Supplementary Tables

Table S1. Total number of sequences and sequences classified as nematodes in each sample for soil DNA extracts.

# # # # #

Sample Segs # Seqs % Sample Seqs # Seqs % Sample Segs Segs % Sample #Seqs #Seqs % Sample Segs # Seas %

all nematodes Nematodes all nematodes Nematodes all nematodes Nematodes all nematodes Nematodes all nematodes Nematodes
AlplA* 19126 673 3.52% Arc2C 30795 2573 8.36% BorlB 17531580 3.31% Cont3B 22385 1919 8.57% Cont8D 20513 360 1.75%
AlplB 14543 105 0.72% Arc3B 27459 6379 23.23% BorlC 18288205 1.12% Cont3C 19362 595 3.07% Cont9A 20660 1340 6.49%
AlplC 24259 2400 9.89% AtlIA 25946 483 1.86% BorlD 18422393 2.13% Cont3D 21682 839 3.87% Cont9B 15987 248 1.55%
AlplD 26215 620 2.37% AtllB 22312 686 3.07% Bor2A 25539168 0.66% Cont4A 21344 1888 8.85% Cont9C 14737 420 2.85%
Alp2A 19023 678 3.56% Atl1C 18014 1371 7.61% Bor2C 21095 641 3.04% Cont4B 23842 1197 5.02% Cont9D 17845 738 4.14%
Alp2B 17431 1096 6.29% AtllD 21029 860 4.09% Bor2D 25108 165 0.66% Cont4C 20951 1157 5.52% Med1A 20376 823 4.04%
Alp2C 18202 1007 5.53% Atl2A 20977 1289 6.14% Bor3A 22014679 3.08% Cont4D 22095 1010 4.57% Med1B 19179 712 3.71%
Alp2D 21791 820 3.76% Atl2B 23424 1302 5.56% Bor3B 210551521 7.22% Cont5A 22238 1013 4.56% Med1C 20758 298 1.44%
Alp3A 17493 131 0.75% Atl2C 20758 876 4.22% Bor3C 21849 466 2.13% Cont5B 21205 980 4.62% Med1D 18291 517 2.83%
Alp3B 21885 219 1.00% Atl2D 23898 1140 4.77% Bor3D 19049 3254 17.08% Cont5C 21328 408 1.91% Med2A 22698 1332 5.87%
Alp3C 19594 1207 6.16% AtI3A 16587 395 2.38% Bord4A 22246777 3.49% Cont5D 22669 465 2.05% Med2B 21667 1349 6.23%
Alp3D 20442 100 0.49% Atl3B 13271 153 1.15% Bor4B 20987 908 4.33% Cont6A 21970 892 4.06% Med2C 23096 1100 4.76%
Alp4A 22610 309 1.37% AtI3C 21782 963 4.42% Bor4C 20684 1383 6.69% Cont6B 24268 596 2.46% Med2D 24693 1564 6.33%
Alp4B 22994 609 2.65% AtI3D 23577 973 4.13% Bor4D 20328 2062 10.14% Cont6C 22971 1139 4.96% Med3A 23350 3716 15.91%
Alp4C 20526 432 2.10% Atl4A 22834 804 3.52% ContlA 15468 40 0.26% Cont6D 22798 863 3.79% Med3B 23079 1947 8.44%
Alp4D 21517 598 2.78% Atl4B 20761 443 2.13% ContlB 18438 161 0.87% Cont7A 20626 1189 5.76% Med3C 21277 1250 5.87%
ArclA 20935 2174 10.38% Atl4C 17002 1373 8.08% Contl1C 18267 718 3.93% Cont7B 18665 719 3.85% Med3D 19713 1600 8.12%
ArclB 21609 852 3.94% Atl4D 20320 69 0.34% ContlD 20722 1263 6.09% Cont7C 19931 1199 6.02% Med4A 19785 2026 10.24%
ArclC 19086 411 2.15% AtI5A 17218 296 1.72% Cont2A 20785 780 3.75% Cont7D 20899 880 4.21% Med4B 20567 2967 14.43%
ArclD 20069 784 3.91% Atl5B 20109 580 2.88% Cont2B 18152 949 5.23% Cont8A 24031 1691 7.04% Med4C 18797 1717 9.13%
Arc2A 23919 2468 10.32% AtI5C 17645 530 3.00% Cont2D 24838 2056 8.28% Cont8B 17681 1039 5.88% Med4D 20520 4917 23.96%
Arc2B 22614 2465 10.90% AtI5D 19849 699 3.52% Cont3A 18646 775 4.16% Cont8C 19288 504 2.61%

* see Table 1 for site identification



Table S2. Total number of amplified sequence variants (ASVs) and ASVs classified as nematodes in each sample for soil DNA extracts.

#ASVs % #ASVs % #ASVs % #ASVs % #ASVs %
Sample :IEASVS nematod Nemato Sample ’:I;ASVS nematod Nemato Sample :ﬁlf\SVs nematod Nemato Sample J:I;ASVS nematod Nemato Sample ZEA‘SVS nematod Nemato

es de ASVs es de ASVs es de ASVs es de ASVs es de ASVs
AlplA* 98 12 12.24% Arc2C 257 26 10.12% BorlB 124 11 887% Cont3B 218 37 16.97 % Cont8D 142 15 10.56 %
AlplB 95 5 526% Arc3B 239 32 13.39% BorlC 95 8 8.42% Cont3C 143 20 13.99% Cont9A 201 17 8.46 %
AlpiC 197 22 11.17% AtllA 132 19 1439% BorlD 111 12 10.81% Cont3D 174 16 9.20% Cont9B 157 8 5.10 %
AlplD 107 12 11.21% AtllB 126 15 11.90% Bor2A 90 7 7.78% Cont4A 173 24 13.87 % Cont9C 149 12 8.05 %
Alp2A 137 17 1241 % AtllC 148 25 16.89% Bor2C 134 17 12.69% Cont4B 176 22 1250 % Cont9D 207 15 7.25%
Alp2B 142 14 9.86% AtllD 126 15 1190% Bor2D 104 10 9.62% Cont4C 152 20 13.16 % MedlA 233 20 Med1A
Alp2C 153 17 11.11% Atl2A 202 23 11.39% Bor3A 118 20 16.95% ContdD 144 21 1458 % MedlB 222 12 Med1B
Alp2D 155 17 1097 % Atl2B 206 21 10.19% Bor3B 235 30 12.77% Cont5A 170 23 1353% MedlC 95 10 Med1C
Alp3A 83 9.64% Atl2C 171 13 760% Bor3C 133 18 13.53% Cont5B 138 23 16.67 % MedlD 119 15 Med1D
Alp3B 105 571% Atl2D 189 24 12.70% Bor3D 201 25 12.44% Cont5C 134 16 11.94% Med2A 255 24 Med2A
Alp3C 148 11 743% AtI3A 149 13 8.72% Bor4dA 164 19 11.59% Cont5D 136 14 10.29% Med2B 265 23 Med2B
Alp3D 88 6 6.82% Ati3B 111 11 991% Bor4dB 207 19 9.18% Cont6A 199 23 11.56 % Med2C 279 23 Med2C
AlpdA 132 12 9.09% Atl3C 212 19 896% Bor4C 215 24 11.16 % Cont6B 184 17 9.24% Med2D 268 32 11.94 %
AlpdB 106 13 1226 % AtI3D 157 12 7.64% BordD 169 26 15.38% Cont6C 225 27 12.00% Med3A 234 32 13.68 %
Alp4C 208 8 385% Atl4A 179 23 12.85% ContlA 81 6 741% Cont6D 150 19 12.67 % Med3B 195 23 11.79 %
AlpdaD 201 15 746% Atl4B 150 14 933% ContlB 112 7 6.25% Cont7A 199 19 955% Med3C 147 30 20.41 %
ArclA 172 30 17.44% Atl4C 122 19 1557 % ContlC 170 17 10.00% Cont7B 148 20 1351% Med3D 188 27 14.36 %
ArclB 154 20 1299% Atl4D 87 5 575% ContlD 144 20 13.89% Cont7C 162 22 1358 % Med4A 180 31 17.22 %
ArclC 133 15 11.28% Atl5A 157 12 764% Cont2A 118 15 12.71% Cont7D 151 23 15.23% Med4B 260 38 14.62 %
ArclD 167 20 11.98% Atl5B 186 16 8.60% Cont2B 139 19 13.67 % Cont8A 190 25 13.16 % Med4C 181 31 17.13%
Arc2A 150 25 16.67 % Atl5C 124 13 10.48 % Cont2D 137 17 12.41% Cont8B 146 22 15.07% MeddD 276 36 13.04 %
Arc2B 165 30 18.18% Atl5D 174 16 9.20% Cont3A 178 18 10.11% Cont8C 148 15 10.14 %

* see Table 1 for site identification



Table S3. Total number of sequences and sequences classified as nematodes in each sample for nematode-sample DNA extracts.

# Seqs #Seqgs % # Seqs #Seqgs % # Seqs #Seqs % # Seqs #Seqs % # Seqs #Seqs %

Sample all nematod Nemato Sample all nematod Nemato Sample all nematod Nemato Sample all nematod Nemato Sample all nematod Nemato
es des es des es des es des es des
AlplA* 22060 17794 80.66 % Arc2C 24473 17400 71.10% BorlB 27272 23305 96.15% Cont3B 26583 22522 84.72% Cont8D 15894 14513 9131 %
AlplB 29754 26625 89.48% Arc3B 27179 25739 9470% BorlC 27086 23127 83.33% Cont3C 27851 23647 84.91% Cont9A 22596 19282 85.33%
AlplC 35364 29212 82.60% AtIIA 23419 22402 95.66 % BorlD 31023 25956 83.67% Cont3D 27914 24362 87.28% Cont9B 25608 23341 91.15%
AlplD 16890 16100 95.32% AtllB 23931 22896 95.68% Bor2A 27349 26282 96.10% Cont4A 33246 28313 8516 % Cont9C 28078 27885 99.31%
Alp2A 21111 15884 75.24% AtllC 22188 20161 90.86 % Bor2C 38130 31824 8346% ContdB 24592 23522 95.65% Cont9D 21603 21323  98.70 %
Alp2B 17429 13094 75.13% AtllD 28504 28109 98.61% Bor2D 29154 14217 4877 % Cont4C 24178 23007 9516 % MedlA 28725 28097 97.81%
Alp2C 26990 26195 97.05% Atl2A 15670 15447  98.58% Bor3A 23091 15509 67.16% ContdD 20549 20268 98.63% MedlB 24930 23198  93.05%
Alp2D 22816 18443 80.83% Atl2B 24641 21172 85.92% Bor3B 27189 20967 77.12% Cont5A 19983 18481 9248 % MedlC 23238 21325 91.77%
Alp3A 21970 20681 94.13% Atl2C 24190 22710 93.88% Bor3C 19166 10196 53.20% Cont5B 26996 25852 9576 % MedlD 18414 17753  96.41%
Alp3B 24349 23969 9844 % Atl2D 24340 18669 76.70% Bor3D 24872 19388 77.95% Cont5C 26371 17824 67.59 % Med2A 23969 23098  96.37 %
Alp3C 19767 18290 92.53% AtI3A 28169 26279 93.29% Bor4dA 31531 20685 65.60% Cont5D 25716 25583  99.48% Med2B 22973 22012 9582 %
Alp3D 21246 19651 92.49% AtI3B 23473 21954 9353% Bor4B 21816 21009 96.30% Cont6A 24212 20541 84.84% Med2C 29440 27730 94.19%
AlpdA 26120 15726  60.21% AtI3C 32488 29004 89.28% Bor4C 33268 24336 73.15% Cont6B 29454 27423 9310 % Med2D 30533 27483  90.01 %
Alp4B 25115 22261 88.64% AtI3D 27533 24579  89.27% Bor4dD 27369 26315 96.15% Cont6C 28958 25515 88.11% Med3A 24414 22503 9217 %
Alp4C 21931 19935 90.90 % Atl4A 33379 26920 80.65% ContlA 31859 22369 70.21% Cont6D 26482 24789  93.61% Med3B 24890 21208 85.21%
Alp4D 26686 16815 63.01% Atl4B 33148 30840 93.04% ContlB 30079 25273 84.02% Cont7A 24289 22278 91.72% Med3C 24414 22503 9217 %
ArclA 16627 15850 95.33% Atl4C 29011 26050 89.79% ContlC 22470 19049 84.78% Cont7B 34037 32414 9523% Med3D 24890 21208 85.21%
ArclB 25530 18690 73.21% Atl4AD 24379 22123  90.75% ContlD 19505 18571 9521% Cont7C 28711 24937 86.86 % Med4A 27272 23305 8545%
ArclC 18760 17142  91.38% AtI5A 34522 32304 9358% Cont2A 22619 18146 80.22% Cont7D 22770 17325 76.09% Med4B 27086 23127 85.38%
ArclD 24045 13441 5590% Atl5B 21221 20372  96.00% Cont2B 25941 21015 81.01% Cont8A 27835 24273 87.20% Med4C 19713 17165 87.07%
Arc2A 19955 16630 83.34% AtI5C 26393 24348 92.25% Cont2D 26313 24001 91.21% Cont8B 25111 19544  77.83% Med4D 28168 25325 89.91%
Arc2B 25828 25379 9826 % AtI5D 25363 22940 9045% Cont3A 16961 16002 94.35% Cont8C 27853 21049 7557 %

* see Table 1 for site identification



Table S4. Total number of amplified sequence variants (ASVSs) and ASVs classified as nematodes in each sample for nematode-sample DNA extracts.

# #ASVs % # #ASVs % # ASVs #ASVs % # ASVs #ASVs % # # ASVs %

Sample ASVs nematod Nematod Sample ASVs nematod Nematod Sample all nematod Nematod Sample all nematod Nematod Sample ~ ASVs nematod Nematod
all es e ASVs all es e ASVs es e ASVs es e ASVs all es e ASVs
AlplA* 53 36 67.92% Arc2C 101 55 5446 % BorlB 72 53 73.61% Cont3B 90 62 68.89% Cont8D 71 57 80.28 %
AlplB 85 66 77.65% Arc3B 62 49 79.03% BorlC 83 63 75.90% Cont3C 112 84 75.00% Cont9A 76 54 71.05%
AlplC 76 56 73.68 % Atl1A 73 57 78.08% BorlD 89 52 58.43% Cont3D 104 83 79.81% Cont9B 79 56 70.89 %
AlplD 48 42 87.50% Atl1B 35 31 88.57% Bor2A 87 70 80.46 % Cont4A 99 70 70.71% Cont9C 62 53 85.48 %
Alp2A 79 59 74.68 % Atl1C 44 28 63.64 % Bor2C 68 39 57.35% Cont4B 58 50 86.21% Cont9D 61 52 85.25 %
Alp2B 58 46 79.31% Atl1D 48 35 7292% Bor2D 74 42 56.76 % Cont4C 84 72 85.71% MedlA 83 72 86.75 %
Alp2C 49 38 7755 % Atl2A 34 28 82.35% Bor3A 73 53 7260% ContdD 55 49 89.09% MedlB 74 60 81.08 %
Alp2D 64 43 67.19% Atl2B 76 57 75.00% Bor3B 49 34 69.39% ContsA 71 54 76.06 % MedlC 101 83 82.18 %
Alp3A 65 52 80.00% Atl2C 70 52 7429% Bor3C 65 35 53.85% Cont5B 93 72 7742% MedlD 77 68 88.31 %
Alp3B 58 47 81.03% Atl2D 88 71 80.68% Bor3D 97 56 57.73% Cont5C 68 37 54.41% Med2A 88 78 88.64 %
Alp3C 69 54 78.26 % AtI3A 87 71 81.61% Bor4A 98 46 46.94% Cont5D 52 44 84.62% Med2B 90 80 88.89 %
Alp3D 43 34 79.07 % AtI3B 74 54 7297% Bor4dB 80 27 33.75% Cont6A 91 66 7253% Med2C 95 84 88.42 %
AlpdA 67 37 55.22 % AtI3C 95 62 65.26 % Bor4C 91 54 59.34% Cont6B 96 77 80.21% Med2D 89 70 78.65 %
Alp4B 72 49 68.06 % AtI3D 75 47 62.67% Bor4dD 54 29 53.70% Cont6C 107 86 80.37% Med3A 70 59 84.29 %
Alp4aC 65 43 66.15 % Atl4A 115 70 60.87 % ContlA 87 43 49.43% Cont6D 102 76 7451% Med3B 88 70 79.55 %
Alp4D 76 50 65.79 % Atl4B 55 37 67.27% ContlB 76 46 60.53% Cont7A 67 52 77.61% Med3C 102 64 62.75 %
ArclA 55 44 80.00 % Atl4C 82 65 79.27% ContlC 72 41 40.00% Cont7B 102 85 83.33% Med3D 95 68 71.58 %
ArclB 73 47 64.38% Atl4D 87 70 80.46 % ContlD 75 52 69.33% Cont7C 107 86 80.37% Med4A 52 42 80.77 %
ArclC 52 34 65.38 % AtI5A 51 38 7451% Cont2A 105 58 55.24% Cont7D 71 43 60.56 % Med4B 70 48 68.57 %
ArclD 58 37 63.79 % AtI5B 46 33 71.74% Cont2B 111 54 48.65% Cont8A 95 72 75.79% Med4C 60 47 78.33 %
Arc2A 63 42 66.67 % AtI5C 56 39 69.64 % Cont2D 75 50 66.67 % Cont8B 102 76 7451% MeddD 78 64 82.05 %
Arc2B 66 55 83.33% AtI5D 54 39 72.22% Cont3A 44 35 79.55% Cont8C 85 56 65.88 %

* see Table 1 for site identification



