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Identification of the MYB transcription factor family involved in
response to salt stress in Picea mongolica

SUI Mingming, ZHANG Fuman, TIAN Tian, YAN Yanqiu, GENG Le, LI Hui', BAI Yu’e'

College of Forestry, Inner Mongolia Agricultural University, Hohhot 010000, Inner Mongolia, China

Abstract: Picea mongolica, known for its remarkable tolerance to cold, drought, and salinity, is
a key species for ecological restoration and urban greening in the “Three Norths” region of
China. MYB transcription factors are involved in plant responses to abiotic stress and synthesis
of secondary metabolites. However, studies are limited regarding the MYB transcription factors
in P. mongolica and their roles in salt stress tolerance. In this study, 196 MYBs were identified
based on the genome of Picea abies and the transcriptome of P. mongolica. Phylogenetic
analysis classified the MYB transcription factors into seven subclasses. The R2R3-MYB
subclass contained the maximum number of genes (84.77%), while the R-R and R1R2R3
subclasses each represented the smallest proportion, at about 0.51%. The MYB transcription
factors within the same subclass were highly conserved, exhibiting similar motifs and gene
structures. Experiments with varying salt stress gradients revealed that P. mongolica could
tolerate the salt concentration up to 1 000 mmol/L. From the transcriptome data of P. mongolica
exposed to salt stress (1 000 mmol/L) for 0, 3, 6, 12, and 24 h, a total of 34 differentially
expressed MYBs were identified, which suggested that these MYBs played a key role in
regulating the response to salt stress. The proteins encoded by these differentially expressed
genes varied in length from 89 aa to 731 aa, with molecular weights ranging from 10.19 kDa to
79.73 kDa, isoelectric points between 4.80 and 9.91, and instability coefficients from 41.20 to
70.99. Subcellular localization analysis indicated that most proteins were localized in the
nucleus, while three were found in the chloroplasts. Twelve MYBs were selected for
quantitative real-time PCR (qRT-PCR), which showed that their expression patterns were
consistent with the RNA-seq data. This study provides valuable data for further investigation
into the functions and mechanisms of MYB family members in response to salt stress in
P. mongolica.

Keywords: Picea mongolica; MYB transcription factor family; transcriptome analysis; salt stress
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B E 3 ANEESCIAEA, SR R A
WP TAE ATHBRA Y X 8 A 52, 78
1 d H 4 [R]— B ] B A R
1.2 MYBXEBRGREE

B S 2H 5y B 2 75 B R = A2 A (https://
plantgenie.org/), 7£ PFAM (http://pfam.xfam.org/)
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IR A] RAEAY(PFAM B8 2% 55 PF00249),
i T HMMER 3R {476 V0 M 2 12 7 S 2 85 v it
%R, BEEEN 1e-03, HHA M Blastp
B E R MYB F R 51 [R) R EL o 2148
PR b, BIEBOE N 1e-05, J: T LU X 45
FEXDH A=A ) MYB Z65 R R AT 44 o
PRI S E B MYB ZKHERLGL, FHH TBtools
(v2.086)H Batch SMART R He jE 47 ik — 2 e 5
Z:BR domain ANSEEE 1 IR G o
1.3 MYB &ZHAZALZENAIEE

X E B MYB L5t , 8 1] MEGA 6.06
AT Z B P A L, R Lo g SR A 4R %
(neighbor-joining, NJ)7%: H1 A9 Poisson model #£17
ARG AL H E, H B {E (bootstrap) 1% B K
1 000, fifi HH iTOL (https://itol.embl.de/) )2 Adobe
Hlustrator 2020 X} R4t & B W17 AT HL4E K 351k
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Fa 35, F FH Jalview # {4 J2 Adobe Illustrator 2020
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TS = A2 B, AR R, 4 F CWBIO (b
SRt E AR A R A D)2 B Y
RNA #EEGAH] & H B RNA, 5T 1.0%3005
HE S HL K S NanoDrop 2000 Al % H: RNA 58 %%
PRI . st By 22 A R A B A
F] HiFiScript gDNA Removal RT MasterMix i
F & RNA Wi % cDNA, ¥ cDNA ik
5 IEVE M . (] DNAMAN 9 %4
PmMYB15a, PmMYB36b, PmMYB15¢, PmMYB79a.
PmMMYB112, PmMYB123f, PmCPC5., PmRVE2b
PmMYB73a.PmMYB5d , PmMYB126 , PmMYB55e
X 12 4~ MYB £ H %1 qRT-PCR 5I#1(5& 1),
K % G S22 5 2 (LightCycler 480) PCR Y
AT RE R, AL BREAT 3 M EY R TR,
LI EFla fENNB RN, KA 272N
FFEXT A, I GraphPad Prism 10 {7
AT 22 53 5 25 PR3 M AN Origin 64 AR 1234l

2 EREQM

2.1 MEIRREMEKE
AR E T AR ER R (0. 100,
200, 300, 400. 500, 600. 700. 800. 900 .

#£1 PmMYB ERFH514

1000.1100.1200.1300.1400.1 500 mmol/L)
A0 FR S G TR VD ML = A2 B 4 B AT AR (A 1),
K0, 100, 200, 300, 400, 500 mmol/L £
A B, 3 J6H B AE ks 600 mmol/L FI
700 mmol/L Ak BREE 7 K H P M2 B
800 mmol/L Zb¥E5S 7 RIF IR R BIME Gk, Il
RIS ; 900 mmol/L AbHES 7 Kt
A AEE R B 1 000 mmol/L AbFRES 7 K A
P B AE B4R KBS ; 1 100 mmol/L AbH
805 R I T AL, 5 7 Kot 43
A5 EE; 1 200 mmol/L AMFRES 6 Kul i 8L 4G AL
B H M RIS AR K AE T 1300, 1400,
1 500 mmol/L 451 AL B 5 K7 TG AR 8
87 Rt hrisvk AT RaE . iR s
EFHRAARE, $E5E 1 000 mmol/L ¥ B #f7 A
[FINHEI0. 3. 6. 12, 24 h)Ih A 4ab B,
2.2 ibHh=EZ MYB EHMRZ LR
va il

FIFl HMMER search #J50f% H i MYB
FEN G, W RS S5 M, i — 2
MBR R &F 14 SANT {RSFE5A R 2K .
B9 MA_ 102071290010 . MA 4598650010 (5

Table 1  Primers of PmMYB

Gene name Forward primer (5'—3") Reverse primer (5'—3") Product size (bp)
PmEF1a GATTGAGCGATCCACCAACC CTCAGACACAGGCACAGTTC

PmMYB5d CGAAGGCCAATGGAGAGC CTCATTATCTGTTCTGCCGGG 172
PmMMYB15a ATGGGTCGAGCTCCTTGC TCTAGAGTCCAGGGGCCCTT 21
PmMYB15c ATGGGTCGAGCTCCTTGC ATCCAGAGTCCAGGAGCCTT 22
PmMYB36b CACCAAGGACAACGATAATCAG TTCAGACGAGCTTTGAGTGTTTG 103
PmMMYB55e ACCACAGATCGACGGAGGA TGTCACTTGGCCGGCTACA 101
PmMMYB73a CCAGCTGAGTCCACAAGTCG CTGAGAGTGGAGTTCCAGTGGT 120
PmMMYB79a AGGCAACGCCAGCGTAATAT CCGTCTCGGTGTCCTCTAAAT 114
PmMMYB112 TAGAAGATTCGGTGCGGTATTC CTCATCCATTTGTATTGGCTG 108
PmMYB123f ATGTGTAGATCTCCTAGTTGTTGGA TCCTCGTTAGCAGTCCAAGC 35
PMMYB126 CAGGAGGTCTTTTCCTTTACCG AATGAGATGAGAATAGGGGGTTTC 101
PmRVE2b GAAGGTAGTGGAGCCGGTG TTGCAAAAATTAACAGCTGATGC 119
PmMCPC5 ATGGATCACGCAGACACAGA CTCCGACGAGTTTGTGCA 122
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AtMYB36 [A]75), MA 896240010 (5 AtMYB105
). MA_10369351g0010 (5 AtMYB106 [
J8), MA_75839g0010 (5 AtMYB109 [F]J).
MA_10426901g0020 (5 AtMYB11l [A] J),
MA 1043336820020 . MA_154146g0010 |
MA 336002g0010 . MA 362115g0010 .
MA 5780677g0010 (5 AtMYB123 [a] ¥ ) .
MA 946553g0010 ( 5 AtMYB14 [q] J5 ) .
MA 10427849g0010 . MA 2987920010 ( 5
AIMYB15 [6] J5 ) . MA 10428747g0010 ( 5
AtMYB16 [R] )% 48 4~ AN R2R3 £ 1
2 MAHSE SANT S5 IUREIE, B2 E 196 1
PmMYB ZE b1, 4 ClustalW HeX})E, FIH
MYB [P F & F 7 50 A g s 2 7 5104 2 R
Gk B, ffiF Blastp X 2R T L R4,

100 mmol/L

400 mmol/L 500 mmol/L
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i )

v i

o "'-

,"_-'-' "

800 mmol/L a 900 mmol/L
- . )
t B ¥ =,

1 200 mmol/L

1 300 mmol/{‘ o |:|

P -

El 1 SR tsmd & ile A K B ik
Figure 1
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SERYIR AT RIAAR R W 2K MYB S5 A
5 R SANT S5t A fE W B 25 5%, Horp
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Critical concentration screening of salt tolerance in Picea mongolica.
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Figure 2 Phylogenetic tree of PmMYB proteins. Maximum likelihood method used, bootstrap=1 000.
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B SANT B Internal repeat 1 W Pfam peroxidase ¥ 1 000
Low complexity region B Signal peptide  mm Coilde coil region
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Figure 3 Analysis of R2R3 subfamily domains, gene structures and motifs. A, D: Subfamily domains of
R2R3; B, E: Gene structures of R2R3; C, F: Motifs of R2R3.

nH-

&: 010-64807509 b<: cjb@im.ac.cn



834 ISSN 1000-3061 CN 11-1998/Q 4:# TF2244R  Chin J Biotech

3’
55000
I SANT B ZnF C2HC I Coiled coil region Internal repeat 2 -
Low complexity region [l Internal repeat 1 [l Pfam: Myb cef [ AT hook 4000 £
43000 £
A B
+2000
)
1000 &
| |4 1 *.) -
=+ S R S = = s RTINS WS SIS, (RS SO SR e P S (S U ' (g L Jdo
5'
318 000
s Exon
E —— Intron 415000
= s
{12000 =
L
5
B {9000
[=]
=]
46000 %D
2
E f | J- %3000
e = ifII z—_TEEEEEIETfIliﬁis —If; do
35000
e Motif 6 mommsm Motif 5 wewes Motif §  messm Motif 1 msssm Motif 9
mmm Motif 4 Motif 2 messm Motif 3 Motif 7 Motif 10 _— 14000
‘o
Tk )
13000 3
o— 11}
€ 5
C == ‘:‘D_D
(=]
1 12000 %
g
ill l = {1000
_:$$£T$‘|‘;;----—_ﬁ$-_-— i -.--*-$I --::
) - | MEET RN ET == | ™= =m um =l 1o
) 5
Q
& O =
S ESTS82% —nmenernAffcogag By
BoE oMo 2O D00 OO0 UD U UU >M>O B 8
o R Rl P e e
Zeeee222i58505858808RECREEEEEBSS8S¢S
E EE EE EE EEE EEE EEEEEEE EEEEE EE E E
- - o o - - T - A - DAY G- - oY D o - oY D o - o o - D - D - DY DA o DY DU D -
4 Hfb MYB T, BEESHWMEFDH A Hib MYB W2E45#5; B: HA MYB I

FEEHLER; C: HAh MYB WA LRSFEIT
Figure 4 Analysis of other MYB subfamilies subfamily domains, gene structures and motifs. A: Subfamily
domains of other MYB; B: Gene structures of other MYB; C: Motifs of other MYB.

http://journals.im.ac.cn/cjben



FEERER 2 | bHbEA MYB 52 E T RIEL B E 0 01

FEFHT N, R2R3 WM B &F 1-8 4
By, K dtmya 1. 2. 3. 4. 5. 8
R, F£W R2R3 WRMHEFHA —EMRT
PE(E 3C. 3F), X THABW R MYB 5745
F9(&l 4C): CPC-like HA FL[RIFLF 1. 2 Fl 4;
CCA1-like HA R HEF 3 F1 5;1-box HA 3.
6.7 11 8 F£JF 5 i R-R \R1R2R3 Fl Atypical MYB
H 24K ERESY 3. CCAl-like, I-box ., R-R .,
RIR2R3 }% Atypical MYB W 253t [R] H A FE¥ 3,
FHAIX 5 AW AT B HA AR DI RE
2.4 AELZE MYBs EFEFHIRT
i

ARG KB EE 47 4~ R2R3 BEATIRST
PESP AT, HARSFESM A& 2 DARARIX S, o
£ R2 FlR3, R2 XICAEE 1 AN IR (amino
acid, aa)#| 51 aa,R3 XA 54 aa £ 106 aa (& 5)
FEIX 2 X3k, R3 PRS- 5T R2 (B 5A).
CCAl-like, CPC-like F I-box 2§ MYB Z % i,
FHAE 2 NI EZ R 50 aa () SANT 4544
(& 5B-5D), H:H CCAl-like KEU R 2 2K,
X2 IE GRS ERAR, X 2 RN RSF I o
CPC-like Fl I-box [PR-SFPERIHE ) , 6 B X bt
SR FAETh e EARL(E 5B-5D). BT R-R Al
RIR2R3 WZ4nl HEE R 1 b, BIeR
HEATORSF 53T o
2.5 b=t MYB EEMYEFMRIA
v kil

hit— TR A MYB 3L HETESR
SRR FRIAEI, ARPRIET U= A2 5
R IE A 1000 mmol/L F AR AL BEEFE] (0, 3.
6. 12, 24 h)FE A 8, WEE MYB JE A 7E
R hia th R IR IR AT 40T . 4 IR 22 5
SLNEORE, W 7 458 MEFEN, S
1 196 4~ MYB JER LS, S 2R3 Venn &
g 34 12253 MYB ZH (K 6A), 4R BN,

&: 010-64807509

A 101~ MYB FEHRTEERMMBHREE 4 1 000 mmol/L
WFR 24 h 5 BABERIEKE(E 6B), i
PmMMYB79a. PmCPC5. PmMYB123f, PmMYB24a.,
PMMYB112, PmRVE2b, PmMYBSe %, Tfij7E
X HRZH (0 h) R B /KR, KRB Se LR 7 R
g A R A EE I RE . A, 4
(PMMYB3f . PmMYB5h . PmMYB3b A
PmMYBO3b)7Eth i b B 3 h Je R ik . b
iaAb P 6 h J5, PmMYB3e B FK AR mE. W
ZERR, ANFEER A kb BEF R MYB 3
PRI G0 8 3 2 328 1 )5 T AN [
2.6 PmMYB ZEREFRmBEBRVIE
R

i = A2 2% 5 MYB SE B B g i ) 1)
(coding sequence, CDS): i &y 270-2 196 bp; &
HFESIKEE R 89-731 aa; /3 THZN 10.19—
79.73 kDa; S5 54 4.80 (PmMMYB15c)-9.91
(PmMMYB123f); AFaE & 4K 41.20 (PmMMYB101)—
70.99 (PmMYB21c), H:H PmCPC5 ) CDS.
HEPIIHK R . 482N ; 1 PmRVE2b [
CDS. HAFFIKE . A FR¥EKER 2).
WARMEE S 45 R s, 31 4 MYB & FA#M T
A%, PmKUALb, PmKUA1Lc Fil PmKUA1d
T, R PmMYB # 5% [H 1 7]
FE 0 B 7E SR A RN A0 A b & VR T VR A
2.7 ELIMET PmMYB EEREE DR

HEFE 12 > MYB 1T qRT-PCR £l
EIRRIEER AP, 10 1~ PmMYB &I 7E
ERAETE 24 h JE BREGE, HPOARRER FiRRR
BEA AR, . PmMYB15c fl PmMYB112
fE 24 h By ZE/D 50 £%, PmMYB15a 7£ 24 h |
WZ /30 %, PmMYB79a Fl PmMYB123f | i
10 %2247, PmMYB73a, PmMYB36b . PmMYB5d .
PmRVE2b 1 PmCPC5 & K 7E £ i AP 24 h )5
FRREAREZEE 7). miHT PmMYB126 Fi

B<: cjb@im.ac.cn



836 ISSN 1000-3061 CN 11-1998/Q 4:# TF2244R  Chin J Biotech

PmMYB55e 7£ b fir il oo 2 tp R R Rk

qRT-PCR 5 RNA-seq 7 4H#(#EO0 hvs. 3 h, 0 h
TobT, KM

vS. 6 h, 0 hvs. 12 h, 0 hvs. 24 h)i}1

PmMYBI2a N -
PmMYBIl4a yj
PmMYB15a yi
PmMYBI16a
PmMYBI7a
PmMYB20a
PmMYB2la
PmMYB24a
PMMYB26a yi
PmMYB3I

PmMYB32
PmMYB33
PmMYB36a y
PmMYB41 |y
PmMYB43 L
PmMYB46a
PmMYB350a
PmMYB3I

FEEAMAXROXRACFIFIRAXRZICX

PmMYB57a 3
PmMYB65 i
PmMYBG66
PmMYDB68a v
PmMYB73a
PmMYB74 |
PmMYB77
PmMYB79a |
PmMYB83a |
PmMYBS86a g
PmMYB9la
PmMYB93a i
PmMYB94 y
PmMYBI10I
PmMYBI102 ¢
PmMYBI103a

PmMYBI12 y
PmMYBI116
PmMYB117 gaRG

PmMYBI123a / G
KG N‘r EED L. Y1 _u0 o W

OrmAPrmAGC -G r

Consensus =

qRT-PCR 5 RNA-seq Rk ZE R —F(El 8). LU
SR ULAARRIV b =82 MYB R F % A 5
Eﬁ&ﬂi}iﬁ*ﬂﬁﬁﬁiﬁ% [FEH .

UVTUUTUVTVUTVUT

k_AGL RcGKSCRLR'U NYLRPo. RG cs.EE . 1n LH_ . GNRWs 1A LﬂGRTDNElKNYV!NT Ko

LKKGPW‘I’FEEDHKL TEY 1 QKHGEGBNWRALPKKAGLKRGGKECRLRW#NYLRPDI K.RGNFSPEEEQLI I RLHALLGNRWSL I AGRLPGRTDNE | KNYWNTRLKKKL

R2

CCAl-like

PmRVE2a BRERW
PmRVE2b IH - - W

PmKUA1d RGVPW

£ PTEEEHE LY

Consensus =

D I-box

10

PmRL6a MAAGSASS - ---------
PmRLGb S KL A
PmRL6¢ L

X

“PC E
PmETC3a MA

PmETC3b ns

PmETC3¢
PmTRYI
PmTRY2

;gn'mm EFVGTRT’TQV sHpQKYF

EGVFWI'EEEHRKFLVALK+ LGKGDWRG 1 +REFVGT RTPTGVRSHAQKYF

Consensus =

R3
C

CPC-like

PmCPCI
PmCPC2 MKM

PmCPC3 D
PmCPC4 AA|
PmCPC5 RS
PmCPC6
PmCPC7
PmCPC8

DISZOEEDLI RL”KLLGDRN"LIAGR'-“ R“XEEIE YCKIRY:2

+AHDISABEEDLINRLH(LLGDRWAL I AGRLPWR+VEE1 ENYCKMRYT A

e ——— T VCHSSEIRHEILLED

Consensus R _"SL

“Ad-ﬂSASSSGGHSSONT ATNWTSQQNKLFEKALAIYDKDTPDRWHNVASMVGGKS +EEVK+HYEILLED

5 PmMYB T RFERRREMRTHESH  A: R2R3 BRSPS B: CCAL BYPRSFHEMT; C:

CPC-like BIPESFHE#HT; D: I-box MIPRSFIE T -

Figure 5 Conservative analysis of PmMYB subfamily members. A: Conservative analysis of R2R3; B:
Conservative analysis of CCA1; C: Conservative analysis of CPC-like; D: Conservative analysis of [-box.

http://journals.im.ac.cn/cjben



FEERER 2 | bHbEA MYB 52 E T RIEL B E 0 01

Differential genes

MYB gene family

2.00

=
S
Y
=
=)

00 00000000 0000000
- 4 v

o~ JB000000_Da00n000NNS
0100000005 densm0NN

w
=2
[ ]
&=
PmMYB93b @D @D &=

PmMYB3e
PmMYB9%4
PmMY B4o

[ ]

12h

PmMYBl6b @D @D -

PmMYB79b
PmMYB3d ¢
PmMYBIl5a @D

PmMYRB3f
PmMYB5h
PmMYB3b
PmMYB5d
PmMYB73a @9
PmKUAIlc
PmMYBI5¢
PmMYB36b
PmKUA1b
PmMYB2lc
PmMYB93a
PmMYRB5e

El6 PmMYBZEFEEFIAERE A:PmMYB 2%

PmMYB101
PmMYB123d

1.50
1.00

0.50
0.00
-0.50
~1.00
_ -1.50
e -2.00

PmMYB53e @uman» T
D G ¢
a g

ol fard L("‘_';CU O
—od. SRasaed
ERAnmARLAAm
LY S
CHEUZ2ed 22
EEEEEEEEEEE
A A A ARn AR AL Ay

>

L Veen €] ; B: PmMYB JERIZEER M 1 000 mmol/L

VR A [vi) b BT[] 1) e R A R P B o) 20 (0 i g, P B 1) (0, 3k i AT

Figure 6 Graph of PmMYB differential gene expression patterns. A: Veen plot of PmMYB differential
genes; B: Heat map of the expression pattern of PmMYB gene in salt stress at 1 000 mmol/L concentration
for different treatment times. The more the color tends to be red the higher the expression, the more the color

tends to be blue the lower the expression.

3 ik

HAl, 2P MYB JER K% C & 8%
HAECP AV AL ARSI SRR D . AR
F 45 G HMMER K& 2 f1 Blastp J5i%, fRAE{R
SFESFII B RHE , BV b A2 e Y 196 4>
FKrh 725 R2R3. CPC-like. CCAl-like,
I-box. Atypical MYB, R-R fll RIR2R3 (& 2), #I
FITHYEE Y 198 4~ AtMYB JE K K& N
9 J5(R2R3., CCAl-like, CPC-like. TBP-like,

&: 010-64807509

I-box.R-R . Atypical MYB ,R1R2R3 | Unclassified
MY B-related)*, 74t 421 4 McMYB 434
10 Z5(R2R3, R-R. CPC-like . CCAl-like .

TBP-like . R1R2R3, I-box. Atypical MYB .

MYB-CC F1 MYB-like)®™, A Ht 48 i I+ 17 4+
FE, ARBFFEHER R2R3 W4h, MYB-related 3
PRI G IR 1) H At T 2t fm /L, HL D A AT BB TE
Wi = AZ bt # b, B “gain-of-repeat” =
ff, F3 RIR2R3-MYB #il 4R-MYB 1% &
B o AT S D 2 A I R L A

B<: cjb@im.ac.cn



838

ISSN 1000-3061 CN 11-1998/Q =4 T #2*44 Chin J Biotech

I 301 25 1 22 D2 R ) 5 SRS S R [ G VA A
H, A S MYB SR 505 A 5 A0 38 U
225 BN R R RN 2 o S R R TR AT
SELE R SHER R g i A 22 L R 4L
T2 5 A YR S PR AU AT B RE R B

*2 PmMYB ZEREEREHNEQEUMRST
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MA_ 45986520010 .  MA 89624g0010 .
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Table 2 Analysis of physicochemical properties of PmMYB gene differential proteins

Protein name Length of CDS Number of amino Molecular weight Isoelectric  Instability Subcellular
(bp) acids (aa) (kDa) point (pI) index localization
PmMYB3b 1050 352 40.13 6.40 61.32 nucl
PmMYB3d 1179 392 43.83 5.14 54.05 nucl
PmMYB3e 858 285 32.13 8.64 54.58 nucl
PmMYB3f 1074 358 40.06 6.06 49.14 nucl
PmMYB4;j 729 242 27.25 6.61 50.67 nucl
PmMYB4o 647 215 24.61 8.95 53.05 nucl
PmMYBS5b 1311 436 48.63 5.32 54.99 nucl
PmMYB5d 1173 390 44.09 5.59 53.65 nucl
PmMYB5e 1317 438 48.31 5.35 60.91 nucl
PmMYBS5h 1158 385 44.10 5.66 52.64 nucl
PmMYBI15a 1125 374 41.76 4.87 54.10 nucl
PmMYBI15c¢c 1092 363 40.76 4.80 57.89 nucl
PmMYBI16b 1347 448 49.60 6.73 46.56 nucl
PmMYB21c 987 328 37.75 5.24 70.99 nucl
PmMYB24a 963 320 36.09 5.89 43.02 nucl
PmMYB36b 1248 415 45.31 5.33 51.08 nucl
PmMYB55e 1503 500 55.41 5.36 41.71 nucl
PmMYB73a 780 259 27.78 8.76 57.35 nucl
PmMYB79a 1125 374 41.86 6.27 52.94 nucl
PmMYB79b 888 295 32.62 7.61 60.41 nucl
PmMYB93a 1542 512 56.76 5.93 45.92 nucl
PmMYB93b 1002 333 37.49 5.21 58.78 nucl
PmMYB9%4 990 329 37.26 5.57 48.90 nucl
PmMYBI101 1413 470 51.26 5.02 41.20 nucl
PmMYBI112 1005 334 38.10 6.33 64.08 nucl
PmMYBI117 1491 496 55.29 6.72 49.00 nucl
PmMYB123d 930 309 34.89 5.72 61.11 nucl
PmMYB123f 387 129 15.05 9.91 68.33 nucl
PmRVE2b 2196 731 79.73 5.88 57.19 nucl
PmKUAI1b 969 322 34.61 8.89 55.52 chlo
PmKUAIlc 1173 390 41.45 7.64 52.33 chlo
PmKUA1d 1086 361 39.43 7.21 60.85 chlo
PmCPC5 270 89 10.19 5.61 60.10 nucl
PmMYBI126 930 309 34.23 8.68 62.47 nucl

nucl: Nuclei; chlo: Chloroplasts.
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Figure 8 Comparative analysis of trends in qRT-PCR and miRNA-seq results.

A: 0 h vs. 3 h qRT-PCR

with miRNA-seq trend analysis; B: 0 h vs. 6 h qRT-PCR with miRNA-seq trend analysis; C: 0 h vs. 12 h
gRT-PCR with miRNA-seq trend analysis; D: 0 h vs. 24 h qRT-PCR with miRNA-seq trend analysis.
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