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Fig. S1 Boxplots of near isogenic lines (NILs) grouped by Rht1 allele status for the recurrent Rht1-NIL groups RE-NIL1, CM, FRxRE and MI for 
plant height, anther retention, infection sites per head, and area under the disease progress curve (AUDPC) across greenhouse trials. 

Fig. S2 Boxplots of NILs grouped by FHB QTL combination within Rht1-haplotype of (A) RE and (B) CM QTL-by-Rht1 NIL groups for
plant height, anther retention, Fusarium head blight (FHB) incidence, FHB severity and area under the disease  progress curve (AUDPC) .

Fig. S3 Boxplots of NILs grouped by Rht1-haplotype within FHB QTL combination of (A) RE and (B) CM QTL-by-Rht1 NIL groups for
plant height, anther retention, Fusarium head blight (FHB) incidence, FHB severity and area under the disease  progress curve (AUDPC) .
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Fig. S1 Boxplots of near isogenic lines 
(NILs) grouped by Rht1 allele status 
for the recurrent NIL groups RE-NIL1, 
CM, FRxRE and MI for plant height, 
anther retention, infection sites per 
head, and area under the disease 
progress curve (AUDPC). Medians are 
indicated by solid bold lines and 
outliers by open circles. Comparisons 
are based on best linear unbiased 
estimators (BLUEs) across greenhouse 
trials. Bonferroni correction was used 
to adjust for multiple pairwise 
contrasts. Different letters below 
boxes indicate significant differences 
among NIL groups (p < 0.05), and bars 
between boxes indicate significant 
differences among Rht1 haplotypes 
within NIL groups. Signif. codes: ‘***’ 
p < 0.001; ‘**’ 0.001 < p < 0.01 ; 0.01 
< p < ‘*’ < 0.05. Interaction plots 
depict BLUEs and standard errors of 
Rht1 haplotypes by NIL group 
interaction
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Fig. S2 Multiple comparisons of NILs grouped by 
Rht1-haplotype and FHB QTL combination of 
(A) RE and (B) CM QTL-by-Rht1 NIL groups. 
Medians are indicated by solid bold lines and 
outliers by open circles. Comparisons are based 
on best linear unbiased estimators (BLUEs) 
across field trials. Bonferroni correction was 
used to adjust for multiple pairwise contrasts. 
Different letters below BLUEs indicate 
significant differences between boxes among all 
Rht1-haplotype and FHB QTL combinations (p < 
0.05), bars between boxes indicate significant 
differences among QTL combination within 
Rht1 haplotype groups. Signif. codes:  0 < ‘***’ 
< 0.001 < ‘**’ < 0.01 < ‘*’ < 0.05. 
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Fig. S3 Multiple comparisons of NILs grouped 
by Qfhs.ifa-5A, Fhb1 and Rht1 status of (A) RE 
and (B) CM QTL-by-Rht1 NIL group for plant 
height, anther retention, Fusarium head blight 
(FHB) incidence, FHB severity and area under 
the disease progress curve (AUDPC) illustrated 
by boxplots. Medians are indicated by solid 
bold lines and outliers by open circles. 
Comparisons are based on best linear unbiased 
estimators (BLUEs)  across field trials. 
Bonferroni correction was used to adjust for 
multiple pairwise contrasts. Bars between 
boxes indicate significant differences among 
Rht1 haplotypes within QTL subgroups. Signif. 
codes:  0 < ‘***’ < 0.001 < ‘**’ < 0.01 < ‘*’ < 
0.05. 
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