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Supplementary Figure 1.   Relationship between plant damage and mite reproduction in a cross between the 
T. urticae resistant maize line B49 and susceptible B73. (A) An image for a representative highly resistant 
sample (score 1) and a representative highly susceptible sample (score 7) following six days of T. urticae feeding 
(4th leaves are displayed). Damage to the lower (abaxial) and upper (adaxial) leaf blades are shown; the leaf 
segments were excised from within Tanglefoot enclosures for image capture. For the resistant sample (right), a 
region of reduced feeding (outlined by dashed white lines) corresponds to where tape was affixed to apply the 
pipet tip of mites for release into the leaf blade enclosure (see Materials and Methods). Scale bars: 1 cm. (B) 
Boxplots (plant damage scores, plotted in units of 0.5, with jitter of data points by bin) showing the relationship 
between the visual plant damage score and mite productivity – as assessed by the number of progeny counted 
following six days of addition of adult T. urticae females to enclosures – for a subset of plants used for BSA 
genetic mapping (data shown are for replicate two of the B49 cross, Supplementary Figure 2B). Blue circles 
represent individual data points. 
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Supplementary Figure 2.   BSA genetic mapping scans for QTL for resistance to T. urticae strain W-GR in 
two F2 population replicates of the B49 × B73 cross. The plots shown correspond to that of Figure 4A, except 
that the BSA analysis was done on a per replicate basis as indicated, top and bottom (see the legend for Figure 
4 for additional details). The solid red line denotes a genome-wide FDR of 0.01 for QTL detection. 
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Supplementary Figure 3.   BSA genetic mapping scans for QTL for resistance to T. urticae strain W-GR in 
two F2 population replicates of the B75 × B73 cross. The plots shown correspond to that of Figure 4B, except 
that the BSA analysis was done on a per replicate basis as indicated, top and bottom (see the legend for Figure 
4 for additional details). The solid red line denotes a genome-wide FDR of 0.01 for QTL detection. 
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Supplementary Figure 4.   BSA genetic mapping scans for QTL for resistance to T. urticae strain W-GR in 
two F2 population replicates of the B96 × B73 cross. The plots shown correspond to that of Figure 4C, except 
that the BSA analysis was done on a per replicate basis as indicated, top and bottom (see the legend for Figure 
4 for additional details). The solid red line denotes a genome-wide FDR of 0.01 for QTL detection. 
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Supplementary Figure 5.   Resolution of the genomic interval for a T. urticae resistance QTL on chromosome 
6. Shown is the difference in the frequency of resistant alleles (those shared between B49, B75, and B96) as 
compared to the total (resistant and sensitive, with latter from B73) for the region of the shared haplotype 
between B49, B75, and B96 on chromosome 6 (denoted in blue at top, and see Figure 6) as assessed between 
the combined BSA resistant pool data and the combined sensitive pool data (red line; see Methods). The 
combined resistant and sensitive pool data were derived by merging all the resistant and sensitive BSA pool data 
from all replicates of all crosses of resistant lines B49, B75, and B96 to sensitive B73 (Supplementary Figures 
2-4). The maximal plateau region from about 31 to 86 Mb defines the apparent location of the QTL, with 
decreases in the difference of the frequency of the resistant alleles between the resistant and sensitive pools 
apparent approximately equidistant from the centromere location (indicated at top, orange). For the sliding 
window analysis, windows of 5 Mb were used with 1 Mb step sizes. 
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