Material and Methods

PCR precodues

PCR reactions were conducted in an Eppendorf thermal cycler (Hamburg, Germany) as follows: 5 min initial denaturation at 94°C; followed by 35 cycles of denaturation at 94°C for 30 s, annealing at 45–50°C for 30 s, and extension at 72°C for 30 s; with a final 5 min extension at 72°C. Purified PCR products were sequenced in both directions on an ABI 377 sequences (Applied Biosystems, Foster City, CA, USA) with the BigDye terminator cycle sequencing ready reaction kit (Applied Biosystems). Primers used in the PCR reactions were listed in the following table.
	primer
	gene
	sequence
	reference

	LCO1490
	cox1
	5′-GGTCAACAAATCATCATAAAGATATTGG-3′
	(Folmer et al. 1994)

	Chelicerate reverse1
	cox1
	5′-TACTCTACTAATCATAAAGACATTGG-3′
	(Barrett and Hebert 2005)

	NES1216F
	rrnl+trnV+rrnS
	5′-CATTTAATMTYACTAGAGGAACTTGT-3′


	This study

	NES1216R
	rrnl+trnV+rrnS
	5′-AATTAATTCAACATCGAGGTCGTAT-3′
	This study



	H3aF
	H3
	5′-ATGGCTCGTACCAAGCAGACVGC-3′
	(Colgan et al. 1998)

	H3aR
	H3
	5′-ATATCCTTRGGCATRATRGTGAC-3′
	(Colgan et al. 1998)

	28sa
	28s
	5′-GACCCGTCTTGAAACACGGA-3′
	(Rix et al. 2008)

	LSUR
	28s
	5′-GCTACTACCACCAAGATCTGCA-3′
	(Rix et al. 2008)

	5F
	18s
	5′-GCGAAAGCATTTGCCAAGAA-3′
	(Giribet et al. 1999)

	9R
	18s
	5′-GATCCTTCCGCAGGTTCACCTAC-3′
	(Giribet et al. 1999)


Candidate species delimitation

Species identification of spiders depends on the structure of copulatory organs including male palps and female epigyna, which function on a “lock and key” principle. Each species of spider have its unique palpal and epigynal structure, which could only be found in mature specimens. We examined the morphology of our collected specimens. Male palps and female epigyna were compared with those of described taxa and the specimens were identified to species when possible (Figure 2).
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