Table S2. Mapping statistics of each sample for the 21 B. burgdorferi plasmids.
For each sample, average bases covered and average coverage depth for A) circular plasmids and B) linear plasmids.

A.

o Coverage Coverage , Coverage , Coverage , Coverage Coverage , Coverage , Coverage , Coverage
b cp9 % cp26 % cp32-1 % cp32-3 % cp32-4 % cp32-6 % cp32-7 % cp32-8 % cp32-9

Sample ID Covered Deph Covered Deph Covered Deph Covered Deph Covered Deph
(cp9) (cp32-1) - - - (cp32-7) (cp32-8) (cp32-9)
Bbcap1 16.9 1.4 99.0 126.0 18.7 6.8 40.8 5.9 444 4.9 48.1 8.3 53.6 13.1 17.70 4.0 50.1 6.7
Bbcap2_L1 13.0 1.3 100.0 59.8 18.0 5.5 63.0 16.7 79.0 18.3 82.0 26.0 70.0 39.4 33.00 15.3 81.0 19.8
Bbcap2_L2 15.0 1.3 100.0 75.6 21.0 104 65.0 33.6 81.0 37.8 84.0 51.9 73.0 775 34.00 31.5 83.0 40.8
Bbcap32 81.2 155.9 100.0 30.7 24.6 31.0 54.5 55.7 63.0 31.1 64.7 46.5 81.7 103.6 31.31 27.8 72.2 433
Bbcap4_L1 13.6 2.7 99.0 239.3 15.9 416 51.9 61.3 59.8 56.5 65.5 83.3 65.9 146.1 33.65 70.2 735 59.6
Bbcap4_L2 14.6 1.6 99.0 16.8 16.8 20.5 56.0 29.9 75.2 24.4 69.7 44.9 69.1 77.6 31.47 36.5 79.3 30.9
Bbcap5 98.7 15.8 99.0 92.2 28.4 26.0 64.4 31.5 81.8 27.7 82.8 36.3 74.6 58.7 33.86 26.4 79.5 32.6
Bbcap6_L1 88.3 53.6 99.0 39.7 14.4 38.0 51.3 64.9 59.0 49.0 62.9 84.5 65.2 146.2 33.22 61.8 69.1 63.3
Bbcap6_L2 87.6 322 99.0 27.9 15.1 23.5 49.8 40.6 57.6 30.9 63.2 52.6 64.0 91.1 32.40 38.8 67.1 39.8
Bbcap7 97.4 57.2 100.0 11.6 22.0 134 44.7 18.9 53.4 10.6 491 17.6 64.5 31.6 31.61 13.6 48.6 11.6
Bbcap8 19.3 2.0 99.0 126.1 12.0 3.0 59.4 6.9 86.7 8.9 74.9 10.0 55.7 12.0 16.16 42 94.6 9.7
Bbcap9 78.8 183.7 99.0 23.6 15.3 27.9 41.1 42.7 53.2 53.6 50.1 36.6 66.3 79.7 15.26 251 53.4 62.8
Bbcap10 18.5 1.6 100.0 217 222 59.7 67.2 149.0 83.4 116.3 87.0 128.5 74.8 210.7 36.96 106.9 82.3 149.5
Bbcap12 98.9 152.4 100.0 43.3 194 27.0 56.4 48.2 66.0 33.4 66.5 65.9 75.7 105.5 34.20 34.7 73.6 43.8
Bbcap13 97.5 1071.2 99.0 60.3 19.5 113.9 55.9 218.6 64.5 148.7 69.4 254.9 71.6 379.5 27.21 96.0 76.8 175.3
Bbcap14 94.8 108.5 100.0 114.0 12.6 17.5 48.9 25.4 55.7 227 59.7 31.1 61.8 51.6 30.32 225 62.0 271
Bbcap15 83.0 51.1 99.0 147.0 10.5 6.5 341 10.4 45.8 11.8 447 13.4 53.2 21.9 10.95 9.5 42.5 10.2
Bbcap16 70.7 771 99.0 29.0 225 271 41.1 221 50.1 17.0 59.8 23.7 56.9 222 20.39 18.1 46.0 19.2
Bbcap17 94.1 180.7 99.0 64.3 257 49.1 66.3 94.7 82.2 67.3 79.2 105.5 83.1 197.4 36.96 50.7 87.3 71.3
Bbcap19 29.8 2.1 100.0 18.9 6.9 3.8 63.9 16.2 90.7 16.4 76.6 14.3 38.8 10.6 3.22 29 96.7 16.3
Bbcap20 74.7 138.3 99.0 307.9 14.3 15.6 61.8 28.4 89.5 26.3 76.0 31.5 70.5 46.8 24.88 10.7 95.5 18.5
Bbcap21 73.6 97.8 100.0 124.0 19.6 29.4 48.9 34.2 61.9 31.2 68.5 39.9 68.3 46.6 27.75 17.6 66.8 20.6
Bbcap22 32.6 9.4 99.0 67.9 19.2 421 71.9 410.6 97.2 384.2 91.1 417.3 75.2 286.8 34.20 216.0 100.0 437.4
Bbcap23 85.5 120.4 100.0 97.2 20.9 30.1 40.6 45.0 66.6 27.6 64.4 33.1 59.4 93.8 17.98 31.4 68.1 419
Bbcap24 97.4 743 100.0 65.2 23.1 6.4 67.3 16.9 87.0 20.1 85.5 20.5 79.6 30.5 35.13 15.5 87.3 17.4
Bbcap25 76.4 35.1 99.0 37.6 13.2 7.4 34.8 10.4 44.0 125 37.3 9.2 58.6 171 12.16 7.0 471 12.3
Bbcap26 97.4 432 99.0 121.2 16.2 8.7 48.7 11.5 52.6 11.5 56.2 17.8 61.7 29.0 28.24 124 60.9 13.3
Bbcap27 89.5 10.1 100.0 56.2 22.2 14.7 58.6 12.8 78.0 10.0 70.2 18.0 67.2 31.3 27.93 8.2 86.5 11.8
Bbcap28 85.6 97.4 99.0 57.5 23.8 214 56.2 24.6 70.7 19.8 66.6 23.6 69.2 61.6 30.05 14.6 76.8 26.2
Bbcap29 100.0 218.7 98.0 8.6 32.7 46.0 67.9 75.4 85.9 44.2 83.0 64.7 86.4 139.7 38.54 50.4 89.0 50.8
Bbcap3 10.5 1.1 99.0 153.8 20.1 12.2 65.3 26.0 78.6 26.7 82.0 32.2 69.2 50.1 32.53 20.9 81.5 27.2
Bbcap30_L1 95.4 20.6 100.0 625.1 241 39.3 57.9 73.4 725 52.8 75.0 95.1 74.6 159.6 34.78 79.8 78.9 69.4
Bbcap31_L1 97.4 233.5 99.0 56.5 33.3 56.9 69.2 67.3 93.4 55.6 86.5 58.7 79.5 150.0 36.24 49.9 99.6 53.9
Bbcap31_L2 97.5 184.2 99.0 53.4 33.3 44.9 68.2 55.6 94.1 453 84.3 47.4 78.9 120.3 36.19 39.1 99.5 431
Bbcap32 81.2 155.9 100.0 30.7 24.6 31.0 54.5 55.7 63.0 31.1 64.7 46.5 81.7 103.6 31.31 27.8 72.2 43.3

L1: Samples (indexed genomic libraries after capture) that were sequenced in a half lane.
b L2: Samples (indexed genomic libraries after capture) that were sequenced in a different half lane.



Table S2. Mapping statistics of each sample for the 21 B. burgdorferi plasmids.
For each sample, average bases covered and average coverage depth for A) circular plasmids and B) linear plasmids.

B.
% Ip5 Coverage % Ip17 Coverage % Ip28-1 Coverage % Ip28-2 Coverage % Ip28-3 Coverage % Ip28-4 Coverage % Ip25 Coverage % Ip36 Coverage % Ip38 Coverage % Ip56 Coverage
Sample ID Covered Deph Covered Covered Deph Covered Covered Covered Deph Covered Deph Covered Deph Covered Deph Covered Deph
(Ip5) (Ip17) (Ip28-1) (Ip28-2) (Ip28-3) (Ip28-4) (Ip25) (Ip36) (Ip38) (Ip56)
Bbcap1 37.0 2.7 76.8 13.5 53.2 5.3 39.9 6.7 62.7 16.1 89.7 5.19 86.4 13.7 57.8 8.65 16.0 2.62 25.0 8.02
Bbcap2_L1 30.3 9.7 82.3 295 99.7 15.8 84.4 68.9 100.0 46.3 99.3 31.36 97.2 35.1 98.2 32.52 96.5 16.23 32.1 11.21
Bbcap2_L2 29.1 214 84.0 63.9 100.0 371 86.9 141.0 100.3 100.9 99.7 69.61 98.2 75.1 98.9 71.05 97.9 37.50 37.6 20.10
Bbcap32 70.0 11.2 84.0 56.2 100.0 17.1 83.0 49.6 100.0 51.1 98.0 24.52 96.0 47.2 98.0 31.06 96.0 16.83 31.0 12.31
Bbcap4_L1 20.0 12.7 79.0 116.7 67.0 745 48.0 84.5 66.0 2331 96.0 97.53 91.0 198.2 62.0 169.21 24.0 21.00 40.0 61.54
Bbcap4_L2 14.0 7.0 85.0 53.4 80.0 28.2 77.0 28.5 90.0 95.0 98.0 44.78 94.0 94.7 83.0 64.13 53.0 5.81 53.0 26.85
Bbcap5 41.0 20.9 85.0 51.9 100.0 31.8 89.0 63.2 100.0 84.5 99.0 39.72 96.0 58.6 99.0 51.28 98.0 31.11 37.0 11.39
Bbcap6_L1 46.0 43.9 79.0 159.7 67.0 69.0 39.0 100.5 65.0 306.2 96.0 140.67 91.0 185.5 60.0 143.19 23.0 28.75 38.0 65.13
Bbcap6_L2 47.0 25.9 78.0 96.2 69.0 40.8 48.0 48.8 69.0 177.8 97.0 84.82 91.0 113.3 62.0 83.98 26.0 15.26 36.0 42.50
Bbcap7 85.0 75.1 80.0 42.8 65.0 12.6 54.0 13.0 70.0 48.7 96.0 13.60 90.0 34.6 69.0 26.02 22.0 2.54 32.0 17.24
Bbcap8 15.0 1.2 93.0 20.5 96.0 5.7 98.0 20.0 99.0 141 98.0 7.50 96.0 15.2 98.0 9.66 96.0 6.71 82.0 9.31
Bbcap9 90.0 394.4 87.0 75.2 96.0 79.0 9.0 57.8 98.0 115.5 80.0 60.17 87.0 131.8 73.0 72.48 94.0 38.68 36.0 54.02
Bbcap10 29.4 95.5 83.3 518.0 100.3 157.1 89.2 301.5 100.0 2914 97.1 160.16 97.9 301.8 99.6 279.08 98.8 120.60 347 46.11
Bbcap12 79.0 26.1 80.6 126.5 69.2 324 53.6 40.1 75.9 178.2 99.6 62.94 92.1 111.0 71.0 65.20 26.8 10.54 723 29.54
Bbcap13 26.8 137.7 78.5 656.7 70.3 147.5 46.6 2222 68.1 607.0 96.8 291.42 93.3 458.6 61.6 368.71 26.6 54.51 42.9 185.80
Bbcap14 423 16.8 77.0 108.6 66.7 23.7 49.7 375 66.9 98.3 96.3 35.84 90.0 87.3 61.5 52.69 24.3 10.30 35.9 25.57
Bbcap15 45.0 2.2 79.0 23.0 62.5 10.1 26.4 225 82.9 14.8 947 12.42 86.6 233 68.9 17.42 19.0 4.76 27.2 14.05
Bbcap16 413 25.6 83.4 55.5 64.4 17.6 46.3 36.8 771 57.6 90.0 33.37 92.6 47.5 63.0 48.18 96.4 27.62 33.1 24.84
Bbcap17 322 46.9 86.0 197.0 99.4 57.9 89.4 49.3 100.0 184.0 99.9 109.71 96.9 1735 97.8 87.97 94.8 12.05 47.0 82.18
Bbcap19 n.a n.a. 94.1 34.8 99.3 8.1 98.7 19.5 100.2 17.9 98.2 8.84 96.7 20.2 98.7 13.60 95.4 6.35 87.3 13.75
Bbcap20 53 1.5 91.5 81.0 96.9 17.8 97.2 17.8 99.4 19.9 99.1 29.91 96.2 725 97.2 41.71 90.0 5.51 80.7 19.09
Bbcap21 19.4 6.0 80.5 101.8 94.3 224 36.7 23.1 85.9 112.4 87.0 44.39 96.0 77.0 69.7 53.18 97.5 19.62 48.3 39.09
Bbcap22 9.8 4.1 97.2 625.6 100.3 364.6 100.3 389.6 100.3 679.6 100.0 457.47 99.2 613.6 100.2 398.45 99.9 248.68 93.5 292.81
Bbcap23 12.5 5.8 774 67.6 70.7 25.9 30.3 27.2 50.5 33.2 98.2 63.70 90.0 69.1 61.2 87.55 14.3 4.61 69.5 42.13
Bbcap24 26.3 16.0 84.4 35.1 99.9 13.2 86.6 30.0 99.9 34.3 98.5 15.00 96.5 24.8 98.4 14.90 711 2.39 53.1 7.09
Bbcap25 244 2.3 85.8 22.8 93.5 9.3 14.3 8.6 95.8 12.0 79.2 8.05 83.5 29.9 71.9 18.05 88.2 5.46 30.6 12.25
Bbcap26 86.6 67.4 77.3 325 63.4 11.3 49.6 15.2 66.7 43.6 96.1 13.59 90.2 33.9 60.7 17.98 20.2 5.49 32.8 14.37
Bbcap27 78.7 22.6 90.7 29.7 81.2 8.2 81.2 9.9 95.2 221 97.0 11.87 96.8 30.7 91.6 16.36 60.3 2.67 69.0 10.02
Bbcap28 34.7 4.2 86.6 104.3 92.5 21.3 59.2 9.0 91.2 29.0 98.8 45.16 94.8 63.7 76.2 42.66 774 3.37 79.8 26.59
Bbcap29 88.5 122.7 89.2 138.8 100.0 32.6 93.9 40.7 100.3 117.4 99.6 83.75 98.2 152.0 99.5 81.73 98.1 14.96 55.9 37.65
Bbcap3 50.8 30.6 83.3 139.8 81.0 731 724 60.6 88.2 189.1 98.5 198.78 95.2 186.6 83.1 120.53 55.4 16.83 415 77.06
Bbcap30_L1 57.8 64.2 84.4 329.3 94.6 152.4 84.1 1241 98.2 391.2 99.7 474.89 96.1 440.1 96.5 244.30 83.6 26.65 457 158.17
Bbcap31_L1 55.7 13.4 96.9 156.7 100.0 69.0 100.2 89.0 100.0 138.2 100.0 76.26 98.0 117.2 100.1 77.05 99.4 47.35 92.1 41.76
Bbcap31_L2 471 1.3 96.1 124.5 100.0 53.8 99.9 69.5 100.2 107.8 100.0 60.77 97.7 92.4 99.8 61.26 99.5 37.22 92.3 32.97
Bbcap32 92.3 198.3 80.6 121.2 68.6 35.7 31.5 68.3 71.9 137.7 94.1 44.74 90.6 92.2 65.4 117.88 14.7 7.35 38.4 32.42

Missing value are indicated by n.a. (not available).

2 L1: Samples (indexed genomic libraries after capture) that were sequenced in a half lane.
® L2: Samples (indexed genomic libraries after capture) that were sequenced in a different half lane.
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