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Figure S5 Pie chart of mapped vs. unmapped contigs assembled from Illumina sequencing
with a 99% mapping level threshold. The unmapped value represents the proportion of
Ilumina sequencing contigs not aligned to PacBio corrected long reads.
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FigureS6 FPKM box plots
Note: X-axis: L, R, S group; Y-axis: log10 (FPKM+1) was used to measure the expression
of the genes in different tissue samples. The box plots of each region correspond to five
statistic values. The top-down five statistic values are the maximum, the top quartile, the

middle quartile, the bottom quartile and the minimum, respectively.
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Figure S7 Correlation heatmap of all samples
Note: The gradient from blue to red indicates the correlation between the two samples from
low to high
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Figure S9 KEGG enrichment analysis of DEGs among different tissues of Scutellaria baicalensis.
(a) Leaf vs. stem down (b) Leaf vs. root up (c) Leaf vs. root down (d) Root vs. stem down
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12545. 15 EEAGTEFLTGRR 672

12545. 16 EEAGTEFLTGEKGTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 557

4655 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLGAWNGAPLPIC 711

12545. 17 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFIIDPLLTCLGAWNGAPLPIC 711

12545. 4 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 619

12545.5 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 711

12545.6 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFIIDPLLTCLEAWNGAPLPIC 711

14470. 1 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 711

12545. 12 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 670

12545. 11 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 557

12545. 18 EEAGTEFLTGEKVTSPGEECDKVETALTNGFIIDPLLTCLEAWNGAPLPIC 557

12545.9 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 431

12545. 10 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 431

12545.7 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 423

12545. 1 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 344

12545. 8 EEAGTEFLTGEKVTSPGEECDKVFTALTNGFI IDPLLTCLEAWNGAPLPIC 308
sofololokokokototok,

20665. 1 ———-MKELAKRFDKIFESTIDQRLKMKVQVGTESKDFLQVLLSLKD-NGDSKTPFTMTHL 55

20304. 1 VQRKMKELAKRFDKIFESTTIDQRLKMKGQVGTESKDFLQVLLQLKD-NGDSKTPFTMTHL 108

20665. 2 VQRKMKELAKRFDKIFESTIDQRLKMKGQVGTESKDFLQVLLQLKD-NGDSKTPFTMTHL 157

7939 VQRKMKVLAKRFDKIFESTIDQRLKMKGQVGTESKDFLQVLLQLKD-NGDSKTPFTMTHL 299

20304. 3 VQRKMKVLAKRFDKIFESTIDQRLKMKGQVGTESKDFLQVLLQLKD-NGDSKTPFTMTHL 299

20304. 2 VQRKMKVLAKRFDKIFESTIDQRLKMKGQVGTESKDFLQVLLQLKD-NGDSKTPFTMTHL 299

20665. 3 VQRKMKELAKRFDKIFESTIDQRLKMKGQVGTESKDFLQVLLQLKD-NGDSKTPFTMTHL 299

ok

20665. 1 KALLMDMVVGGTDTTSNTVEFALAEIMKKPQILKKVQQELETIVVGEDKIVEESHITKLPY 115

20304. 1 KALLMDMVVGGTDTTSNTVEFALAEIMKKPQILKKVQQELETIVVGKDKIVEESHITKLPY 168

20665. 2 KALLMDMVVGGTDTTSNTVEFALAEIMKKPQILKKVQQELEIVVGKDKIVEESHITKLPY 217

7939 KALLMDMVVGGTDTTSNTVEFALAEIMKKPQILKKVQQELETIVVGEDKIVEESHITKLPY 359

20304. 3 KALLMDMVVGGTDTTSNTVEFALAEIMKK 328

20304. 2 KALLMVSSLSLSLS LSLSHLND 321

20665. 3 KALLM 304
sefotolok

20665. 1 LHTVMKEVLRLHPALPLLVPHCPSMTSNVAGYTIPKGSRVFINVWATHRDPSIWENPLEF 175

20304. 1 LHTVMKEVLRLHPALPLLVPHCPSMTSNVAGYTIPKGSRVFINVWATHRDPSIWENPLEF 228

20665. 2 LHTVMKEVLRLHPALPLLVPHCPSMTSNVAGYTIPKGSRVFINVWAIHRDPSIWENPLEF 2717

7939 LHTVMKEVLRLHPALPLLVPHCPSMTSNVAGYTIPKGSRVFINVWAIHRDPSIWENPLEF 419

20304. 3 328

20304. 2 321

20665. 3 304

20665. 1 NPERFSDGKWDYSGNDFSYFPFGSGRMICAGIAMGERME7939SLASLVHSLSGVCLQARSW 235

20304. 1 NPERFSDGKWDYSGNDFSYFPFGSGRRICAGIAMGERME 7939SLASLVHSFEWSLPAGEKL 288

20665. 2 NPERFSDGKWDYSGNDFSYFPFGSGRRICAGIAMGERME 7939SLASLVHSFEWSLPAGEKL 337

7939 NPERFSDGKWDYSGNDFSYFPFGSGRMICAGIAMGERME 7939SLASLVHSLSWSLPAGEKL 479

20304. 3 328

20304. 2 321

20665. 3 304

20665. 1 TCLRSLGEF 244

20304. 1 DLSEKFGIVLKKNAPLVAIPTPRLSDPTLYE 319

20665. 2 DLSEKFGIVLKKNAPLVAIPTPRLSDPTLYE 368

7939 DLSEKFGIVLKKNAPLVATIPTPRLSDPTLYE 510

20304. 3 328

20304. 2 321

20665. 3 304

Figure 510 Multiple alignment of protein sequences of isoforms corresponded to key genes
related to flavonoid biosynthesis in Scutellaria baicalensis



Table S1 Statistics of errors of two types of correction

Correction Type Ratio of Mismatch Deletion Insertion
mapping
base/ total No. of Ratio No.of Ratio No. of Ratio
base (% bases (%)  bases (%) bases (%)
)
Self-corrected 59.97 91,726  0.0415 10,949 0.0050 20,128  0.0050
Ilumina -corrected  62.14 80,529 0.0351 5,758  0.0025 6,075 0.0025

Table S2 Statistics of number of reads from each replicate in lllumina RNA-seq

Sample Read Length(bp) No. of Clean reads No. of Clean Bases Q30 Rate (%)

La

Lb

Lc

Ra

Rb

Rc

Sa

Sb

Sc

T

150

150

150

150

150

150

150

150

150

' 43,330,053 ' 6,300,058,391
48,326,188 6,996,365,095
44,637,776 6,561,085,654
42,784,651 6,253,629,269
39,274,282 5,720,351,097
34,810,082 5,087,411,044
39,873,764 5,783,768,897
39,743,026 5,756,046,456
38,784,804 5,631,379,767

' 86.36
86.26
90.74
85.81
86.55
88.43
87.67
86.68

89.76

Table S3 AS statistics of transcripts corresponded to the key genes related to flavonoid

biosynthesis in Scutellaria baicalensis

Transcript  Key gene UniTransModel AS_type
PB.11197.1  flavones 3-hydroxylase 4055_01path0 RI
PB.11197.2  flavones 3-hydroxylase 4055_01pathl RI
PB.11197.3  flavone 3-hydroxylase 4055_01path0 RI
PB.12545.1  phenylalanine ammonia-lyase = 4655_0!pathl RI
PB.12545.10 phenylalanine ammonia-lyase = 4655_0!path0 RI
PB.12545.11 phenylalanine ammonia-lyase = 4655_01path2 RI
PB.12545.12 phenylalanine ammonia-lyase = 4655_01path6 RI,A5
PB.12545.14 phenylalanine ammonia-lyase 4655_0!path6 RI
PB.12545.15 phenylalanine ammonia-lyase = 4655_0!path2 RI, A5
PB.12545.16 phenylalanine ammonia-lyase 4655_0!pathl RI,A3,A5
PB.12545.17 phenylalanine ammonia-lyase  4655_01path6 RI,A5
PB.16858.19 R2R3MYB 8950_01path7 RI
PB.16858.2  R2R3MYB 8950_0lpathll  RI
PB.16858.20 R2R3MYB 8950_01path9 RI
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6946_01path3
6946_01path3
6946_01path2
8071_01path0
8071_01pathO
7837_0lpathO
7837_01path0
7837_0lpathO
7837_0lpathO
7939_01path0
7939_01path0
7939_01path0
2491_0|pathl
2491 Olpathl
12012_0lpathO
12012_01path0
5440_01path7
5440_0!pathl
5440_01path3
5440_0!path2
5440_0!path8
5440_01pathl
5440_0!path2
5440_01path7
5440_0!path2
5440_01path2
5440_01path2
5440_01path7
5440_01path7
5440_01lpathl
716_01path0

RI
RI,A3,A5
RI
RI
RI,A3,A5
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI,A3
RI
RI,A3,A5
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI
RI




Table S4 Specific primers flanking the AS site for PCR amplification

Amplification
Primer Sequence Isoforms length (bp)
7939-F CAGAGGAAGATGAAGGAGTTGG PB.20304.1 467
7939-R GAGCCCTTTGGAATGGTGTA PB.20304.2 530
PB.20304.3 0
PB.20665.1 466
PB.20665.2 467
PB.20665.3 457
8950-F TATAATCATGGCGGCGAGAAA PB.16858.12 526
8950-R GGATTAGGGCAGAGTCCAATAC PB.16858.8 472
others 668
others 668
4655-F GTGCTCTCCAGAAGGAGCTC others 142
4655-R CCTGAGTATCCTTGAAGAAGAGTG PB.12545.18 426
5440-F CCACAAGATTGGTGCGTTTG PB.14211.2 86

5440-R CCTGTTAGGAAACCAGTCCCAGC others 177




