
Supplementary Information, Table S2. Datasets for construction of Genus Panax cDNA database 

Dataseta Plant Organ Year-old Sampling 
location 

Sequence 
method Bases/reads References 

SRS006698 Panax quinquefolius root 4 Beijing 454 113.4M [1] 

SRX017444 Panax notoginseng root 4 
 Yunnan 

province 
454 99.9M [2] 

SRS024769 Panax ginseng root 11 
Liaoning 

province 
454 116.9M [3] 

ERS093423b Panax ginseng root 5 Ji Lin province HiSeq 2000 3.6G / 

ERS088918b Panax ginseng stem 5 Ji Lin province HiSeq 2000 3.5G / 

ERS088917b Panax ginseng leaf 5 Ji Lin province HiSeq 2000 3.5G / 

LIBEST_018294 Panax ginseng leaf / / Sanger 3160 reads [4] 

LIBEST_026760 Panax ginseng root / / Sanger 4226 reads [5] 

LIBEST_015794 Panax ginseng MeJA treated hairy root  / / Sanger 3135 reads [6] 
a accession number for SRA（Sequence Read Archive）or number for cDNA library in NCBI (http://www.ncbi.nlm.nih.gov/). 
b These datasets were available from DNA Data Bank of Janpan(http://www.ddbj.nig.ac.jp/searches-e.html) 
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