


	Table S3: 
Nucleotide variation in all samples in this study by comparison to maternal cp genome (J425).

	Variation Type
	
Region/Locus
	Alignment Position (bp)
	Elaeis guineensis individuals

	
	
	
	1
	2
	3
	4
	5
	6
	7

	SNP
	LSC / ndhC - trnV-UAC (intergenic)
	10871
	A
	G
	A
	A
	A
	A
	G

	SNP
	IR / rrn23 (coding)
	107148
	A
	A
	T
	A
	A
	A
	A

	Insertion
	LSC / pafll-cemA (intergenic)
	6902
	-
	-
	-
	-
	C
	-
	-

	Deletion
	LSC / rpl16 (intron)
	83823
	T
	T
	T
	-
	T
	T
	T

	Insertion
	IR / rrn23 (coding)
	107147
	-
	-
	-
	-
	-
	T
	-

	SNP
	SSC / ndhF (coding)
	113667
	A
	C
	C
	C
	C
	C
	C

	SNP
	LSC / atpF (intron)
	13146
	A
	G
	G
	G
	G
	G
	G

	SNP
	LSC / rps3 (coding)
	84326
	A
	G
	G
	G
	G
	G
	G

	SNP
	IR / rpl2 (exon)
	87116
	A
	G
	G
	G
	G
	G
	G

	SNP
	SSC / ndhD-psaC (intergenic)
	118629
	A
	T
	T
	T
	T
	T
	T

	SNP
	SSC / ndhD-psaC (intergenic)
	118638
	A
	T
	T
	T
	T
	T
	T

	SNP
	SSC / ccsA (coding)
	116592
	C
	T
	T
	T
	T
	T
	T

	SNP
	LSC / psbM-trnD-GUC (intergenic)
	30388
	G
	T
	T
	T
	T
	T
	T

	SNP
	LSC / trnV-UAC – trnM-CAU (intergenic)
	53627
	G
	T
	T
	T
	T
	T
	T

	SNP
	SSC / ndhD-psaC (intergenic)
	118627
	T
	A
	A
	A
	A
	A
	A

	SNP
	SSC / ndhD-psaC (intergenic)
	118633
	T
	A
	A
	A
	A
	A
	A

	SNP
	SSC / ndhD-psaC (intergenic)
	118634
	T
	A
	A
	A
	A
	A
	A

	SNP
	SSC / ndhD-psaC (intergenic)
	118640
	T
	A
	A
	A
	A
	A
	A

	SNP
	LSC / rpl16 (intron)
	83655
	T
	C
	C
	C
	C
	C
	C

	SNP
	IR / rpl2 (exon)
	155076
	T
	C
	C
	C
	C
	C
	C

	Deletion
	LSC / atpF (intron)
	12995
	-
	T
	T
	T
	T
	T
	T

	Deletion
	LSC / trnD-GUC – trnY-GUA (intergenic)
	31274
	-
	T
	T
	T
	T
	T
	T

	Insertion 
	LSC / trnS-GCU – trnG-UCC (intergenic)
	9209
	A
	-
	-
	-
	-
	-
	-

	Insertion
	LSC / accD-psaI (intergenic)
	60560
	A
	-
	-
	-
	-
	-
	-

	Insertion
	IR / rps19-psbA (intergenic)
	156938
	A
	-
	-
	-
	-
	-
	-

	Insertion
	LSC / clpP1 (intron)
	71490
	T
	-
	-
	-
	-
	-
	-

	Insertion
	LSC / clpP1 (intron)
	72191
	T
	-
	-
	-
	-
	-
	-

	Insertion 
	IR / rpl22-rps19 (intergenic)
	85247
	T
	-
	-
	-
	-
	-
	-

	Insertion
	SSC / rpl32 – trnL-UAG (intergenic)
	115098
	T
	-
	-
	-
	-
	-
	-


*1-ML161, 2-GB331, 3-GB3311, 4-GB3317, 5-GB3341, 6-GB3346, 7-GB3347


