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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.



Proportion  Number of Number of Number of Proportion of

Number of of reads cleaned read cleaned reads cleaned reads Total number of read retained
Library Name read pairs Mbases (%) pairs {SE1 only) {SEZ2 only) cleaned reads {%6)
Pool of 36 non-indexed individuals 186998614 56100 50,2 156104105 26592490 1700304 340501004 81,0
23 indexed individuals (subtotal) 185457659 55637 49,8 156088966 23928203 2421740 338527875 91,3
Individual 1 7241870 2173 1,84 6029132 1045507 70861 13174632 81,0
Individual 2 7484575 2245 2,01 6202580 1099934 743580 13579484 90,7
Individual 3 8732346 2620 2,34 7237004 1300459 83530 15857997 90,8
Individual 4 7668116 2300 2,06 6353240 1138260 76576 13921316 90,8
Individual 5 7738008 2321 2,08 6420474 11359591 F7BET 14058426 90,8
Individual & 7637178 2291 2,05 6332647 1122654 77082 13865030 90,8
Individual 7 8391493 2517 2,25 6943476 1256004 81538 15224494 90,7
Individual 8 6912561 2074 1,86 5474368 1285154 64563 12298453 839.0
Individual 9 7811654 2343 210 6564169 Q03887 147683 14179908 80,8
Individual 10 9149586 2745 2,46 7932068 972713 95969 16932818 92,5
Individual 11 8531966 2560 2,29 FO74679 1060746 155945 15366049 80,0
Individual 12 775656 2363 211 6306581 747908 508170 13869240 88 1
Individual 13 7974834 2392 214 6902758 871979 79481 14756976 92,5
Individual 14 7762438 2329 2,08 6636308 933444 79203 14285263 82,0
Individual 15 7504558 2251 2,01 6469430 839052 77207 13855159 923
Individual 16 8987541 2696 2,41 Fir11o7 1002259 91165 16635638 925
Individual 17 8071329 2421 217 6504584 266861 75509 14851838 82,0
Individual 18 8371274 2511 2,25 FO28527 1140522 86402 15283978 91,3
Individual 19 7628129 2289 2,05 6561116 877072 7BBOT 14078111 923
Individual 20 Fr26175 2318 2,07 6526912 1014177 77100 14145101 81,5
Individual 21 8405857 2522 2,26 F174677 1045475 78480 15473309 92,0
Individual 22 Q176292 2753 2,46 7805586 1145586 90837 16847695 91,8
Individual 23 B673083 2602 2,33 7437543 1018919 92955 15986960 922
Total 372456273 111737 100 312193071 50520693 4122044 679028879 91,2

Table S1: Summary statistics for the raw sequence data obtained for the 24 libraries



Reads digned not eofreads
Totd umber  Mb properly or not Readsdigned Number of Number of Mb of medanread  mean read that mapped
of deaned  (deaned unmapped on anly one properiy () on mapped read Orphelan mapped mapped readthat alignment alignment on their

LibraryName reacs reack) reacs 9% target 9, oniyonetarget o Rirs. % reads 9, @ be aligned 9,  lengthipb) length(pb) min  mmEx entirelength

Pool of non- ndexed 36 individuals 340501004 47879 43807484 129 11961756 35 284731764 B35 12444882 T2 3ee41801 228 /e TS50 144 1262 154

23 indexedindividuals (subtotal ) 338527875 47584 47298784 140 11459579 34 280467456  B2B 122895052 B4 33938762 e 35315 W42 144 1263 154
Indhidual I IFIA632 1857 17285 I3 a1 I0 11755781 &7 E5TIE 788 1302903 212 13977 a3 44 1269 21 180 623
Indhioua’ 2 13579484 Py I9rzrrg I 23 X 1122972 &7 832158 B4 L3676 216 peaEy 3 Idd LI2a6 21 184 a2
Indhaua’ 3 I5E57997 223 P17 130 SI3B72 k¥, 13283708 &8 5854 788 Is7gle 212 Isds0 S Idd 1269 21 184 a2
Inahioa 4 13921316 1963 IgIAeD I3 Hean1 k¥, LIE57055 &7 5148117 I 38 09 HH7ire a3 I I268 21 181 615
Inahie’ 5 58426 1983 Iggzsm I3 7 i3 11755781 &6 518220 788 1391379 212 e B2 I 1269 21 183 618
Ihahviote & 13865030 1957 178854 129 5871 k¥, LIaHel9 &9  S1AK97 7BE 179335 214 4739 a5 44 1268 21 181 619
Inahia' 7 I522494 2145 Xedsgs 136 4Be293 k¥, RELTETEY 12 5581393 87 I510829 213 16073 o9 44 1269 21 185 &0
Ihahire § LI295453 I730 Isasesd 129 FFIfoe 0 I3 &1 HrEe B 1795899 238 IFIRT &7 44 L7ag 21 185 &g
Ihahioe' 9 4179908 1956 7547 M6 471677 I3 11E35684 &1 91130 78 532 222 T4 8 39 43 1242 21 199 636
nahvioial 10 I6937818 2387 Zsdis IS0 627371 i7 I35 &3 BO5 LT a4 IeE03Z 216 I73%7 28 I I2al 21 184 632
Lale Con V=0 IS 2107 MRz 159 571803 I5 L7Rdrd &6 a0 I 1843766 259 533 26 3 L7236 21 180 &3
indhioie’ 17 IFE920 Py Xedazy 149 47483 4 1137189 &L7  4B4EI3F A7 I6d347 253 IIZ5 36 I 1248 21 186 &La
indhioia’ I3 0976 07 ZIZ2R M4 Srexde I6 L2 I0F500 &0 5535 B MHigrse 211 55 36 I L2ad 21 183 633
indhvioia 14 4285263 A3 197558 138 S04009 5 LIgkess &6 518900 Bd M0 216 44928 M2 44 L1265 21 180 31
ihahioa’ I5 13855159 I957 973308 M2 504201 6 LIF77e55 &1 SNEIO7 785 D373 215 pLE 36 I 26z 21 181 632
ihahvioia’ 16 Isaiveis 2348 23dees7 I 581732 5 137279 a2d BMIrE &0 I55043  A00 I7M6 I Idd L270 21 186 &5
ihahioe’ 17 4851838 087 2157 M4 518154 5 12197112 &1 F7aaz 788 438 212 I5384 a7 I 1267 21 187 &30
hahvioie' I8 15283978 215 A% 136 494561 k¥, 1207919 &71 551894 a3 Hagi A7 Islls 8 I I268 21 183 a2l
hahvioie' 19 IoREII 1934 I97ed 142 503180 36 LISRIF7 &3 5085 B9 133987 211 HHe2s 37 44 1264 21 182 &2
Ihahvioie’ 27 HI45101 1993 I9sery 139 4Farls 34 11 AW559 &85 5167 aa 1371649 210 Pyt o3 44 1265 21 183 &2Z
inahioia’ 21 IS473309 2183 Zl4me I38 L2739 4 LIgEsd &7 Se7AH a6 HH5mse 04 16219 A3 44 L2ar 21 188 &6
hahioie' 27 I6HTEGS 2375 237ws2 MU v I6 I3F59978 &3 BOGREA BE 1672198 215 I75L8 38 44 LI7as 21 188 &8
nahvioie 23 ISaseae0 2256 2255621 I Hagng 4 IFIRISF0 &5 550 a5 IS 205 I6690 A I Lra7 21 187 &8

Taxal 8RS i qIIeRs 14 ZFL2ITTE 24 82 N T8 AOSE0se3 222 AXMZ  FHE 2dd L1263

Table S2: Raw mapping data for all 24 libraries



TARGET BASE LEVEL GLOBAL TARGET LEVEL
Number of base
with sequencing Number of
Nb of bases Median depth <300X and targets Mean Median

Nb bases with at Mean base base <7000X for Nb targets with at target target
with no least one sequencing sequencing individuals and with no least one sequencing sequencing

Library Name read read % depth depth pool respectively % read read % depth 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 3233 165 4638896 86.7 543 5174 90.5 3437 165
Individual 23 349634 4997827 93.5 308.1 156 4713310 88.1 544 5173 90.5 3283 156
Considering all 24 libraries 323418 5024043 94.0 13136 6662 4796032 89.7 491 5226 91.4 12738.3 6331.0

Table S3: Raw results for capture efficiency per target for all 24 libraries
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Correctly Number of

Library Name aligned reads duplicates %
Pool of 36 non-indexed individuals 284731764 273926275 96,2
23 indexed individuals (subtotal) 279728866 185312226 66.2

Individual 1 11017151 7141232 64,8
Individual 2 11224972 7285322 64,9
Individual 3 13283708 9043890 65,1
Individual 4 11657055 562879 64,9
Individual 5 11755781 F705899 65,5
Individual & 11634618 7581803 65,2
Individual 7 12673615 8488778 67.0
Individual 8 10340863 6572290 63.6
Individual 9 11635684 7569467 65,1
Individual 10 13760054 9338775 67.9
Individual 11 12384424 8214520 66,3
Individual 12 113297189 7347433 64,9
Individual 13 12103500 f972917 65,9
Individual 14 11805668 780721 65,7
Individual 15 11377655 7384171 64,9
Individual 16 13707279 9442127 65,9
Individual 17 12197112 8058067 66,1
Individual 18 12707919 8588109 67.6
Individual 19 11580137 06713 64,8
Individual 20 11706559 f684259 65,6
Individual 21 12803844 8592530 67,1
Individual 22 138595978 9530119 65.8
Individual 23 13181530 85940205 67.8

Table S4: Number of reads scored as duplicates for the 24 libraries.



