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The Exocyst Complex Subunit EXO70E1-V From Haynaldia
villosa Interacts With Wheat Powdery Mildew
Resistance Gene CMPG1-V

%X

10/10%

Frontiers in
Plant Science

2021

JCR Q1 / A(
B R A )

R &M R R4
BT REEL
6VS 4 & (K EYy
JF 5\ Fu 45 4 4
fE, BHEEF
& T 6VSHE R
o FARCH S
il 4y 2 A i,
V& S
6VS_EHyft =
HEAREEE
B 3% 15 15 B

Targeted Sequencing of the Short Arm of Chromosome 6V
of a Wheat Relative Haynaldia villosa for Marker
Development and Gene Mining
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Sequencing flow—sorted short arm of Haynaldia villosa
chromosome 4V provides insights into its molecular
structure and virtual gene order
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