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Figure S1: Cumulative base sequencing depth for each of the 24 genomic libraries. The libraries for 
the 23 individuals are represented in grey and the pool library is shown in black. A and B show 
exactly the same data, with different scales for the x-axis. 
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Figure S2: New method for predicting intron-exon boundaries (IEB) by mapping genomic reads 
directly onto CDS sequences and by counting, at each position, the number of reads beginning or 
ending at that position (nbBE). Two cases are illustrated here: on the left, when the reads stop 
mapping to the exact position of the exon end for the two exon ends of one IEB; on the right, when 
the reads stop mapping to some bases of the exon end for one of the two exon ends. The latter case 
is possible when the beginning of the intron is, by chance, similar to the beginning of the next exon. 
This can occur for both exon ends, which increases the length of the IEB prediction region (the + 
region).  
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Figure S3: Mapping of genomic reads directly onto targeted CDS (concatenation of exons) visualized 
in Integrative Genomics Viewer (IGV). Reads begin or end next to an intron-exon boundary (IEB), 
with the possible alignment of the intron with some bases. Here, the first intron base (G) can be 
aligned with the first base of the exon N+1 (G), and the last two bases of the intron (AG) can be 
aligned with the end of exon N (AG). In total, sequencing depth is abnormally overestimated for 
three bases located next to this IEB (AG//G) in the CDS. 
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Figure S4: A. Mean sequencing depth (plus or minus standard error) for the 23 individual libraries, 
plotted as a function of position along the HA_10038 coding sequence (960 bp; concatenation of 8 
exons). The sequencing depth at the exon ends was overestimated, as explained in Figure S2. B. 
Mean exon sequencing depth as a function of exon length (n = 6,293 complete exons ≥ 20 bp) for 
pool data. C. Mean binned sequencing depth at the ends of 200-500 bp complete exons (n = 2,729 
exons) for pool data. We used 10-base pair bins, with five bins for the 5’ and 3’ ends.   
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Figure S5: 
Comparison of the mean sequencing depth of targeted CDS between the two capture methods, i.e. 
between the pool and individuals. Each cross corresponds to a CDS target. Note: 4 out-of-range CDS 
targets were discarded from the analysis for the purposes of representation. 
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Figure S6: Example of a false SNP called next to an exon end (or intron-exon boundary (IEB)) when 
reads were mapped directly onto the target CDS. Partial IGV screenshot. Here, the beginning of the 
intron sequence is very similar to the first five bases of the next exon sequence in the CDS. Thus, 
genomic reads with the end of exon N and the start of the intron can align with the end of exon N 
and the start of exon N+1 over five bases. This creates an abnormally inflated estimate of sequencing 
depth locally for five bases at the boundary of exon N+1. An SNP is detected when the two 
sequences are not strictly identical, as in this example. 
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Table S1: Summary statistics for the raw sequence data obtained for the 24 libraries 
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Table S2: Raw mapping data for all 24 libraries 
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Table S3: Raw results for capture efficiency per target for all 24 libraries

Library Name

Nb bases 

with no 

read

Nb of bases 

with at 

least one 

read %

Mean base 

sequencing 

depth

Median 

base 

sequencing 

depth

Number of base 

with sequencing 

depth <300X and  

<7000X for 

individuals and 

pool respectively %

Nb targets 

with no 

read

Number of 

targets 

with at 

least one 

read %

Mean 

target 

sequencing 

depth

Median 

target 

sequencing 

depth

Pool of non-indexed 36 individuals 326294 5021167 93.9 6634.8 3361 4795633 89.7 500 5217 91.3 7033.0 3324

Individual 1 351465 4995996 93.4 239.3 119 4854127 90.8 545 5172 90.5 254.9 119

Individual 2 348242 4999219 93.5 262.2 131 4827714 90.3 537 5180 90.6 278.9 130

Individual 3 346493 5000968 93.5 311.2 152 4709553 88.1 540 5177 90.6 331.2 154

Individual 4 347151 5000310 93.5 272.9 139 4801695 89.8 542 5175 90.5 291.2 139

Individual 5 347769 4999692 93.5 275.2 140 4788898 89.6 544 5173 90.5 292.8 140

Individual 6 349565 4997896 93.5 272.1 137 4786866 89.5 545 5172 90.5 291.6 140

Individual 7 346194 5001267 93.5 296.7 149 4745769 88.7 543 5174 90.5 315.5 149

Individual 8 348816 4998645 93.5 241.9 122 4852703 90.7 545 5172 90.5 257.6 122

Individual 9 347880 4999581 93.5 266.8 135 4819917 90.1 540 5177 90.6 280.6 134

Individual 10 348145 4999316 93.5 320.0 162 4671124 87.4 536 5181 90.6 338.9 160

Individual 11 345535 5001926 93.5 282.5 139 4782468 89.4 548 5169 90.4 295.9 141

Individual 12 347692 4999769 93.5 260.9 128 4823433 90.2 544 5173 90.5 275.6 130

Individual 13 345963 5001498 93.5 282.4 140 4785941 89.5 533 5184 90.7 300.9 142

Individual 14 348232 4999229 93.5 275.6 138 4807067 89.9 544 5173 90.5 291.9 138

Individual 15 348292 4999169 93.5 264.9 134 4813076 90.0 544 5173 90.5 280.8 133

Individual 16 347384 5000077 93.5 321.2 157 4662713 87.2 543 5174 90.5 341.2 158

Individual 17 347555 4999906 93.5 284.0 144 4771824 89.2 541 5176 90.5 300.4 144

Individual 18 350460 4997001 93.4 297.4 148 4730760 88.5 547 5170 90.4 317.4 150

Individual 19 348109 4999352 93.5 269.9 138 4802299 89.8 547 5170 90.4 285.9 137

Individual 20 348670 4998791 93.5 273.2 139 4801834 89.8 543 5174 90.5 289.9 139

Individual 21 346829 5000632 93.5 299.5 151 4741120 88.7 546 5171 90.4 317.0 151

Individual 22 347987 4999474 93.5 323.3 165 4638896 86.7 543 5174 90.5 343.7 165

Individual 23 349634 4997827 93.5 308.1 156 4713310 88.1 544 5173 90.5 328.3 156

Considering all 24 libraries 323418 5024043 94.0 13136 6662 4796032 89.7 491 5226 91.4 12738.3 6331.0

TARGET BASE LEVEL GLOBAL TARGET LEVEL 
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Table S4: Number of reads scored as duplicates for the 24 libraries. 
 
 


