Supplementary Figures and Tables
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 Supplementary Figure S1 Purification of proteins/peptides from the crude venom of S. mojiangica
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 Supplementary Figure S2 Histogram displaying the number of peptides matched to proteins in the proteome

The x-axis illustrates the number of identified peptides. The primary y-axis indicates the number of identified proteins (bars). The right y-axis represents the frequency (lines).
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 Supplementary Figure S3 Distribution of all transcripts and their coding sequences (CDS) from the transcriptome of S. mojiangica 


	Dataset name
	
	Venom gland


	Average read length (bp)
	
	90 


	No. of reads
	Raw Reads
	48 682 640 

	
	Clean Reads
	43 381 437

	
	Q201 of clean reads
	97.89%

	No. of Unigenes
	Total Unigenes
	107 642

	
	N502 of unigenes
	214

	
	Average unigene read length
	423

	
	Largest unigene
	9184

	
	NO. of large unigenes >500bp
	24 219


1Q20: Percentage is proportion of nucleotides with quality value larger than 20 in reads; 2N50: Unigene length-weighted median.
Supplementary Table S1 All proteins (n=246) identified in the venom proteome of the centipede S. mojiangica
The table was listed as a separate Excel file, because it is too big.
