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Background

Farfan, lvan D. Barrero, et al.
2013. Field crops research,
149: 167-176.
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~60.000 SNPs were used in GWAS.

346 hybrids generated by top cross between Tx-714 and 346 inbred lines
originating in temperate, sub-tropical and tropical areas were used.
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Figures were modified from Farfan, 1.D.B,

et al. 2015. PLoS One, 10(2).
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Objectivies

\/ AUsing PCR (KASP) based marker assisted selection

to develop multiple HIFs by back-crossing four
different linkage mapping populations.




Materials and Methods
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U Yuanyuan, Chen (2016) determined the linkage

populations and designed KASP marker using
these SNPs.




Materials and Methods

UASs-Phenotyping,

UAS data processing pipeline

DJI Phantom 4 Pro V2.0

SNP2; YY (25 meters  altitude,
ones/twice a week 72
DPI resolution with 90
percent overlap)

Orthomosaics and point
clouds were created
using Agisoft Metashape
software (Totally,11
flights were used.)

Cloud Compare (version:

2.11.alpha) software was
used to extract plot

based plant height.
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