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Figure S1. Map of sequencing saturation analysis. Red lines indicate G.
alpherakii; Blue lines indicate G. menyuanensis. X-axis indicates number of reads
obtained by sequencing; Y-axis indicates number of expressed genes. Genes with
RPKM values > 0.1 were considered as expression.
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Figure S2. The length distribution of G. alpherakii (A) G. menyuanensis (B)

unigenes. The horizontal coordinates are unigene lengths and the vertical

coordinates are numbers of unigenes.
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