Table S3. Summary of gene space assessment using de novo assembled EST sequences

- 5 - T SEQO -
Total length Covered by with >90% sequence in one with >50% sequence in one

Number (bp) assembly (%) scaffold scaffold
Number Percent (%) Number Percent (%)
All 234,311 264,398,310 98.938 223,625 95.439 234,149 99.931
>200bp 234,311 264,398,310 98.938 223,625 95.439 234,149 99.931
>500bp 151,776 237,088,802 98.903 144,416 95.151 151,672 99.931
>1000bp 98,860 198,932,903 98.970 94,075 95.160 98,798 99.937




