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Chip-analysis of loss-of-resistance mutants

J. Leach, G. Diaz, and M. Bruce, CSU
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Allelic series of deletion mutants

Gene model position on chromosome 12

R
at

io
 o

f s
ig

ni
fic

an
t p

ro
be

s 
in

 p
ro

be
 s

et

Mutant 
line

All mutants show 
spl1 phenotype.

Two had been 
confirmed as 
allelic by 
complementation 
tests



OXLP 
cluster

Oxalate oxidase (germin-like protein)

R2 = 0.7039
P = <0.001
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RNAi

Manosalva and Leach, CSU

Increased 
silencing of 
Chr. 8 OsGLP
genes in T0 
rice correlates 
with increased 
disease
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Increase in rate of lesion development
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Antagonistic reactions for NLB and rust resistance
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Chung and Nelson

Incidence of E. turcicum  growing into the
xylem on different maize genotypes

(7 days after inoculation)
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Maize + drought = aflatoxicosis

Mideros and Nelson, Cornell

Resistance to infection 
by Aspergillus flavus



Chr 2 Chr 3 Chr 5 Chr 7

Panicle weight Leaf blast Lesion number

Diseased leaf areaHarvest index Height

Grain filling

Mapping of QTLs for resistance to 
blast and drought tolerance in rice

Vandana / Moroberekan derivatives; IRRI & India

Datasets and lines:
Advanced rice genotypes with 
drought and blast resistance

Moroberekan / Vandana
(India-IRRI)

Oryzica llanos 5 / Way Rarem
(Indonesia / IRRI)



Genetics + breeding
Parent 1&2 CML  

312
CML 
384

TZMi 
102

TZMi 
711

TZMi 
712

CML 
204

CML 
373

CML 312 Self

CML 384 Self

TZMi 102 Self

TZMi 711 Self

TZMi 712 Self

CML 204 Self

CML 373 Self

Moderate x Moderate

CML 312 x TZMi 712

• Diallel study of GLS resistance

• F2:3 and BC4F4 lines pending

• Promising hybrids identified
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Varieties

Affymetrix
data on 

deletion mutants

5 SLB datasets
4 GLS datasets 
3 NLB datasets

2 SLB datasets
2 NLB datasets
2 smut datasets

(collab with 
Buckler / Holland)

Materials, 
marker data and 

pheno data
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