Table 1. Summarized NGS sequencing and assembly information of three Korean and two African Spodoptera frugiperda populations  
	Sample name
	Input reads
	Trimmed reads
	Coverage (x)
	mt genome length (bp)

	Korea   MN599981
	3,535,728
	3,232,363
	91.42%
	107.81
	15,368

	Korea   MN599982
	4,546,290
	4,015,292
	88.32%
	194.66
	15,368

	Korea   MN599983
	3,159,382
	2,790,201
	88.31%
	155.71
	15,387

	Nigeria  MN599980
	3,839,658
	3,524,506
	91.79%
	204.54
	15,400

	Benin   MN803322
	5,183,990
	4,789,700
	92.39%
	426.04
	15,369


Miseq platform was used for NGS sequencing. 
















Table 2. Primer list for LAMP (lamp loop mediated isothermal amplification) and conventional PCR in this study
	Purpose
	Primers
	Sequence (5'->3')
	
	

	for LAMP
	　
	
	

	　
	FAW_F3
	GGGCTCCTTATTTAAAATAAATAAATAATA
	
	

	　
	FAW_B3
	GTTGTTAGAGGAAGATTTTTAAGTTG
	
	

	　
	FAW_FIP
	TACCTAATTTATCTACTTATGGTTTAAGATATCAATATTTTTTAATAAAGATTGACC

	　
	FAW_BIP
	ATTCTCATATTTCTAATAAAATATCCTAATATACCTCCTTATATGATTTATTTACCTT

	
	FAW_LF
	TATTTTCTTAATTTAGGTCAATC

	
	FAW_LB
	CCTATTAATCTTACATAAATAACTAT

	for conventional PCR
	　
	　

	　
	FAW_UR
	AGGATGAAGAGAAATTTATAGAGGAT
	
	

	
	BAW_DF
	TTACTTAATCACTTCACTTACTTTCC
	
	

	
	LCO1490
	GGTCAACAAATCATAAAGATATTGG
	
	

	
	HCO2198
	TAAACTTCAGGCTGACCAAAAAATCA
	
	


[bookmark: _GoBack]‘G’s at the 5' end depicted in red were added to adjust the primer melting temperature.
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