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Fig 5. Gene expression level reflects the carbohydrate metabolic flux. Spider plots show
content of different type of carbohydrate, arrows indicate the conversion from substrate to
product. Thickness of the arrow indicates relative value of expression level of enzyme coding
gene. Red arrows indicate up-regulation of expression level compare to vegetative mycelia,
green arrows indicate down-regulation (none), and blue arrows indicate that the expression

level is not significantly changed.
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Fig 6. Evolutionary transcriptome profiles of developmental paths. (a) TAI and TDI values of
different developmental paths. TAI quantifies the mean evolutionary age of a transcriptome.
The lower the TAI the evolutionarily older the transcriptome; TDI quantifies the mean
selection force acting on a transcriptome. The lower the TDI, the stronger the force of
purifying selection, giving its value less than 1. Error bars showing 95 % confidence interval

estimated by bootstrap sampling for 1000 times. Lowercase letters showing TAI/TDI values
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that are significantly different among developmental paths in multiple comparisons (p <
0.05). (b) Contribution of each PS to the TAI: PS3>PS2>PS10>PS7>PS6>PS 9>
PS 4~PS 5>PS 1>PS 8. (c) Relative expression level of genes from each PS across
developmental paths. (d) Mean relative expression level of old genes (PS 1-2) and young
genes (PS 3-10) over developmental paths. Relative expression level (RE) of PS 1 and PS 2
in oidia are the same and equal to 1, RE of PS 1 and PS 2 in sclerotia are the same and equal

to 0.
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Fig 7. Properties of RNA editing sites and RNA editing events. (a) Histogram showing
editing the frequency of 819 RNA editing events. (b) The number of each type of RNA
editing events per million mapped reads in different developmental stages. (c) Box plots
showing RNA editing levels of RNA editing events in different developmental paths. (d)
Venn diagram showing the number of RNA editing sites shared by different developmental
paths. (e) The distribution of 245 RNA editing sites. (f) Sanger sequencing validates T-to-C

RNA editing events on scaffold 131:54938 (- strand), blue arrow indicates editing site.
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Fig 8. Properties of developmental paths differentiation in C. cinerea
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