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Fig. S1 Different tissues of U. rhynchophylla.
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Fig. S2 Summary of PacBio single-molecule real-time (SMRT) sequencing. A) The number and length distributions of 418,675 CCS reads. B) The number and length distributions of 368,482 FLNC reads. C) The number and length distributions of 160,778 non-redundant transcript isoforms.
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[bookmark: OLE_LINK2]Fig. S3 The results of transcriptome integrity assessment by BUSCO

[bookmark: OLE_LINK3][image: ]Fig. S4. The predicted length distribution of the complete ORF region encoded protein sequence.
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Fig. S5. Venn diagram of long non-coding RNAs (lncRNAs) CPC: coding potential calculator; CNCI: coding-noncoding index; CPAT: coding potential assessment tool; Pfam: protein families.
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[bookmark: OLE_LINK4]Fig. S6 Species distribution of the BLAST search results in nr database. This figure shows the species distribution of unigene BLAST results against the nr database with a cutoff E-value of 10−5. Different species are indicated by different colors.



[bookmark: OLE_LINK5][image: ]Fig. S7 GO categories analysis of full-length transcripts in U. rhynchophylla.


[image: 对序列比对]Fig. S8 Protein sequence alignment of the deduced amino acid sequences of A) G8O, B) SLS, and C) STR and the enzymes identified in other plants. the catalytic residue Glu-309 is marked with a red asterisk.
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[bookmark: OLE_LINK1]Fig. S9 (A) qRT-PCR validation of 12 randomly selected DEGs that may be involved in the biosynthesis of RIN and IRN. (B) Correlation analysis of qRT-PCR results with the transcriptome data.
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[bookmark: OLE_LINK63]Fig. S10 The phylogenetic relationship of the pleiotropic drug resistance (PDR) family of ABC transporters.
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Fig. S11 Expression profile of candidate genes under shading conditions.
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Fig. S12 Expression profile of candidate genes under restoring normal light conditions.
image6.tiff
Nr Homologous Species Distribution

I coffea canephora [66253~74.18%]

I sesamum indicum [2038~2.28%]

. Olea europaea [1947~2.18%]

" Vitis vinifera [1023~1.15%]

" Ipomoea nil [946~1.06%]

| | Handroanthus impetiginosus [918~1.03%]
| | Nicotiana attenuata [798~0.89%]

- Nicotiana tomentosiformis [674~0.75%]
" Nicotiana tabacum [593~0.66%]

™ Nicotiana sylvestris [543~0.61%]

[ Other [13585~15.21%]





image7.tiff
18029

sauab Jo JequinN

8029 19

00}

oL 3

sauab Jo abejusdiag

biological process

molecular function

cellular component





image8.tiff
o :
opilan
U s 14226 ¢

o i 5 g e
orcint k § : s SRR ieRY Q}g

w143

cm
opilan
U
[y

o
oplan
R s 14226 ¢

o

-
R et 144

i
opian





image9.tiff
£ 2
H g1
i H
H Ze
2ol . o oo
R s e oo e lew
[ [ W 2560
ST “’ Or m o " I s "
N 250 ! 15 “ i
o B -
1a £ = "
£l S s L 5 o
e H :
] ) .
£ H s L
. B 3 v e
o o o s w o
R ERE =
[ Er——

O h 7 e 12 " L
I~ 0 " o
< ox 5 2 g
3% 07 5 3 F G
£ i 2 oos B
3 2 Z £ =19
M 0143 i3 2
B : 2R
5 .02 - = [
ol > i o nal o0
T e = [ T sen L
Ui e 21554 [E——— [
O - 12 0 [r—
o] B
i
o0 £ 3 o0
o4 £
: i
02 * 0.0
o oo
0 oo ok o
Rt s L Rt sem Lar D ——
[p—— [ye——" U it 31350

_ 2 ¥ 0.SRT2x 1 (L0RS3
= s

S ool 2 e

Sl sems

0 3 6 9 12

Ty expression ratio (FPKM)

Rt cxrossion





image10.tiff
Sldgay
SLAIUV-
SLALD-
S1disd

&

UR transcript 3145
R transeripg 4065

CHPDR3

U

2

T00

%Yy 01

93

&

8.8 dposteay y
o st B0

oLp¥8 IALIISUED AN
v
S

xipt o6t

LA r e
3

©

~vPDR2
UR transcript 1347

ol _yr transcript 1253

UR trangoriy 1099
5




image11.tiff
Relative

SHGO (UR _transcript_145098) 24 LAMT (UR _transcript_156178) 20 7-DLGT (UR _transcript_27043)
/{ i 20
g N
G16 \*
N
4
208
&
04
00 00
0o 1 3 6 12 o 1 3 6 12 0o 1 3 6 12
‘Time after Shading/h ‘Time after Shading/h Time after Shading/h
SLS (UR_transcript_63669) s TDC (UR _transeript_79708) s UrSTRI (UR _transcript_157242)

/.

i
— -
o 0
0 1 3 6 12 24 0 1 3 6 12 24 o 1 3 6 12 24
Time after Shading/h Time after Shading/h e after Shading / h
STR3 (UR _transcript_34801) 24 STR4 (UR _transcript_136479) 25 UrSGDI (UR _transcript_21554)

—

01 36 12
‘Time after Shading/h

01 36 12 4
‘Time after Shading/h

o 1 3 6 12
Time after Shading/ h




image12.tiff
2 7-DLGT (UR _transcript_27043)

12 SHGO (UR _transcript_145098) 25 LAMT (UR_transcript_156178) 16
20 *
209 . < £12
Z fis ¢ %/
£ £ £
06 & Zos
¢ ] e
Z03 & 204
ool 0L 00
o 1 3 6 12 2 0 1 3 6 12 2
Time of Restoring Normal Light/h Time of Restoring Normal Light /h Time of Restoring Normal Light/ h
15 SLS (UR _transeript_68669) 25 TDC (UR_transcript_79708) 12 UrSTRI (UR _transcript_157242)
i A 500
X ~ g
] £06
3
203
nobo—— L 0.0 0.0 = 1
o 1 3 6 12 2 o 1 3 6 12 0o 1 3 6 12
Time of Restoring Normal Light/h Time of Restoring Normal Light/h Time of Restoring Normal Light/h
15 STR3 (UR_transcript_34801) 20 STRY (UR _transeript_136479) 12 UrSGDI (UR_transeript_21554)
12 —
g 509
7 ] —,
o9 g
& — { Zos
WU
2 203
03
——,
b0 00 ool L

o 1 3 6 12 2
Time of Restoring Normal Light / h

0

T3 6 12 24
Time of Restoring Normal Light/ h

o 1 3 6 12 2
“Time of Restoring Normal Light /h




image1.tif
68L9SVE

11968 £9SY€ET L[B68LISVETL





image2.tiff
‘counts (x1000)

‘counts (x1000)

CCS read length distribution for 16K size bin B FLNC read length distribution for UR size bin
z
[
[
3 i
§ 8

Riad Loogh

a0 s

‘consensus isoforms read length distribution for UR size bin

a0

1000

200

00
ReadLongih

o

S0




image3.tif
UR

BUSCO Assessment Results

Complete (C) and single-copy (S) Complete (C) and duplicated (D)

. Fragmented (F) . Missing (M)

C:1250 [S:500, D:750], F:63, M:127, n:1440

|
20 40 60 80 100
%BUSCOs





image4.tiff
collapsed.fa.pep.complete Number

100000

10000

g

g

3

collapsed.fa.pep.complete Length Distribution

°&@%%@@&@y@@@@@@@@@@@ww@wwww

S s i O (S S
Length (aa)

P




image5.tiff




