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Supplemental Information Figure 4: Acrobeloides COX1 Maximume-Likelihood Tree

’\0
0.913

_R_F112-025_NODE_367_length_174_N9714_Acrobeloides_sp_start9_stop272
0.966
0.999

0.08

0.804

0.

F111-2550_NODE_10625_length_117_KX889087_Acrobeloides_varius_start9_stop167
F111-75100_NODE_40_length_117_KX889087_Acrobeloides_varius_start9_stop167
F112-5075_NODE_282_length_117_KX889087_Acrobeloides_varius_start9_stop167
F122-025_NODE_42_length_117_KX889087_Acrobeloides_varius_start9_stop167
F122-75100_NODE_28807_length_117_KX889087_Acrobeloides_varius_start9_stop167
F321-025_NODE_173_length_117_KX889087_Acrobeloides_varius_start9_stop167
F321-2550_NODE_22755_length_117_KX889087_Acrobeloides_varius_start9_stop167
i5seF411-025_NODE_25_length_117_KX889087_Acrobeloides_varius_start9_stop167
F412-5075_NODE_2675_length_117_KX889087_Acrobeloides_varius_start9_stop167
v99sF422-025_NODE_21_length_117_KX889087_Acrobeloides_varius_start9_stop167
F311-75100_NODE_12267_length_459_N9578_Acrobeloides_basilgoodeyi_start35_stop53
F111-025_NODE_20_length_1203_KX669639_Acrobeloides_nanus_start67_stop1042
s0s F212-025_NODE_85_length_126_N9652_Acrobeloides_basilgoodeyi_start11_stop172
F212-2550_NODE_2628_length_126_N9652_Acrobeloides_basilgoodeyi_start11_stop172
0754 F222-2550_NODE_29_length_126_N9652_Acrobeloides_basilgoodeyi_start11_stop172
981 F221-025_NODE_36651_length_126_N9560_Acrobeloides_nanus_start10_stop171
_R_F312-025_NODE_46066_length_174_KX889087_Acrobeloides_varius_start14_stop244
_R_F211-025_NODE_54_length_207_KX669639_Acrobeloides_nanus_start10_stop327

_R_F112-5075_NODE_16155_length_174_N9714_Acrobeloides_sp_start9_stop272
_R_F121-2550_NODE_46_length_174_N9714_Acrobeloides_sp_start9_stop272
F121-75100_NODE_1333_length_1044_KX669639_Acrobeloides_nanus_start56_stop1242
F122-025_NODE_2611_length_663_KX669639_Acrobeloides_nanus_start38_stop1009
N9714_Tylenchina_Acrobeloides_sp.
_R_F211-75100_NODE_326_length_174_N9578_Acrobeloides_basilgoodeyi_start9_stop27z
_R_F212-025_NODE_2417_length_174_N9578_Acrobeloides_basilgoodeyi_start9_stop272
_R_F222-2550_NODE_1130_length_174_N9578_Acrobeloides_basilgoodeyi_start9_stop27:

F322-025_NODE_45222_length_132_KX889087_Acrobeloides_varius_start11_stop183
F322-75100_NODE_419_length_132_KX889087_Acrobeloides_varius_start11_stop183
F312-75100_NODE_7136_length_528_KX669639_Acrobeloides_nanus_start37_stop771
F312-2550_NODE_5620_length_534_KX669639_Acrobeloides_nanus_start34_stop798
N9652_Acrobeloides_basilgoodeyi
F211-2550_NODE_2116_length_105_KX889087_Acrobeloides_varius_start4_stop172

ir F312-5075_NODE_320_length_132_KX889087_Acrobeloides_varius_start11_stop183

E

P KX669639_Tylenchina_Acrobeloides_nanus
0.767
0

951

0.842

399

N9560_Acrobeloides_basilgoodeyi
N9578_Acrobeloides_basilgoodeyi

- A. varius

A basilgoodeyi
— A. nanus

A. basilgoodeyi

—_— A, nanus

A. varius
A. nanus

} A.sp
} A. nanus

A. basilgoodeyi

— A. varius

KX889087_Tylenchina_Acrobeloides_varius

P N11224_Plectina_Plectus_frigophilus
Py N11199_Plectina_Plectus_murrayi
o KU759336_Plectina_Plectus_aquatilis
KU759337_Plectina_Plectus_opisthocirculus
KU759347_Plectina_Plectus_parvus
N9790_Plectina_Plectus_sp.

A maximum-likelihood tree of all contigs identified as belonging to the genus Acrobeloides, along with their reference
sequences from the Nema-mtDB. The tree is rooted using Plectus COX1 sequences as the outgroup. Clustering with
like contigs and reference sequences were used for haplotype detection and poorly aligned contigs were considered
as errors and removed prior to community analyses. Clusters are outlined with brackets and labelled with the
assigned species. Contigs are labelled with sample ID, assembled contig node ID, reference sequence match length,
reference sequence ID, and start and stop positions within the reference sequence.



