Table S2: Candidate laterally transferred gene tribes in the Tylenchina

	Nodea
	Tribeb
	Number of members
	Members that hit non nematode
	Minimum BLAST E-value
	GIc of top hit
	Description putative function where not given

[Species]
	Kingdom

	26
	11-7953
	3
	3
	3.00E-132
	15822513
	thiamine biosynthesis protein NMT-1 

[Neurospora crassa]
	FUNGAL

	26
	11-6930
	4
	2
	3.00E-111
	110286063
	L-threonine aldolase 

[Chelativorans sp. BNC1]
	BACTERIAL

	18
	11-6310
	5
	5
	1.00E-72
	14024975
	mlr5063 

putative benzoate transport protein
[Mesorhizobium loti MAFF303099]
	BACTERIAL

	26
	11-569
	72
	51
	5.00E-72
	83634669
	endoglucanase 

[Hahella chejuensis KCTC 2396]
	BACTERIAL

	22
	11-6272
	5
	5
	5.00E-69
	209538462
	glycosyl transferase group 1 

[Rhizobium leguminosarum bv. trifolii WSM2304]
	BACTERIAL

	26
	11-6265
	5
	5
	2.00E-61
	110286842
	phosphoribosyltransferase 

[Chelativorans sp. BNC1]
	BACTERIAL

	20
	11-10752
	2
	2
	1.00E-59
	223523168
	arabinogalactan endo-1,4-beta-galactosidase

[Ricinus communis]
	PLANT

	17
	11-9559
	2
	2
	1.00E-59
	66574692
	endo-1,3-beta-glucanase precursor 

[Xanthomonas campestris pv. campestris str. 8004]
	BACTERIAL

	22
	11-6274
	5
	5
	4.00E-56
	182633829
	conserved hypothetical protein 

putative phospholipase/carboxylesterase
[Beijerinckia indica subsp. indica ATCC 9039]
	BACTERIAL

	18
	11-6293
	5
	5
	2.00E-47
	206588753
	exo-poly-galacturonosidase protein 

[Ralstonia solanacearum MolK2]
	BACTERIAL

	20
	11-8001
	3
	3
	2.00E-46
	76583541
	polyglutamate synthase 

[Burkholderia pseudomallei 1710b]
	BACTERIAL

	18
	11-10951
	2
	2
	5.00E-46
	17428773
	exo-poly-galacturonosidase signal peptide protein 

[Ralstonia solanacearum GMI1000]
	BACTERIAL

	27
	11-826
	50
	41
	7.00E-46
	126348363
	putative secreted lyase 

[Streptomyces ambofaciens ATCC 23877]
	BACTERIAL

	17
	11-7453
	3
	3
	7.00E-42
	21107439
	endo-1,3-beta-glucanase 

[Xanthomonas axonopodis pv. citri str. 306]
	BACTERIAL

	26
	11-6979
	4
	3
	1.00E-40
	135313906
	hypothetical protein GOS_9371517 

isochorismatase 

[marine metagenome]
	BACTERIAL

	21
	11-10477
	2
	2
	4.00E-35
	10121212
	replicase polyprotein 

[acute bee paralysis virus]
	VIRAL

	26
	11-7997
	3
	3
	4.00E-34
	227338359
	putative beta-fructofuranosidase protein 

[Rhizobium sp. NGR234]
	BACTERIAL

	21
	11-10450
	2
	2
	2.00E-32
	116612661
	FAD linked oxidase domain protein 

[Arthrobacter sp. FB24]
	BACTERIAL

	26
	11-10825
	2
	2
	5.00E-32
	139213150
	hypothetical protein GOS_3962302 

S-adenosylmethionine-dependent methyltransferase 

[marine metagenome]
	BACTERIAL

	18
	11-10911
	2
	2
	6.00E-31
	163776428
	predicted protein 

acid ceramidase-like protein
[Monosiga brevicollis MX1]
	PROTOZOAN

	26
	11-8104
	3
	3
	1.00E-29
	2267267
	xylanase D 

[Aeromonas punctata]
	BACTERIAL

	18
	11-11318
	2
	2
	1.00E-23
	229279746
	hypothetical protein BRAFLDRAFT_124972 

MD-2-related lipid-recognition domain
[Branchiostoma floridae]
	METAZOAN

	26
	11-3821
	11
	11
	6.00E-23
	154161080
	protein of unknown function 

contains DUF1772 domain

[Xanthobacter autotrophicus Py2]
	BACTERIAL

	21
	11-6268
	5
	4
	5.00E-20
	222859190
	predicted protein 

zinc finger (Ran-binding) family protein
[Populus trichocarpa]
	PLANT

	26
	11-6974
	4
	3
	1.00E-18
	1825562
	nuclear antigen H731 

[Homo sapiens]
	METAZOAN

	21
	11-10587
	2
	2
	3.00E-18
	190700038
	beta-fructofuranosidase protein 

[Rhizobium etli CIAT 652]
	BACTERIAL

	22
	11-6267
	5
	5
	1.00E-15
	52428645
	chorismate mutase 

[Burkholderia mallei ATCC 23344]
	BACTERIAL

	22
	11-10732
	2
	1
	4.00E-14
	27355634
	bll7352 

gamma-glutamyl cyclotransferase (GGCT)-like
[Bradyrhizobium japonicum USDA 110]
	BACTERIAL

	27
	11-7467
	3
	3
	1.00E-11
	34398273
	Eph receptor 

[Manduca sexta]
	METAZOAN

	22
	11-7993
	3
	3
	2.00E-11
	58429986
	vasa RNA helicase 

[Tribolium castaneum]
	METAZOAN

	18
	11-8098
	3
	1
	2.00E-11
	156223148
	predicted protein 

WASH complex subunit 7-like
[Nematostella vectensis]
	METAZOAN

	22
	11-6288
	5
	1
	4.00E-11
	212508341
	tripsin-4 precursor, putative 

[Pediculus humanus corporis]
	METAZOAN

	26
	11-10486
	2
	2
	6.00E-11
	164649504
	tubulin gamma 

[Laccaria bicolor S238N-H82]
	FUNGAL

	17
	11-6531
	4
	3
	8.00E-10
	157335232
	unnamed protein product 

papain-like C1 peptidase

[Vitis vinifera]
	PLANT

	22
	11-7966
	3
	3
	3.00E-09
	1161572
	proteinase inhibitor II 

[Solanum lycopersicum]
	PLANT

	22
	11-7995
	3
	1
	4.00E-09
	190625589
	GF10854 

peritrophin-domain-containing protease tequila

[Drosophila ananassae]
	METAZOAN

	17
	11-9567
	2
	1
	4.00E-09
	229288359
	hypothetical protein BRAFLDRAFT_130645 

[unknown function]

[Branchiostoma floridae]
	METAZOAN

	22
	11-10775
	2
	1
	2.00E-08
	38174088
	suppressor of Ty 3 homolog (S. cerevisiae) 

[Xenopus (Silurana) tropicalis]
	METAZOAN

	20
	11-10761
	2
	1
	2.00E-08
	167879623
	GPI-anchored wall transfer protein 1 

[Culex quinquefasciatus]
	METAZOAN

	26
	11-10696
	2
	2
	5.00E-08
	119572622
	hypothetical protein MGC13138, isoform CRA_a 

zinc finger protein

[Homo sapiens]
	METAZOAN

	21
	11-10584
	2
	1
	6.00E-08
	197697874
	acetyltransferase 

[Streptomyces sp. SPB74]
	BACTERIAL

	22
	11-10694
	2
	1
	7.00E-08
	88180999
	hypothetical protein CHGG_05086 

transposase-like

[Chaetomium globosum CBS 148.51]
	BACTERIAL

	18
	11-11092
	2
	1
	7.00E-08
	193920628
	GI11494 

glypican domain, dally-like

[Drosophila mojavensis]
	METAZOAN

	26
	11-1000
	42
	3
	2.00E-07
	48476190
	REJ1CRD2 

sperm receptor for egg jelly precursor, mannose receptor
[Hemicentrotus pulcherrimus]
	METAZOAN

	26
	11-11044
	2
	1
	2.00E-07
	108879801
	conserved hypothetical protein 

SAGA-associated factor 11 homolog
[Aedes aegypti]
	METAZOAN

	22
	11-7924
	3
	1
	2.00E-07
	222842223
	predicted protein 

similar to sensitivity to red light reduced protein
[Populus trichocarpa]
	PLANT

	22
	11-10716
	2
	2
	2.00E-07
	215509537
	Jumonji/ARID domain-containing protein, putative 

[Ixodes scapularis]
	METAZOAN

	18
	11-8115
	3
	1
	2.00E-07
	165894907
	protein serine/threonine kinase, putative 

[Entamoeba dispar SAW760]
	METAZOAN

	18
	11-11120
	2
	1
	3.00E-07
	167873803
	zinc finger protein 8 

[Culex quinquefasciatus]
	METAZOAN

	18
	11-3824
	11
	1
	5.00E-07
	83573501
	RepA / Rep+ protein KID 

[Moorella thermoacetica ATCC 39073]
	BACTERIAL

	18
	11-8072
	3
	1
	5.00E-07
	14518287
	amyloid precursor protein 

[Danio rerio]
	METAZOAN

	26
	11-7938
	3
	1
	7.00E-07
	194186204
	GE23125 

similar to E3 ubiquitin-protein ligase mib1
[Drosophila yakuba]
	METAZOAN

	22
	11-10691
	2
	1
	7.00E-07
	222138160
	neuregulin 1 type IIb12 isoform 

[Danio rerio]
	METAZOAN

	18
	11-11296
	2
	1
	7.00E-07
	163775651
	predicted protein 

[unknown function]

[Monosiga brevicollis MX1]
	PROTOZOAN

	22
	11-10743
	2
	1
	9.00E-07
	156220222
	predicted protein 

membrane-bound transcription factor peptidase-like
[Nematostella vectensis]
	METAZOAN


a Node: Phylogenetic nodes are defined in Figure 1. There were no group-restricted tribes with matches to non-nematodes at nodes 19, 23, 24 and 25.

b Tribes defined using TRIBE-MCL at inflation value 1.1

c GI: NCBI GenBank unique identifier

