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. . gene/qtl e RIS primer label name primer sequence
v' 42 primer pairs whose sequence was name | type | F(for)R(Rev)
N ( ) PhCAMS420F Ph420F CACGACGTTGTAAAACGACCAGCGTTCTATCGTCTCAAATG
H H H Phyto.5.2 (QTL CAMS420 ssr
confirmed were chosen for the prellm Inary ‘ PhCAMS420R Ph420R TTGACAAACCAGAAATTGATCG
I . f I PhP5-SNAPF1 PhP5F1 TCATGAGGTTGCTATTAAGATTGGTCCTGTTATATA
a n a ys I S O p a re nta ge n Oty p e S Phyto.5.1 (QTL) P5-SNAP caps PhP5-SNAPF2 PhP5F2 GAGGTTGCTATTAAGATTGGTCCTGTTATCCG
PhP5-SNAPR PhP5R CATAGAAAGGGATATCATCTGGTACATGCAGAAA

PhR10 (dominant PhPS52-11-21F PhP21F CACGACGTTGTAAAACGACCAATCCAAACAAGTCCTAAG
gene, Phyto.5.2 | P52-11-21 ssr
aTy) PhP52-11-21R PhP21R GGTGCAATTGAAAATCTAAG
PhR10 (dominant PhPS52-11-41F PhP41F CACGACGTTGTAAAACGACTTGATGAGATGGGAAGTAAA
gene, Phyto.5.2 P52-11-41 ssr
aT) PhP52-11-41R PhP41R CACCAACAATAATAGAACTACA
PhZL6726F PhZLF CACGACGTTGTAAAACGACTCCAGCCATCCATTATTTCAT
Phyto.5.2 (QTL) ZL6726 ssr
PhZL6726R PhZLR ATCCCGAACTGCCAATAATTA
PhCA524065F PhCAF | CACGACGTTGTAAAACGACTCTCTCTCTACATCTCTCCGTTG
Phyto.5.2 (QTL) | CA524065 ssr
PhCAS524065R PhCAR TGTCGTTCGTCGACGTACTC
PhNBS1-CAPSF PhNBSF AGGACTTTGATAAGGTTTC
Phyto.5.1 (QTL) | NBS1-CAPS | caps
PhNBS1-CAPSR PhNBSR TGCAATATAGAGCTTCTGCTG
TVPMFR11F TVPMFRF CTGCAGAACAACAATGGCACG
L3 PMFR11 scar
TVPMFR11R TVPMFRR GGACTGCAGAGGAGGAAGC
TVL3-SCARF TVL3F AACAATTTACAAATAATACACAAGGC
L3 L3-SCAR scar
TVL3-SCARR TVL3R TTGGGAAGGAAAGACATCAT
TVA339-NKF TVA339F TCTCGGTAGGCCATTTTGCT
L3 A339-NK scar

TVA339-NKR TVA339R GTAAGTTGCTATGCCCACCA
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GENOMIC DNA EXTRACTION
COLLECTION SET UP CHECKING RELIABILITY ard STORAGE PCR OPTIMIZATION

160 genotypes choice pathology and fingerprinting 5 plates PROTOCOL
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Thank you for
your attention!




