGGAATCATGCGCATCACTG
31 XM_031213605.1 CAGGAGAGTCTTGCTTGCCA AAACCCCCTTGACACTGGTG
32 XM_031213605.1 CGATCCATCTACCACTGCCT CGGGCCGTTAAGTTTCGTAG
33 XM_031209245.1 GCGGATCTTCGTCGGGTAAT CCAATGACTTCCTCGGCTGT
34 XM_031209245.1 CATCCAGGCTGCCAAGAATC CTAAAGTGCCATATCCGCCG
35 XM_031209245.1 AGCCAATCAGAAGCTCTGCA ATGCGAGAGATGTTGAGCCG
36 XM_031209245.1 TCTGCATTGCTATCTTCGGC AATGCGAGAGATGTTGAGCC
37 XM_031197279.1 CCATCATTACCCGTCCCTCG TCCAGCATGATCTTCTCCGC
38 XM_031216382.1 CTGTCACCCCATGTCGTACT AGCATGATCTTCTCCGCCAG
39 XM_031211465.1 CCTGTTCAATGCCTTCGAGC CTCACAACGCAGGATGGACT
40 KX434998.1 (SIX1) TGATTTGCCGTGGAATGACA TGGTCTTGACACGACCCA
Foc TR4
41 KF548063.1 (SIX8a) CGCACTCTTACGTTGAGGAT TCCACGCAACACTAGCTACT
Foc STR4
42 XM_031212766.1 CTTCGAGCTGACCATTTCCG CAGCGAATCGAAGTACAGCG

43
44
45

XM_031208009.1
XM_031197922.1

KX434398.1 (SIX7)

CCAAGAACAAACCGAAGCCG
TCGCCAAGAACAAACCGAAG
GCGCAAGTAGTCTTGCTTCC

GTTGGCAGTCATCCAGGTGA
TTTTGAAGCCCCACCAATCG
ATTAAGCGGTTGGCGTATTG




Supplementary Figure S1. Forward and reverse primers binding site (A) and DNA
sequence alignment of hypothetical protein (B) for Foc R1 of FocR1F/FocR1R.

A.

£. sp. lycopersici 4287 hyp: ical protein partial mRNA" starting "TACCTCCTTG"

Results for linear 323 residue sequence "XM 018394505.1 Fusarium Y SP

1 TACCTCCTTGGTCGACAGGTA( GGTCAGTCCAGCGTTGAGGGCTACATCTCGGCTCTTATTCGAGGCTACCGCTGTGTCGAGATTGAC

1 10 20 30 40 50 60 70 80
1 AT GCTGT T C TCAGGTCGC] T GATGTAGAGCCGAGAATAAGCTCCGATGGCG: CAGCTCTAACTG
91 TGCTGGGATGGCAACTCTGGGCAGCCCGAGGTCAACCACGGTCACAGCCTTACGACCTCGATTAGTTTCCGTGAGGTCATAGCCACGATC
91 100 110 120 130 140 150 160 170

91 ACGACCCTA! TTGAGACCCGTCG TCCAGTTGGTGCCAGTGTCGGAATGCTGGAGCTAATCAAAGGCACTCCAGTATCGGTGCTAG
181 AATAAGTAT TTTGTTAAGTCGAGGTT TCTCT T CCTCGAAGTTCATTGCAACCCTAATCAGCAAGCCATCATGGTCAAC
181 190 200 210 220 230 240
181 TTATTCATAC A AATTCAGCTC T TTCAAGTAACGTTGGGATTAGTCGTTCGGTAGTACCAGTTG

<<<R<<< 304 to 323

271 ATTATGAAGGAGGTCTT CTCTC TGGTTACCGAGACGTTG! GTCTG

271 280 290 300 310 320
271 TAATACTTCCTCCAGAAGCCGAGAGCTGACCAATGGCTCTGCAACCTTCAGAC

B.

VCG0125 CM028857.1 Chr-15 TACCTCCTTGGTCGACAGGTAGCCGGTCAGTCCAGCGTCGAGGGCTACATCTCGGTTCTTATTCGAGGCTGCCGCTGTGTCGAG

VCGO0124 CM027183.2 Chr-15 TACCTCCTTGGTCGACAGGTAGCCGGTCAGTCCAGCGTCGAGGGCTACATCTCGGTTCTTATTCGAGGCTGCCGCTGTGTCGAG
VCG0120 CM028827.1 Chr-15 TACCTCCTTGGTCGACAGGTAGCCGGTCAGTCCAGCGTCGAGGGCTACATCTCGGTTCTTATTCGAGGCTGCCGCTGTGTCGAG
VCGVCGO01213/16 CM0263182 Chr- 15 TACCTCCTTGGTCGACAGGTAGCCGGTCAGTCCAGCGTCGAGGGCTACATCTCGGTTCTTATTCGAGGCTGCCGCTGTGTCGAG
VCGO01220 CM028842.1 Chr-15 TACCTCCTTGGTCGACAGGTAGCCGGTCAGTCCAGCGTCGAGGGCTACATCTCGGTTCTTATTCGAGGCTGCCGCTGTGTCGAG
XM 0183945051 Fol4287 TACCTCCTTGGTCGACAGGTAGCCGGTCAGTCCAGCGTCGAGGGCTACATCTCGGTTCTTATTCGAGGCTGCCGCTGTGTCGAG

REEEREE

AACCCTAATCAGCAAGCCATCATGGTCAACATTATAAAGGAGGCCTTCGGCTCTCGACTGGTCACTGAGACGTTGGAAG|C|ICTG
VCGO0124 CM027183.2 Chr-15 AACCCTAATCAGCAAGCCATCATGGTCAACATTATAAAGGAGGCCTTCGGCTCTCGACTGGTCACTGAGACGTTGGAAG|AICTG
'VCG0120 CM028827.1 Chr-15 AACCCTAATCAGCAAGCCATCATGGTCAACATTATAAAGGAGGCCTTCGGCTCTCGACTGGTCACTGAGACGTTGGAAG|AICTG
VCGVCG01213/16 CM026318.2 Ch-iISAACCCTAATCAGCAAGCCATCATGGTCAACATTATAAAGGAGGCCTTCGGCTCTCGACTGGTCACTGAGACGTTGGAAG|AICTG
'VCG01220 CM028842.1 Chr-15 AACCCTAATCAGCAAGCCATCATGGTCAACATTATAAAGGAGGCCTTCGGCTCTCGACTGGTCACTGAGACGTTGGAAG|AICTG
XM 018394505.1 Fol4287 AACCCTAATCAGCAAGCCATCATGGTCAACATTATAAAGGAGGCCTTCGGCTCTCGACTGGTCACTGAGACGTTGGAAGHA|ICTG

VCG0125 CM028857.1 Chr-15

BRI



Supplementary Figure S2. Forward and reverse primers binding site (A) and DNA
sequence alignment of SIX8a (B) for Foc R4 of FocR4F/FocR4R.

A.

Results for linear 198 residue sequence "KF548063.1_Six8a_INDO 155" starting "CGCACTCTTA"

1 CGCACTCTTACGTTGAGGATGGACAGAACTAGGGGCGGAGGGACATCGAACGTGCTTGTCCTTTTGAGCGGGGGAGCGCTATCACATGCGGTACGGGAAGTAGTC
1

1 GCGTGAGARATGCAACTCCTACCTGTCTTGATCCCC! T TGTAGCTTGCACGAACAGGAAAACTCGCCCCCTCGCGATAGTGTACGCCATGCCCTTCATCAG

106 CAGATCATGCCGGGTGAGGTGAAGAGCTTAGCTACTTTAGGTGCATCGACTGTCCAGTTTATARACAATTGGTAGTAGCTAGTGTTGCGTGG!
106 110 120 130 140 150 160 170 180 190
106 GTCTAGTACGGCCCACTCCACTTCTCGAATCGATGAAATCCACGTAGCTGACAGGTCAAATATTTGTTAACCATCATCGATCACAACGCACCT

B.

CM026317.2 VCG01213/16 SIX8a CGCACTCTTACGTTGAGGA|ITIGGACAGAACTAGGGGCGGAGGGACATCGAACGTGCTTGTCCTTTTGAGCGGGGGAGCGCTATCACA
CM028826.1 VCG0120 SIX8b CGCACTCTTACGTTGAGGA|TGGACAAAACTAGGGGTGAACGGATATCGAACGTGCTTGTTATTTTGAGCGGGGGAGCGCTCTCACA
KF548063.1 Six8a INDO 155 CGCACTCTTACGTTGAGGA|ITGGACAGAACTAGGGGCGGAGGGACATCGAACGTGCTTGTCCTTTTGAGCGGGGGAGCGCTATCACA
MN417222 1 Foc4 SIX8 CGCACTCTTACGTTGAGGA|[TIGGACAGAACTAGGGGCGGAGGGACATCGAACGTGCTTGTCCTTTTGAGCGGGGGAGCGCTATCACA
KF548064.1 Six8b Foc22615 CGCACTCTTACGTTGAGGATRGACAGAACTAGGGGCGGAGGGATATCGAACGTGCTTGTTATTTTGAGCGGGGGAGCGCTMTCACA

EEERE

CM0263|72VCGO12|3/1BSIXBaCGGGTGAGGTGAAGAGCTTAGCTACTTTAGGTGCATCGACTGTCCAGTTTATAAACAATTGGTAGTAGCTAGTATTGCGTGG:/‘\:
'CM028826.1 VCG0120 SIX8b CGGGTGCGGTGAGGAACTTAGCTACTTTAGGTGCATCGACTGTCCAGTTTCTACACAATTGGTAGTAGCTAGTATTGCGT GG|A|
KF548063.1 Six8a INDO 155 CGGGTGAGGTGAAGAGCTTAGCTACTTTAGGTGCATCGACTGTCCAGTTTATAAACAATTGGTAGTAGCTAGTGTTGCGT GGJ|T|
MN417222 1 Foc4 SIX8 CGGGTGAGGTGAAGAGCTTAGCTACTTTAGGTGCATCGACTGTCCAGTTTATAAACAATTGGTAGTAGATAGTGTTGCGTT G|T|
KF548064.1 Six8b Foc22615 CGGGTGAGGTGAGGAACTTGGCTACTTTAGGTGCATCGACTATCCAGTTTCTTACCAATTCCTACTAGATAGTGTTGCGTT G|T|

ENRREE



Supplementary Figure S3. Sequence comparison of SIX1a (A) and forward and
reverse primers binding site (B).

A.

Fusarium oxysporum f. sp. cubense strain BC2-4 chromosome 14, whole genome shotgun sequence
Sequence ID: CM026317.2 Length: 1342940 Number of Matches: 2

Range 1: 1061535 to 1062386 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Stran

893 bits(483) 0.0 738/855(86%) 42/855(4%) Plus/Plus
Query 1 ATGGCGCCCTATAGCATGGTACTCCTTGECGCCCTCTCAATCCTTGGGTTTGGGGCTTAT 60

LT LR LT LT
Sbjct 1061535 ATGGCGCCCTATAGCATGGTACTCCTTGGCGCCCTCTCAATCCTTGGETTTGGEGCTTAT 1061594

Query 61 GCTCAAGAGGCTGCGGTTGAGGAACCCCAGATATTTTTCAACTTGACCTACACGGAATAT 120
LLLCCELTEELTETETE TEECEEEEL L EEE R CECEEI LTI IT

Sbjct 1061595 GCTCAAGAGGCTGCGGTTCAGGAACCCCAGATATTTTTCAACTTGACCTACACGGAATAT 1061654

R TR
Sbjct 1061655 CTGGATAAGGTGGCAGCATCCCACGGGAGTTCCCAGACGAGTGATTTGCCCTGGAATGAC 1061714
Query 181 ACTATGAGCGGCTTTCCTGG ~GAACGAGACGGGCAGC 216

LEELEEETE TEELTTELD RN
Sbjct 1061715 ACTATGAGCAGCTTTCCTGGAAACGAGACGGACGATAGTGTTCAGACCGAGACGGGCAGC 1061774

D ittt ittt
Sbjct 1061775 AGCCTATCGAGGCGTGETCGCATTGTCAACCTTGGAAAGCGTGACCCTGTCRGCGEGEAG 1061834

Query 277 GCTCACAACAATCGCGTCACCAATGACATGCTCCAGGCGCTTCATGATCTGTGTGTTGAA 336
LLCCEEE T TEEEEE LT L ECEEEEEEEL T LTI

Sbjct 1061835 TCTCACAACGATCGTGTCACCAATGACATGCTCCAGGCGCTTCATGATCTGTGTGTTGAA 1061894

T T T e
Sbjct 1061895 AAATATGGCACAGGCTGGCGAGCGGTTAGTGGGTTATGTTACACTGATCGTCGGGCGACT 1061954

ey BT e AT e T
Sbjct 1861955 AGGAAAATCGAATGTAATAAACCGTCTGTC--AGGGAGAGAGACAGATCAGTGACCAGAG 1062012

Query 449 CTTGCCCA-AGCGGCCAGCAGTGCACCACTTTCGAGGCGGTCAATTATCGT-AGCGT- -~ 503
LLELELEE DT VLV 1L T L]

Sbjct 1062013 CTTGCCCACAG-GGCCAGGAGTGCACCACTTTCAATGCGTACAACTTTCGTAACCGTCAC 1062071
Query 504 C--CGGAATATTTTTCCTGTCTGTGGGCCCCGAATTGAGGTGACGGAGAGACATGATATA 561

Sbjct 1062072 CATCAGGTTACTTTTCCTGTCTGTGGGCCCCGAATTGAGGTGAAGGAAAGACATGATATA 1062131

S s T
Sbjct 1062132 GGGATACACACGGAGTGGGAGGGAATCTGGTACCCCGAATCGCCTAAATCGCCTGGGACC 1062191

Query 622 TACGATTCTTTCGCCCAGATGGCGGGCAGTCTCAATGGGTACTTCAACTTTGATGGTGCT 681
Sosce 1062192 TACGATICHTCGUAATOLASEASH ARG A ceotatéhcdéhirt  sosaass
Query 682 TATTCGAATGGAGAGGGGATGAGCTCTCGGGGAAGTGGACACTCGTGGTCATGCATTGCT 741
sosee 1062252 TAHHbokhrhraadhctH I cdbbratd kbt st 1062311
Query 742 TGCCCGGGAGGCAAGCTGACTATCACTAGCACAGATCGCGCAACTTGGGCGATTGGATAT 801

Sbjct 1062312 TGCCCGGGAGGCAAGCTGACTATCACTAGCACAGATCGCGCAACTTGGGCGGTTGGATAT 1062371

R it
Sbjct 1062372 ACCAGCCCCCACTAA 1062386

B.

Results for linear 816 residue sequence "KX434998.1 Foc TR4 BRIP40340 secreted in xylem 1 (SIX1l) gene, complete cds" starting "ATGGCGCCCT"

1 ATGGCGCCCTATAGCATGGTACTCCTTGGCGCCCTCTCAATCCTT TTTGG TTATGCTCAARGAGGCTGCGGTTGAGGAACCCCAGATATTTTTCAACTTG
1 10 20 30 40 50 60 70 80 90 100
1 TACCGC ATATCGTACCATGAGGAACC! 'TTAGGAACCCAAACCCCGAATACGAGTTCTCCGACGCCAACTCCTTGGGGTCTATAAAAAGTTGAAC

106 ACCTACACGGAATATCTGGATAAGGTGGCAGCATCCCACGGGAGTTCCCAGACGAGTGATTTGCCGTGGAATGACACTATGAGCGGCTTTCCTGGGAACGAGACG
106 110 120 130 140 150 160 170

106 TGGATGTGCCTTATAGACCTATTCCACCGTCGTAGGGTGCCCTCAAGGGTCTGCTCACTARACGGCACCTTACTGTGATACTCGCCGAAAGGACCCTTGCTCTGC
211 GGCAGCAGCCTATCGAGGCGTGGTCGCATTGTCAACCTTGGARAGCGTGACCCTGTCGGCGGGGAGGCTCACAACAATCGCGTCACCAATGACATGCTCCAGGCG
211 220 230 240 250 260 270 280 290 300 310
211 CCGTCGTCGGATAGCTCCGCACCAGCGTAACAGTTGGAACCTTTCGCACTGGGACAGCCGCCCCTCCGAGTGTTGTTAGCGCAGTGGTTACTGTACGAGGTCCGC

316 CTTCATGATCTGTGTGTTGAAGCATATGGCACAGGCTGGCGAGCGATTAGTGGGTCGTGTCAAGACCAGGCAACGAGGCGTATCTATTGTGGGAATCCGAATGTC
316 320 330 340 350 360 370 380

316 GAAGTACTAGACACACAACTTCGTATACCGTGTCCG! GCTCGCTAATCACCCAGCACAGTTCTGGTCCGTTGCTCCGCATAGATAACACCCTTAGGCTTACAG
421 GCTGGGTCCCGGCGGATGACGACCAGAGCTTGCCCAAGCGGCCAGCAGTGCACCACTTTCGAGGCGGTCARTTATCGTAGCGTCCGGARTATTTTTCCTGTCTGT
421 430 440 450 460 470 480 490 500 510 520
421 CGACCCAGGGCCGCCTACTGCTGGTCTCGAACGGGTTCGCCGGTCGTCACGTGGTGARAGCTCCGCCAGTTAATAGCATCGCAGGCCTTATARAAAGGACAGACA
526 GGGCCCCGAATTGAGGTGACGGAGAGACATGATATAGGGATTCACACGGAATGGGACGGAATCTGGTACCCTGAATCGCCTARATCGCCTGGGACCTACGATTCT

526 530 540 550 560 570 580 590

526 CCCGGGGCTTAACTCCACTGCCTCTCTGTACTATATCCCTAAGTGTGCCTTACCCTGCCTTAGACCATGGGACTTAGCGGATTTAGCGGACCCTGGATGCTAAGA
631 TTCGCCCAGATGGCGGGCAGTCTCAATGGGTACTTCAACTTTGATGGTGCTTATTCGAAT TGAGCTCTC TGGACACTCGTGGTCATGC
631 640 650 660 670 680 690 700 710 720 730

631 AAGCGGGTCTACCGCCCGTCAGAGTTACCCATGAAGTTGARACTACCACGAATAAGCTTACCTCTCCCCTACTCGAGAGCCCCTTCACCTGTGAGCACCAGTACG
736 ATTGCTTGCCCGGGAGGCAAGCTGACTATCACTAGCACAGATCGCGCAACTTGGGCGATTGGATATACCAGCCCCCACTAA

736 740 750 760 770 780 790

736 TAACGAACGGGCCCTCCGTTCGACTGATAGTGATCGTGTCTAGCGCGTTGAACCCGCTAACCTATATGGTCGGGGGTGATT




Supplementary Figure S4. Forward and reverse primers binding site (A) and
multiple sequence alignment of SIX7a (B) for Foc STR4 of FocSTR4F/FocSTR4R.

A.

Results for linear 663 residue sequence "KM503196.1 Foc STR4_SIX7" starting "ATGCAGGTTA"

1 ATGCAGGTTATGAAGTACCTTTACCTCCTTTTCCATTTCGCCCTGTTTGCGAGTGCTATACCTGGACTTGATCTC
1

40
1 TACGTCCAATACTTCATGGAAAT 'TARAGCG C. CGCTCACGATATGGACCTGAACTAGAG
76 TT GG GGGCTATGCTTTA C! CTCARAGAGCAGCA CCACCAGA CTACTGAGGTGACA
76 80 90 100 110 120 130 140

76 ARAGGTTCCGTTCCCGATACGAAATCGTGGTTGAGTTCTCGTCGTCCTGGTGGTCTTTCCGGATGACTCCACTGT
151 TTTGACATCACCGAGAATGTCAACACGTTCACCGACGCCGCATCCACACCATGGACTCAGGGTGTAGGACTCTCG
151 160 170 180 190 200 210 220
151 AAACTGTAGTGGCTCTTACAGTTGTGCAAGTGGCTGC! GTAGGTGTGGTACCTGAGTCCCACATCCTGAGAGC
226 AATATTAGATACCAATGGCGCGCATACTACAGTACCAGGCGACAAACTACATTCGTTGAGGTTCAGGTTTTCGGT
226 230 240 250 260 270 280 290
226 TTATAATCTATGGTTACCGCGCGTATGATGTCATGGTCCGCTGTTTGATGTAAGCAACTCCAAGTCCAAAAGCCA

301 ACTGCCGAGGCGCAAGTAGTCTTGCTTCCGGATGCTCCCGCAACAGGTCAATGGCGCGCTATCAATAGCGACGTC
301 310 320 330 340 350 360 370
301 TGACGGCTCCGCGTTCATCAGAACGAAGGCCTACGAG! GTTGT GTTACCGCGCGATAGTTATCGCTGCAG
376 CTTAGGCCCAATGAAAGGGTCACTG! GTGGTGTAG! GCTGGGGTCGGGTGACTCCGGTCTGCCTTCAAACT
376 380 3%0 400 410 420 430 440

376 GAATCCGGGTTACTTTCCCAGTGACCGCCACCACATCCCCCGACCCCAGCCCACTGAGGCCAGACGGAAGTTTGA
451 TTTGGTCGGAGAGATATTAGGTATCGGCTCCGGATTCAACGTAAGCCCAAGCACTCCTACCCCCTTGARAGTCATT
451 9

451 AAACCAGCCTCTCTATAATCCATAGCCGAGGCCTAAGTTGCATTCGGGTTCGTGAGGATGGGGGAACTTCAGTAA

526 CCTGGGAGGCAATACGCCAAC! TTAATGAATGCCCGTCGCTACGCCAAAACCCCTCAGATGATTTATAAGCCC
526

526 GGACCCTCCGTTATGCGGTTGGCGAATTACTTACGGGCAGCGATGCGGTTTTGGGGAGTCTACTAAATATTCGGG
601 AGGGGCCTTGCTGATTTTCGTTTTCATAGTTTTAACACAGCAGAGTTTGTAGTAAATCTGTAG

601 610 620 630 640 650 660

601 TCCCCGGRACGACTARRAGCAAAAGTATCAAAATTGTGTCGTCTCARACATCATTTAGACATC

B.

Fusarium oxysporum f. sp. cubense isolate VCG0120 chromosome 14, whole genome shotgun sequence
Sequence ID: [ ZLTZTR] Length: 1838343 Number of Matches: 1

Range 1: 1288728 to 1289395 GenBank Graphics

Score Bpect  Identities Gaps Strand
1090 bits(590) 0.0 644/669(96%) 7/669(1%) Plus/Plus
Query 1 ATGCAGGTTATGAAGTACCTTTACCTCCTTTTCCATTTCGCCCTGTTTGCGAGTGCTATA 60

A
LLLLEE LLEEL L LT
Sbjct 1288728 ATGCAGATTATGAAGTACCTTTACCTCCTTTTCCATTTCGCCCTGTTTGCGAGTGCTATA 1288787

Query 61 CCTGGACTTGATCTCTTTCCAAGGCAAGGGCTATGCTTTAGCACCA- - -ACTCAAGAGCA
LCLCLELELCUTEEEELECEECEEECECELECECEE PP THEL T T
Sbjct 1288788 CCTGGACTTGATCTCTTTCCAAGGCAAGGGCTATGCTTTAGCACCACCGGCTCAACACCA 1288847

17

Query 118 GCAGGACCACCAGAAAGGCCTACTGAGGTGACATTTGACATCACCGAGAATGTCAACACG

I T LU TV L LT LT

Sbjct 1288848 CCACGACCACCACCCGCGGCTAGAGAGGTGACATTTGACATCACCGAGAATGTCAACACG 1288907

77

Query 178 TTCACCGACGCCGCATCCACACCATGGACTCAGGGTGTAGGACTCTCGAATATTAGATAC
LECCCEETECTEEECECEE LT CE P EL LT PRI nn
Sbjct 1288908 TTCACCGACGCCGCATCCACACCATGGACTCAGGGTGTAGGACTCTCGAATATTAGATAC 1288967

37

Query 238 CAATGGCGCGCATACTACAGTACCAGGCGACARACTACATTCGTTGAGGTTCAGGTTTTC 297
(A#IéllHHIIHH\HH\HHHHIII]HIIIHH[HHHHIIHH

Sbjct 1288968 CGCGCATACTACAGTACCAGGCGACAAACTACATTCGTTGAGGTTCAGGTTTTC 1289927

111
ATG

Query 298 GGTA?YGCCGAGG(GCAAGYAGT(T\'GEYTC(GGATG(Y((CGCAA(AGGT(AAYGGCG( 357
TAC

i} IECECLLLEE L LT LT LT T

Sbjct 1289028 TGCCGAGGCGCAAGTAGTCTTGCTTCCGEATGCTCCCGCAACAGGTCAATGGCGC 1289087

Query 358 GCTATCAATAGCGACGTCCTTAGGCCCAATGAAAGGGTCACTGGCGETGGTGTAGGEGEC 417

LELLELL LT LT LU LT LT LE L LT LT
Sbjct 1289088 GCTATCAATAGCGACGTCTTTAGGCCCAATGAAAGGGTCACTGGCGGTGGTGTAGGGGGC 1289147

i iiiintintitiiitmitnasmnaiinie
Sbjct 1289148 TGGGGETCGEGTGACTCCGGTCTGCCTTCAAACTTTTGETCGGCGAGGAGATATTAGGTAT 1289207

Query 478 ﬁ(\’(\ﬁﬁ?ﬂﬁﬁc\ﬂﬁﬁ\ﬁ(\ﬁ?ﬁﬂﬁ”ﬁc\c\ﬁ{ﬁﬁﬂfﬂﬁﬂﬁﬁﬁ >
|
Sbjct 1289208 CGGCTCCGGATTCAACGTAAGCCCAAGCACTCCTACCCCCTTGAAGTCATTCCTGGGAGG 1289267

Query 535 CAATACGCCAACCGCTTAATGAATGCCCGTCGCTACGCCAARACCCCTCAGATGATTTAT 594
H\HIIIHHIIHH\H\HHHIHHIHHIIIIHH LTI

Sbjct 1289268 CAATACGCCAACCGCTTAATGAATGCCCGTCGCTACGCCAAMACCCTTCAGATGATTTAT 1289327

Query 595 AAGCCCAGGGGCCTTGCTGATTTTCGTTTTCATAGTTTTAACACAGCAGAGTTTGTAGTA 654

LLLLCECLLETELEE L LT UL LT LT
Sbjct 1289328 AAGCCCAGGGGCCTTGCTGATTTTCGTTTTCATAG-TTTAACACAGCAGAGTCAGTAGTA 1289386

Query 655 llaﬂﬂﬂﬁ 663
Sbjct 1289387 AATCTGTAG 1289395



