Supplementary Table 5. Procedure adopted for primers design through BLAST
search.

Primers 1listed in Table 1 were designed 1in order to amplify regions
(highlighted) enconding the following genes: Phenylalanine ammonia-lyase (PAL),
Pathogenesis-related protein (PR1), Lipoxygenase (LOX) and Proteinase inhibitor
II (PINII). Available sequences of Solanum lycopersicum genome version 4.0
(https://solgenomics.net/organism Solanum lycopersicum/genome)matching the
enzymes of interest were checked by blastx (https://blast.ncbi.nlm.nih.gov/)
(down figure) and used as template for pickup primers using Primer3 and BLAST
tool (https://www.ncbi.nlm.nih.gov/tools/primer-blast/)

Phenylalanine ammonia-lyase (PAL)

>SL4.0ch00 1897601-1898700
ATCTTGACTTTTCTCAACTCATGAAATATTGAAGTTAATATAAAACATTATATATATATATATATATATATAAAACAATGTAATCGTGCAATTTCATGTA
GTGTATGAAATCAAAATCGTGCAAACTTGGCGTCGTTGAAAAGATCTTTTCAAGGGCTTTCCAACCATATCAAGAATCACCTCTAATCCATTCTGAGCTA
GATATTATAGCTGTTTAAAAATGATCAAAACTCACTTCTTAAACTTAGAAGAATTTTCCTAATTTTTCCTTTCTTTACAAAAGTGATTAATACCTTAAAT
ACCAACAGATCTAACTCGAGACCAACATTAGAAACTACGAATCAACATCAATGGACATTCAAACAACTCAACCAAATAGGGATTCGACAAGATTCGTCAA
GGATTCACTTCTAATAATGTCAACAATTCTAAAACCACTGAATTGAAGCAATATTTGTGTACGGAACCATTGCGATTTCAGCGCCCTTGAAACCATAGTC
CAAGCTTGGATTCCTTCCTGCTGTCAGATTAGATGGCAACCCGTTGTTGTAATAGTCGTTGACAAGCTCTGAGAAT TGGGCAAACATCAACTTACTAATT
GATGCAAGGGCCAATCTTGTATTATCCATGGAGACACCAATAGGGGTTCCTTGGAAGTTGCCACCATGTAAGGCCTTATTTCTTGAAACATCGATCAATG
GATTGTCGTTCACTGAGTTAATCTCCCTCTCGATCATCTTAGTTGCAGCACGAATGACTTCAATCTGAGGTCCAAGCCATTATGGAGATGTTCGGAGAGC
ATAACGATCTTGCTTTCGTTTTTGAAGAGGATCCATTTCATGGAGCTTCTGAGCTACCTTCACATAAGAGCTTCCATCCAAAATGTGTTCCATAATAGCA
GCAGCCTCAATCTGACCAGGGTGATGCTTCAACTTGTGTGTCARATAGTCAGTGAATTCGGGCTTTCCGTTCATCACTTCAGCAAATATCGCTGATARAA
CTTCAGACATAAGAGCAAGGATATTGGACTCAAACAGGACTATTGATGCCATAGCAGAACCAACTGCTGTGCCATTCACAAGTGCAAGTCCTTCCTTAGG
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[+] phe_am_lyase TIGRO1226 phenylalanine ammonia-lyase; Members of this subfamily of MIO prosthetic group enzymes are .. 653-1300 4.67e-124
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Pathogenesis-related protein PR1

>SL4.0ch09 690601-691700
ATTTTGACAAATTTAAGGATCAAAATTGATCCAATCATACATTAGGGACTATTTTGAATCTACTATAAAAATGATAAGGAACCATTTTTTTGTTTTTTCA
TTTTCTCTATTAAGTTTCTTTGAATTTTCTTCACACATGCTAAACAAAATTCCACATATTTACTTATATATATACTATACTTATCTCACATTCATAATCA
CAATAATTTAGATTTCTTTTCTCTCTACTACTCCTATAGCAAAATGGGGTTGTTTAACATCTCATTTTTGCTCATTAGTCTCATGGTATTAACCATATTT
CACACTTGTGATTCCCAAAATTCACCCCAAGACTATTTTGCGGTTCACAACGATGCCTGCGCCCAAGTTGGAGTTGGGCCAATGTCTTAGGATGCTTCAC
AACGATGCCCGCGCCCAAGTTGGAATTGGGCCAATGTCTTAGGATGCTGGCTTGGCATCTCGAGCACARAATTATGCCAACTCAAGAGCTGGTAATTGCA
ACTTGATTCATTCTGGTGCATGGGAGAACCTTGCCAAGACCGGTGGTAATTTCACGGGGAGGGCCGCCGTGCAATTGTGGGTATCGAAAAAGCTAAACTA
CAACTACGGTACCCACCAATGTGCTAGCGGGCAAATGTGCGGACATTATACTCAAGTAGT TGGCGCAACTCAGTCCGACTAGGTTGTGGTCGGGTTCGTT
GTAACAACGGGTGGTGGTTCATTTCTTGCAACTATGATCATGTAGGCAACTGGGCCGGARAACGTCCTTATTAAGGTGTCGTTTATTTATGACATATTGC
TAGTATTAAATAAAATTTTTATATTACATGTCAAGGAGTTAAAATTTAAATCTGGCAAGTGGATCGGATCGATCTCCTATATATCCAAGATGT TAAGGGA
TCAAATATATAATTATTGTTTTGATTTCCCTTTGATATTGCTAGTATGAATAATTCCACGTATCATATGTTCATGGTATCGTGCTTAGGTTCTTTACTTT
TTCAAAATTATGAAATTTATATATTAAAAAATTAAGTGGAGTAATTAATTGGGAAAACTACATAGATAGATCCAATTATGAAAATTTATCTAATTTGGAC
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[+] CAP_PR-1 cd05381 CAP (cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins) domain 661-771 0e+00
[+] CAP_PR-1 cd05381 CAP (cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins) domain ... 398-861 0e+00
[+] SCP smart00198 SCP/ Tpx-1/Ag5 / PR-1/ ScT family of extracellular domains; Human glioma ... 398-667 3.92e-08

Proteinase inhibitor II (PINII)

>SL4.0chll 13068101-13069200
ATGAAATAAGTTATCGATCCCGTAGAGATGATGAGCTTGCTATAAATAGGTGGATAGGTTAACACATTCTTCACTCAAAAAAAAAAAGTTCAAGGTACTA
TTAATCACAAGAAAGTATGGCCTTCAACAAAGTTGCCCTCCTCATTTTGTTTGGTTAGTCTTTTTATTTCTTATCATCTTTGGTAATTCTACATTAAACA
TATTTGCTAATGACTTTATTTAATTATTCAGCTATTTTTGCTGGAACTGTTTTACT T TTAAGTGAGGTGGATGCAGCAAATGCTTGTCCCCGTAATTGTA
ATCCAAGTATTCAATATGGGAGATGCCCAAAATCTGGAAACAAAAAGTTCAAAGTTGGATGCACAAATTGTTGCTCAGGCACTGAAGGTTGCAACTATTA
TAGTGCTAACGGAACATTCATTTGTGAAGGACAGACAAAAAAGACTATAGACGAAACAAATAAAGCTTGTCCTCGTAATTGTAATCCAAGAATAGCGTAC
TCGATATGTCCAGGCAATAAAAGGAGTGAAGGTAGAATATGCACCAATTGTTGTGCAGGCAGTAAGGGTTGCAACTATTACACTGTCGATGGAACTTTTG
TTTGTGAAGGAGAATCTAAAGTCGATAGCTCTTAATAGTTTTTCTAATTTTTGTTCGTCTGTTTGTACTTTTTTATGTTTTCAATAATTACGCGTGAGCC
TATGGTTCATTTAAGTCGTGTAAGATGTGTTAGTGGATGTTTACAAATTTCAACTGTTTTGTGCTAGATTTTCAAGAGCCTAATTAATGGTGTGATGGTT
TATTTTATTACTTGAATTTAAGTTTACTAGTTTCTGAGAATATAGGTGGTCTTGACATGT TTATCCAAAAAAAAAATTATAACTCTGAAGTCAGTAAGAA
AATTGTTAAAATTTTGGAAAGAACATATCAATTTTTCTTTCAAATTAAAAGGATAAAATTGCTCATGACGAAATCTAGACACAATATTCACGTTGTTACT
CTATTAAAAATAAAGGTCAATTTACTATTATCTGGTAAACTATGATAAAAATCAATTAAACTAACACTTATTTCGTCCATTGTACTTGATGATGATTTTA
ggctcacgcgtaattattgaa
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[+ Pret_inhib_Il pfam02428 Potate type Il proteinase inhibitor family; Members of this family are proteinase inhibitors 462-611 272e-18

[+] Prot_inhib_ll pfam02428 Potato type Il proteinase inhibitor family; Members of this family are proteinase inhibitors ... 282-431 7.15e-18



Lipoxygenase (LOX)

>SL4.0ch03 64659501-64660600
ACGTAGATCACTACTATCCATCCTCGGCCCAAGTTTGCAGTGACAGGGAGCTGCAAGCTTGGTATACTGAGACTATTAATGTGGGCCACGTTGACCTCCG
CAACGAGGACTGGTGGCCCACGTTAGCTACTCCAGAGGACCTCATTTCCATCCTCACCACCCTCATCTGGCTGGCTTCAGCGCAACATGCTGCCCTGAAT
TTCGGGCAGTACCCTTACAGTGGATACGTTCCAAACCGACCACCACTCATGCGTCGATTAATCCCTGACGAGAACGATCCCGAGTATGCGGTGTTCCTAG
CTGATCCACAAAAATATTTCTTCTCAGCTTTACCAAGTTTGTTACAAGCAACAAAGTTCATGGCCGTGGTTGACACATTATCGACACATTCCCCAGATGA
AGAATACATAGGGGAAAGACAGCAACCGTCTACTTGGACCGGAGATGCAGAGATTGTTGAAGCATTCTACAAATTTTCCGCGGARATAGGGAGARTTGAG
AAGGAGATAGATGAARAGAAATGCCGATACGAATCTAAAARATAGGTGTGGTGCTGGTGTATTACCATATGAACTATTGGCACCAAGTTCAGGCCCTGGAG
TAACATGTAGGGGTGTTCCAAATAGTGTATCGATATGAGTAATTATAAGTATATATATATTATATATAACCTATGTTTATAAAGCCCATAAATAGGGCGG
ACTGCTGTGTCTAGTTATGTCAAAATGTATGTTTGTATCTACGGCTAGATTTTTGTAAGAACATTAATTAAGT TAAATAATTAGCCACTAATACTAGCTT
AAGTCCATCTACCACATACTTGAGTTCCGTTACTACTTCATTTGCATTATATTATTATCATGTTCCAAAATTTGTTGCTTATCTCGACTTACAGACATAT
TATCTAAATGTTTTGCTARATAACGACTCCGACACAGTCATATTATATTACCGCCTGCCTTCGTTATAAAATTATACCGATTACAAATCGTTATAATTAT
GACARATCTTGGTTAAAAGATACTTTTAAATTGCGAATTCATAATTTTAATTAATTTTTTTCTTCAAATCATTAGTACATTTTATTCCCACTAGTGCAGT
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[+] PLNO2264 PLN02264 lipoxygenase 1-48 1.38e-03
Actin

>SL4.0ch03 45370501-45371600

GATCTGTTGTTTTTATGGTCAATCTGTCATGAACTTGATCTGCTCTTAATTTTCCTAGATCTACTGTGTTATTAGTACTTGATCTCTGCATACTCATTTT
GGTTACCAGCAAATTTAGCTAAACTTTGATGGATCTTTTTTTTTTGGCTGCTATACGGAAAAACGAAGCATGTTTTTATTATTACAAGTGTCCGCCTGTT
GACTGAGCTCCAAATTGTCTGGGATTTAGATATATCAGTTTACTTACTAACAAGTAAAACCTTATATGACTAGAGACATTTAGTTGAGTTCTGAATCGAT
CTTATGATGTTGTGTTATGTGTTGATACCTTCATGTATATGTTTAGGTTAGACTAAGTGTGCTGATTTAACTTGCTTTTACTTTCAGTTGATTAAAAATG
GCCGACGGTGAGGATATTCAGCCCCTTGTTTGTGACAATGGAACTGGAATGGTTAAGGTAGTCCTTGTTCATTGACTATTGTTTTTACAGGAAGCACTTG
TCATTTATAACCATTTTAATTTAAGCCAATTGCATATCCTTTTTATGGAATGATTTGTGTTTTGAAATGTAGGCAGGATTTGCTGGTGATGATGCTCCTC
GAGCAGTGTTTCCCAGTATTGTGGGTCGTCCCAGGCACACAGGTGTTATGGTCGGAATGGGACAGAAGGATGCGTATGTGGGTGATGAAGCTCAATCTAA
GAGAGGTATCTTGACCTTGAAATATCCCATTGAGCATGGTATAGTCAGCAATTGGGATGATATGGAGAAGATATGGCATCATACTTTTTACAATGAGCTT
CGAGTTGCTCCTGAGGAACACCCTGTTCTCCTGACTGAGGCACCCCTTAATCCCAAGGCCAACAGAGAGAAGATGACCCAGATTATGTTTGAGACATTTA
ATGTTCCTGCTATGTATGTTGCTATCCAGGCTGTGCTTTCTCTGTATGCTAGCGGTCGTACCACTGGTTCGTACTGGGCTTTTTGTGATCCAACTTTGTC
TGCCCAATGAAATAACTCACTCTIGTTTTAATTTTGACTTAATATATTACTTTTGACAGGTATTGTGTTGGACTCTGGTGATGGTGTTAGTCACACTGTCC
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[+ PTZ00281 PTZ00281 actin; Provisional 3128 4 29e-23
[+] ACTIN smart00268 Actin; ACTIN subfamily of ACTIN/mreB/sugarkinase/Hsp70 superiamily 3125 2.30e-10
[+ COG527T C0G5277 Actin-related protein [Cytoskeleton]; 3128 2.07e-09

[+] Actin plam00022 Actin; 3122 6.51e-08



Primers 1listed in Table 1 were designed 1in order to amplify regions
(highlighted) encoding the following genes: Phenylalanine ammonia-lyase (PAL),
Pathogenesis-related protein (PR1), Lipoxygenase (LOX) and Proteinase inhibitor
II (PINII). Available sequences of M. acuminata (DH-Pahang pseudochromosomes 2.0
(https://banana-genomehub.southgreen.fr) matching the enzymes of interest were
checked by blastx (https://blast.ncbi.nlm.nih.gov/) (down figure)and then used as
template for pickup primers using Primer3 and BLAST tool
(https://www.ncbi.nlm.nih.gov/tools/primer-blast/) .

Phenylalanine ammonia-lyase (PAL)

chr01 chr01:2939428..2941177
GTTCCTCAATGCCGGAATCTTCGGCTCCGGCCCGGAGTCGGGAAACACATTGCCTTCGTCCGCTGCGAAGGCGGCCATGCTCGTCCGGGTGAACACCCTC
CTCCAGGGCTACTCCGGCATCCGGTTTGAGATCCTGGAAGCCATCGCCAGCCTGCTCAACAACGGCATCACCCCCTGCCTGCCGCTGCGGGGCACCATCA
CCGCCTCCGGTGATCTCGTCCCGCTGTCTTACATCGCAGGAATCCTGACTGGCCGGCCGAACGCAAAGGCCGTCGGCCCCGACGGCAAGGTCATAGGCGC
GGCGGAGGCTTTCCGGCTCGCCGGCATCGCGGACGGTTTCTTTGAACTGCAGCCCAAGGAAGGACTGGCGCTGGTGAACGGCACCGCCGTGGGATCGGGL
TTGGCCTCCATGGTGCTCTTCGAGGCCAACGTCCTGGCCGTCCTATCGGAGGTGCTGTCGGCCGTCTTCTGCGAGGTGATGCAGGGGAAGCCGGAGTTCA
CCGACCACCTCACGCACAAGCTGAAGCACCACCCGGGCCAGATCGAGGCGGCCGCCATCATGGAGCACATACTGGAGGGAAGCTCCTACATGAAGATGGC
GCAGAAGCTGCACGAGCAGGACCCGCTCCAGAAGCCAAAGCAGGACCGCTACGCCCTGCGCACCTCCCCTCAGTGGCTCGGCCCGCAGATCGAGGTCATC
CGCGCTTCCACCAAGTCCATCGAGCGCGAGATCAACTCCGTCAACGACAACCCGCTCATCGACGTGTCCCGGAGCAAGGCCCTCCACGGCGGCAACTTCC
AGGGCACGCCCATCGGCGTCTCCATGGACAACACCCGCCTGGCCGTCGCCGCCATCGGGAAGCTCATGTTTGCGCAGTTCTCTGAGCTGGTCAATGACTT
CTACAACAACGGCCTGCCCTCGAACCTCTCTGGGGGACGGAACCCGAGCCTGGACTACGGGTTCAAGGGCGCCGAGATCGCCATGGCGGCCTACTGCTCT
GAACTCCAGTTCCTGGCCAACCCCGTTACCAACCACGTCCAGAGCGCCGAGCAGCACAACCAGGACGTGAACTCGCTGGGGCTCATCTCCGCGAGGAAGA
CGGCGGAGGCCGTCGACATACTCAAGCTCATGTCCACCACCTACTTGGTGGCGCTCTGCCAGGCCGTCGACCTCCGGCACCTGGAGGAGAACCTGAAGAG
CGCTGTGAAGAGCACGGTGAGCCAGGTGGCGAAGCGGGTGCTCACCATGGGCGCCAACGGGGAACTCCACCCCGCCCGGTTCTGCGAGAAGGAGCTGATC
AAGGTGGTGGACCGGGAGCACGTCTTCACCTACGTCGACGACCCCTGCAGCGCCACCTACCCGCTGATGCAGAAGTTGCGGCAGGTCCTCGTGGCGCACG
CGCTCGAGAACGGCGACAAGGAGAAGGACGCCGGCAGCTCCATCTTCCAGAAGATCGCAACCTTCGAAGAAGAGCTGAAGGCGCAGCTGCCGAAAGAAGT
GGAAGCGGCGAGGTCGGCCGTGGAGGGCGGGAAGGCGGCCATTCCGAACAGGATCGAGGAGTGCAGGTCTTACCCGCTTTACAGGTTGGTGAGGGAGGAG
CTCAAGACGGGGTTCCTGACGGGCGAAAAGGTGACGTCGCCGGGCGAGGAGTTCGACAAGGTGTTCGACGCCATCTGCCAGGGGAAGGTGATCGACCCTC
TCCTCGAGTGCTTGAAGGAATGGGACGGTGCTCCCATCCCCATCTGTTAG
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[+] PLNO2457 PLN02457 phenylalanine ammonia-lyase 2-1747 Qe+00
[+ phe_am_lyase TIGR01226 phenylalanine ammonia-lyase; Members of this subfamily of MIO prosthetic group enzymes are ... 2-1714 Qe+00
[+ Lyase_aromatic pfam00221 Aromatic amino acid lyase; This family includes proteins with phenylalanine ammonia-lyase, EC: . 41-1228 4.84e-70
[+] PAL-HAL ©d00332 Phenylalanine ammonia-lyase (PAL) and histidine ammonia-lyase (HAL); PAL and HAL are members .. 4-1177 2.22e-67
[+ HutH C0G2986 Histidine ammonia-lyase [Amino acid transport and metabolism]: 41-1240 497e-61

Pathogenesis-related protein (PR1)

chr04 chr04:2013058..2013969
AACCAGTCGCTGTAGAAGAGAAAATGGCCTGTTTAGTTTCCGTCGTCGTATTACAGCTTCTAACGATCCACTACATCATCGTCACCGGCGCTCAGAATTC
GACCACCGACACGGCGAGCCCGGACGGCGTCAGCTCGGCGACGGTCATCTCCCAGTTCCTGGCGTCCCACAACGAGGCGAGGCAGCAGGTCGGGGTGCCG
CCACTGAGGTGGGACGCGAAGCTGGCGAGCTTCGCCAGGGCGTACGCCAACCAGCGGCGGGGCGACTGCCAGCTGGTGCACTCGCCGGGGTACGCCTACG
GGGAGAACATCTTCTGGGGGCAGGGGAGGCGGTGGGCTATCCCGGACGCCGTGGCCAAGTGGGTGGAGGAGAAGCAGTGGTACCGCTACGACACCAACALC
CTGCGCCGGCCCGGACTGCACCCACTACACGCAGATGGTGTGGCGCACGACGGAGCTGCTGGGCTGCGCCAAGATCGTCTGCAGCAGCGGCGACACCTTC
ATCGTCTGCGAGTACTACCCGCCGGGAAACTATGTCGGAGCCCGTCCGTACATTAAGCCGCCGAAGGCCTGATCGCATCGACCTCTTGCTGCTGTCTCAC
TACCGCTGTTACCGTCATCGTTGTCACCTGATACTGCTCTGAAGATTGTATATAATGTGCTTAGTCAACGAAATAATTGATGCGATTGTACATACCGTCA
TCGTCGTCTCCTACCGCCTCGCGCCCACAAGGTGAGGGTCTGTTCACTGCCGGGTGCGCTTACCGCGTACCAGTTCAGCGACAAACCGGCCCAAGTAGTT
CCTTTTGGCGTCAAATTCCGTTCTTATTCCCACCAATGTGACGGGAATCTTGTCGCATATATTTATCGCATATACAATGAATGTGCTTTGTGGAGGAAAG
AATCGATGCGAA
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[+] CAP_FR-1 cd05381 CAP (cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins) domain 156-551 54Te-57
[+] SCP smart00193 SCP/ Tpx-1/Ag5 { PR-1/Sc7 family of extracellular domains; Human glioma .. 153-521 3.01e-17
[+ CAP pfam00183 Cysteine-rich secretory protein family; This is a large family of cysteine-rich secretory ... 168-515 1.02e-09

Proteinase inhibitor II (PINII)

chr04 chr04:4858206..4858401
ATGTCTTCCACCAAGCTTCCTCTTGCAATTCTTCTCTTGTTGTCAGGTACTGTGATGTTTGGATGGATCCAGTATAGCGCTGAAGCCAAGGTTTGTCCCC
TCTTCTGTGTGCAAGCAGAGTACATGACCTGCAACTCCACTGCTGGTGAGAGGCTGAACCCTGTGTGCAACTGCTGCTTTGCTCCAGAAGGGGGCTGCAC
CATTTATCTAGGCAATGGAGGTAAACTGCAGTGTGCTTAA
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[+ Prot_inhib_Il pfam02423 Potato type Il proteinase inhibitor family; Members of this family are proteinase inhibitors 88-219 2 20e-05

Lipoxygenase (LOX)

chr06 chr06:31521781..31528098

ATGCTGTCCGCAAAGTCAACCTCTTTCTTCCCCGCCATCGCCCCGCAGCTCGATGCCGGCAGGAGCAGCAGGACTCGCTTGGTCAACCTTGGCAGCTGCC
GGCGATCGATCGCCAGCCGGACGGTCCGCGCGGTGATCAGCAGCGACGACAAGAGCGTCGGCACGCTCCCGTCGCAGCCGGCGGCCGTCGGCGTTGCTCT
GAGGGCCGCGGCGCCGCCGGGGGACTCGATCGACGTCAGGGTGGTGCTCACGGTGAGGAACAGGATCAAGGAGAAGCTGGTGAGCAAGATTGGGGACCAG
TTGGAGTACTTCGTCAATGGGATCGGACAGGGCATCACTGTCCAGCTCGTCAGCGAGGAGATCGATCCCGATTCTGAATCAGGAAAAAGGAGTGCAGAGG
TTGCTGTAAGGGGTTTTCTGCCAAGATCATCAAACCATCCATCACTTGTTGAGTATGCAGCCAATTTCACTGTGCCGTCTGGTTTTGGTCGCCCGGGAGC
CATTTGCATCACCAACCTCCACAGAAAGGAGTTCTACCTGGTGGAGATTGTTGTTCATGGTTTGAATGACGGACCATTTTTCTTCCCTGCAAATACATGG
ATCCACACTCGCAATGATAATCCTCAGAGCCGGATAATATTCAGCAATCAGGCATATTTACCATCACAAACCCCAGATGGTTTAAAGAACATCAGACAGG
ACATCTTACTCGGTCTGCGTGGCAATGGCAAAGGCGAGAGAAAGAAATTTGAAATGATATATGACTATGCTCTGTATAATGACTTGGGCAATCCTGATAA
GGATCCAGATGTTGCTAGACCAGTCCTAGGTGGTTCAAAAAGGCCATATCCCAGACGCTGTCGCACGGGTAGACCACCAACAAAATCAGATCTAAGTGCT
GAGAGTAGAGTAGAGAAACCTCATTCTGTGTATGTTCCGCGTGATGAAACTTTTGAGGAAATCAAGCAAAATACATTTTCTGCTGGAGCTCTGAAAGCAT
TGTTTCACAATCTGATACCAGCTTTGATGGCTGCACTATCTAGTTCAGATAGCCAATTCGAGTGCTTTTCTGATATCGACAGGCTATACAAAGATGGTTT
GCTTATAAAGAGCGAGGAGCAAAAACTTACTCAGAAACTTTTACTTCCTACGGTTCTCGGCAACTTGTTGAGCATGGGTGAAAAACTGATGAAATATGAC
ATACCATCAATCATATCAAGAGACAGATTTTCTTGGTTGAGGGACAATGAATTTGCTCGGCAGACACTAGCTGGTGTTAATCCTGTAGATATTCAAAGAT
TAAGGGAATTTCCAATACGTAGTAAGCTAGATCCTGAAACCTATGGATCACCAGAGTCTGCAATAACTAAAGAATGCCTGGAGCATGAACTAAATGGAAT
GAGCCTTCAGGAGGCAATGGATAATGACAGACTATTTATAATAGATTACCATGACATCCTTTTGCCATATGTTAAGAAGATCAATTCCTTGAAAGAAAGG
AAAATGTATGCTTCAAGGACAGTTTTGTTCTACACACGTAGTGGCATACTCAGACCAATTGCAATTGAGCTTAGCCTGCCATCTACTCCATCAGCTTCAA
GGAAAAGGGTATACACTCATGGGCATGATGCGACAACAAACTGGATTTGGAAATTAGCCAAAGCTCATGCCTGCGCAAATGATGCTGGTGTCCATCAGCT
AGTGAACCACTGGTTGAGGACACATGCTGCCATGGAGCCCTACATCATTGCTACTCATAGACAGCTTAGTTCGATGCACCCAATTTTCATGCTGTTGCAT
CCTCACATGCGGTACACACTGGAAATAAATGCGTTGGCTCGCCAAAGTCTGATCAATGGTGGAGGAATCATCGAAAACTGTTTCAGTCCCGGGAAGTACT
CCATGGAGCTGAGTTCGGCTGCATACAAGAGTCTCTGGCGGTTTGACATGGAAGCTCTTCCAGCTGACCTTATTCGGAGAGGCATGGCTATTGAGGATCC
TTCGATGCCTTGTGGAGTAAAGTTGGTCATCGAGGACTATCCTTATGCTGCGGACGGTCTCCTTGTATGGTCGGCAATTGAAGACTGGGTCAAGGATTAT
GTCACCCACTACTATTCAGATGACAGTAGTGTGACTTCAGATGTAGAGCTCCAAGCATGGTGGGATGAGATAAAGAACAAAGGTCACCCTGACAAAAGAA
ATGAACCATGGTGGCCTAACCTGAACACCAAGGAAGACTTGATCCACATACTGACTATAATTGTGTGGACTGCATCCGGACAACATGCAGCAATAAACTT
TGGCCAATACCCTTTCGGAGGTTACATGCCAAATCGACCTACGCTGATGAAGAAGCTCATTCCTCAAGAGGACGAACCAGAGTACGAGAAGTTCCTTCTA



AATCCTCAGTACATGTTCCTATCGGCTCTGCCATCACAGCTGCAAGCCACTCAAATAATGGCGGTTCAGGATACGTTATCAACACACTCCCCAGATGAGG
AGTACCTCGGTCAGGTGATCGAGTCACATGCACATTGGACGAACAACAGGCATATCGCGAGCTGCTTTGAGAAGTTCTCTGCGAGGCTGGAAGAGATCGA
GGAGATCATAAATAGAAGGAACAAGAACTTTTATCTGAAGAACAGGAGCGGCGCAGGTGTTCCACCATATGAACTTCTTCTTCCCTTATCTGGCCCAGGA
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