Table 1. Measures of genetic diversity in Hypogeococcus pungens species complex collected in the insects’ native and non-native ranges based on datasets consisting of 1,707 neutral SNPs and mtDNA.

	Population code
	nextRAD
	mtDNA

	
	n
	He
	Ho
	Ar
	n
	Hd
	π
	H

	Native range

	ARA
	8
	0.0961
	0.1259
	1.2747
	63
	0.861
	0.0049
	11

	ARC*
	24
	0.0170
	0.0111
	1.0496
	43
	0.787
	0.0114
	7

	BRA
	15
	0.2674
	0.0183
	1.5670
	19
	0.807
	0.0152
	7

	BRC
	20
	0.0272
	0.0234
	1.0688
	18
	0.523
	0.0024
	2

	
	Mean
	0.1019
	0.0450
	1.2400
	Mean
	0.744
	0.0085
	Total= 27

	Non-native range

	PRC
	34
	0.0125
	0.0152
	1.0322
	57
	0
	0
	1

	PRA
	30
	0.0075
	0.0088
	1.0212
	23
	0.522
	0.0012
	2

	USA
	11
	0.0028
	0.0044
	1.0088
	10
	0
	0
	1

	
	Mean
	0.0076
	0.0094
	1.0207
	Mean
	0.174
	0.0004
	Total= 3

	
	Total mean
	0.0615
	0.0296
	1.1460
	Total mean
	0.459
	0.0044
	



 *ARA, Argentina mealybugs feeding on Amaranthaceae; ARC, Argentina, Australia and Paraguay mealybugs feeding on Cactaceae; BRA, Brazil mealybugs feeding on Amaranthaceae; BRC, Brazil mealybugs feeding on Cactaceae. (n) Sample size, (He) expected heterozygosity, (Ho) observed heterozygosity, (Ar) Allelic richness, (Hd) Haplotype diversity, (π) Nucleotide diversity, (H) number of haplotypes.
