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non-Vat Resistance : un genetic background for Vat durability ? 837 melon lines infested by at least one of these 3 clones

Vat homologs are expected in the same genomic area 

accessions

Certaines accessions expriment une résistance partielle plus stable

  Resistance : un genetic background for Vat durability ? non-Vat Resistance : a genetic background for Vat durability ? One melon accession / one clone => partial resistance to aphids & no resistance to virus What are the QTLs responsible of the quantitative resistance ? non-Vat Resistance : a genetic background for Vat durability ?One melon accession/ one clone => partial resistance to aphids no resistance to virus Production of 500 F2 ( from a cross R XS ) with private companies DNA production for the 500 F2, Seeds production of 500 F3 Phenotypage of the F3 => bulk of DNA for the most resistant and the most suceptible F2 according to the F3 phenotype Illumina sequencing of each bulks QTL seq analyses on the basis of a high quality genome for each R and S parents La résistance non-Vat : un background pour la durabilité de Vat

  

  

  

  

  

  

  

Pseudo2-VatRev Vat1 1405 aa Pseudo1-Vat Vat3 957 aa Vat2 1567 aa Vat1 1467 aa Pseudo-Vat Vat2 1404 aa Vat Rev 1380 aa La

  Our sequencing objectives : get a robust assembly of the Vat cluster ADN with very longs fragments enough reads that overlap each homolog => sup 3 kb reads that overlap at least two or three homologs => sup 50 kb => Nanopore + Illumina or PacBio sequencing + Optical map résistance Vat : famille des NB-LRR Vat3 genes that have an ORF up to exon 4 • PseudoVat sequences have early STOP codons or large insertion or large deletion • Genetic markers Product of the Avirulent allele in aphid triggers ETI in Vat plants • Product of the (a)Virulent does not trigger ETI in Vat plants Product of the Avirulent allele in aphid triggers ETI in Vat plants => resistance to virus • Product of the (a)Virulent does not trigger ETI in Vat plants => no resistance to virus

	Vat resistance genes belong to a cluster La résistance Vat : famille des NB-LRR La résistance Vat : famille des NB-LRR Vat resistance belongs to NB-LRR R gene family Vat resistance belongs to NB-LRR R gene family Erosion of Vat effect : which mechanism ?		
	M5 0 • Vat1, Vat2, Vat3 genes that have an ORF up to exon 4 GRP805 L246 Z5184 -4kb V681 • PseudoVat sequences have early STOP codons or large insertion or large deletion R273 • Genetic markers M5 GRP805 L246 R273 Z5184 -4kb V681 0 • Vat1, Vat2, Vat3 genes that have an ORF up to exon 4 • PseudoVat sequences have early STOP codons or large insertion or large deletion • Genetic markers M5 GRP805 L246 R273 Z5184 -4kb V681 0 In summary, what we know from 4 C. melo lines…. • Syntax A specific Aphis gossypii effector gene DOUBLON M7 Z5257 296 kb DOUBLON M7 Z5257 296 kb DOUBLON M7 Z5257 296 kb • Syntaxe • Vat1, Vat2, Pseudo2-VatRev Vat1 1405 aa Pseudo1-Vat Vat3 957 aa Vat2 1567 aa STK 483 aa CGN 621 aa • Vat Homologs are clustering in 200-300 kb • Some sequences (genes STK, CGN, 50 S ?) surrouding this cluster are highly conserved • 2 -5 Vat ORFs per cluster • • The hypothesis • • The hypothesis Isofluorenol (like) genes • 1 -2 Pseudo Vat sequences per cluster • (a)Virulent allele is recessive • (a)Virulent allele is recessive
		Pseudo-Vat • This recessive allele is express or not • This recessive allele is express or not		
	0 0 0	-22kb -22kb aside insertion of transposons -1kb -1kb -22kb -1kb Unbalance crossing-over are probably involved in building this cluster -14kb -2kb + 2kb -14kb -2kb + 2kb STK 483 aa -14kb -2kb + 2kb • The peptide is excreted in saliva • The peptide is excreted in saliva	255 kb 255 kb 255 kb	PI 161375 PI 161375 PI 161375
		CGN 621 aa		
		Vat1 1467 aa	Vat Rev 1380 aa	
		Vat2 1404 aa		

La résistance Vat : famille des NB-LRR