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Figure S1. The glabrous phenotype exhibited by SlbHLH95-OE young fruit.
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Figure S2. Reproductive development phenotype observation.
(a) Abnormal development of flower bud in SlbHLH95-OE lines.
(b) Similar fertility between wild-type (WT) and SlbHLH95-OE lines. Cross-fertilization assay and
Alexander’s staining test. a: All flowers were emasculated and then crossed with the respective pollen.
(c) Time period from anthesis to the breaker stage (Br) in WT and SlbHLH95-OE lines.
(d) Different ripening stages in WT and SlbHLH95-OE lines. MG, mature green; Br, breaker stage; Br+3, 3
days post-Br stage; Br + 7, 7 days post-Br stage. The white bars represent 1 cm.
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Figure S3. The gene expression distribution (FPKM) in wild-type (WT) and SlbHLH95-OE lines.
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Figure S4. Expression levels of trichome related genes in WT and OE lines. 
(a-e) Expression levels of trichome related genes in WT and OE lines. FPKM, Fragments Per Kilobase
Million.
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