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Table S1. Mitochondrial genome organization of Meloidogyne graminicola

	Gene or genomic region
	Genomic position
	Length (bp)
	Initiation/ termination codons
	Intergenic sequence

	cox1
	1-1513
	1513
	ATT/Ta
	17

	trnT (UGU)
	1531-1579
	49
	-
	0

	rrnS
	1580-2181
	602
	-
	-3

	trnY (GUA)
	2179-2231
	53
	-
	0

	trnW (UCA)
	2232-2284
	53
	-
	-3

	nad1
	2282-3131
	850
	TTG/Ta
	2

	trnL2 (UAA)
	3134-3186
	53
	-
	34

	nad2
	3221-4027
	807
	ATT/TAA
	5

	trnI (GAU)
	4033-4085
	53
	-
	-2

	cox3
	4084-4854
	771
	TTG/TAA
	-4

	trnN (GUU)
	4851-4904
	54
	-
	0

	trnF (GAA)
	4905-4960
	56
	-
	1

	trnG (UCC)
	4962-5012
	51
	-
	-1

	trnK (UUU)
	5012-5066
	55
	-
	0

	trnC (GCA)
	5067-5116
	50
	-
	49

	nad6 
	5166-5555
	390
	ATT/TAG
	-4

	nad4l
	5552-5791
	240
	ATA/TAA
	10

	cox2
	5802-6449
	648
	ATT/TAA
	-10

	trnH (GUG)
	6440-6493
	54
	-
	0

	rrnL 
	6494-7302
	809
	-
	0

	nad3
	7303-7614
	312
	TTG/TAG
	18

	cob
	7633-8667
	1035
	ATA/TAG
	3

	trnL1 (UAG)
	8671-8724
	54
	-
	0

	trnP (UGG)
	8725-8777
	53
	-
	-3

	nad4
	8775-9944
	1170
	ATA/TAG
	4

	trnD (GUC)
	9949-10002
	54
	-
	-

	NCR1b
	10003-16752
	6750
	-
	-

	· 111R (ca. 29 repeats)
	12449-15667 
	3219
	-
	-

	trnV (UAC)
	16753-16801
	49
	-
	-

	NCR2b
	16802-17594
	793
	-
	-

	· 94R (3 repeats)
	17293-17574
	358
	-
	-

	trnM (CAU)
	17595-17650
	56
	-
	-1

	trnS2 (UGA)
	17650-17694
	45
	-
	33

	atp6
	17728-18249
	522
	ATT/TAA
	19

	nad5
	18269-19723
	1455
	ATA/TAA
	-2

	trnQ (UUG)
	19722-19775
	54
	-
	0

	trnA (UGC)
	19776-19828
	53
	-
	0

	trnR (UCG)
	19829-19881
	53
	-
	39

	trnE (UUC)
	19921-19973
	53
	-
	0

	trnS1 (UCU)
	19974-20023
	50
	-
	7



a Truncated stop codon (starting by a T) completed by the addition of 3' A residues to the RNA
b NCR1 and NCR2 = Non-coding regions


Figure S1. Phylogenetic analysis based on 12 complete protein-coding genes (11,805 nucleotide characters) from 42 nematode mitogenomes inferred using Maximum Likelihood (see methods for analysis details). Genes of Meloidogyne graminicola were aligned with sequences used by Sultana et al. [1]. Bootstrap values are shown at internal nodes when greater than 70%. The tree was rooted with two arthropod outgroups (Lithobius and Limulus). The lineage that corresponds to the superfamily Hoplolaimoidea (four species) is indicated, with M. graminicola (HG529223) indicated in bold green characters.
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Figure S2. Secondary structure of rRNA genes (rrn). Both 12S and 16S rRNA genes were cut using alignments of the Tylenchida (Bursaphelenchus mucronatus, Pratylenchus vulnus, Radopholus similis) extracted from REFSEQ 58 using a local installation of MAFFT v7.058b [2]. For these sequences the 5' ends of the adjacent tRNAs were used as start position, and the 3' end of the rrnL gene was trimmed manually to fit with the nad3 gene.
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