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Fig. S1 Workflow for Pacific Biosciences (PacBio) Iso-Seq data processing.
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Data are presented as the mean + standard error of three biological replicates.
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Fig. S5 Effects of ethephon and 1-MCP treatments on the coloration of ‘Nanhong’ pear

fruits. (A) Representative images of ‘Nanhong’ pear fruits following diverse treatments.

(B) Eftects of various treatments on the chroma, lightness (L*), hue angle (Hue), and

b* value of ‘Nanhong’ pear fruits. (C) Effects of diverse treatments on the ethylene-

release rate. (D) Effects of diverse treatments on the total anthocyanin content. (E)

Effects of diverse treatments on the TSS content and firmness of ‘Nanhong’ pear fruits.

Data are presented as the mean + standard error of three biological replicates.
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Fig. S6 Effects of ethephon and 1-MCP treatments on the coloration of ‘Red Clapp’s
Favorite’ pear fruits. (A) Representative images of ‘Red Clapp’s Favorite’ pear fruits
following diverse treatments. (B) Effects of various treatments on the chroma, lightness
(L*), hue angle (Hue), and b* value of ‘Red Clapp’s Favorite’ pear fruits. (C) Effects
of diverse treatments on the ethylene-release rate. Data are presented as the mean +

standard error of three biological replicates.
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diverse treatments of ‘Hongzaosu’ pear fruit peels.
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Fig. S12 Validation of the split gene model for Pacific Biosciences (PacBio) Iso-Seq.
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Fig. S16 Distribution of enriched KEGG pathways for various gene expression patterns
in response to hormones. (A) Group 3, transcripts that negatively responded to ethylene,
including clusters 5, 6, 11, and 20. (B) Group 4, transcripts that rapidly negatively
responded to ethylene, including clusters 7, 15, and 18. (C) Group 5, transcripts that
positively responded to ethylene, including cluster 17. (D) Group 6, transcripts that
positively responded to jasmonate and negatively responded to ethylene, including
clusters 10 and 19. (E) Group 7, transcripts that positively responded to ethylene
(dominant) and jasmonate, including clusters 8, 13, and 16. (F) Group 8, transcripts that
positively responded to ethylene and jasmonate (dominant), including cluster 12. Each

circle represents a KEGG pathway.
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Fig. S17 Hierarchical cluster tree with 28 modules of co-expressed genes. The lower

panel presents the modules in designated colors.





