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Figure S1. Differential expression genes (DEGs) analysis (A). The gene ontology (B) and
KEGG pathway (C) of DEGs
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Figure S2. The gene ontology (A) and KEGG pathway (B) of the target genes of differentially expressed miRNAs (DEMs)
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Figure S3. The number of gene (A) and transcription factor (B) in each module based on
co-expression network analysis

8
971
I

(B)

Grey
Violet
Paleturquoise
Steelblue
Saddlebrown
Skyblue
Darkorange
White

Orange
Darkgrey
Darkturquoise
Darkgreen
Darkred
Royalblue
Lightyellow
Lightgreen
Grey60
Lightcyan
Midnightblue
Cyan

Salmon

Tan
Greenyellow
Purple
Magenta

Pink
Black
Red
Green
Yellow
Brown
Blue

8781 Turquoise

Hﬂﬂaﬂﬂ-ﬂmmmaﬂm-—m— =

=
(o]
B

188



(A)
evin.model.chri.256
evim.model.chr5.298
evim.model.chri.3077
evim.model.chr5.1075
evin.model.chri2.1292

evin.model.chri.1959

evim.model.chr7.1045

evin.model.chr6.802 .... .

evim.model.chr7.1046 ...

s [ S SEEEEEECE
% o) N b -] -] s ) el

N b N v N Vv N N v
;}/ 6‘\/ %\/ 6’»/ g_,'\o/ é\v/ 5‘:/ %’;/ é"" %\/ %\/ %\/ 6"\./ ,;;\./ é\u é"’ %"’:/ %'5/

-2.0 0 2.0 -1.5 0 2.0

C

Coefficient correlation

Figure S4. The qRT-PCR analysis of ten TTL-related genes (A) and correlation analysis
with expression patterns based RNA sequencing (B)
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Figure S5. The HPLC chromatograms of the four standards (ginkgolide A, B, C, and bilobalide)
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Figure S6. The mass spectrum of the QC samples with negative ion mode (A) and positive

ion mode (B)



