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Abstract: [Objective] The R2R3-MYB transcription factors (TFs) are widely involved in the regula-
tion of various biological processes in plants, including primary and secondary metabolism, growth and
development, and response to environmental factors and plant hormones. In this study, the expression of
R2R3-MYB gene family in passion fruit was systematically analyzed and its regulatory mechanism dur-
ing flower and fruit development was explored. [Methods] In this study, the hidden Markov Model pro-
file (HMM) of the MYB binding domain (PF00249) was obtained from the Pfam database, which was
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used as the seed model for the HMMER search of candidate PeMYB genes from the passion fruit ge-
nome in TBtools. The redundant sequences were removed manually. The SMART and the NCBI-CDD
database were used to cross-check the presence of the MYB domain in candidate sequences. The physi-
cochemical features of the potential MYB protein sequences, including molecular weight, theoretical
isoelectric point (pl), and the number of amino acids were further analyzed using ExPASy. The MYB
protein sequences of Arabidopsis were downloaded from the Plant Transcription Factor Database.
Based on the alignment of the R2R3-MYB protein sequence of passion fruit and Arabidopsis thaliana, a
neighbor- joining phylogenetic tree was constructed by MEGA. The conserved motifs, gene structure
and chromosome location were analyzed with TBtools. We also predicted the putative miRNA target
sites of PeMYB genes by the online psRNATarget Server. Eight PeMYB genes clustered with Arabidop-
sis R2R3-MYB gene members from the above subgroups of phylogenetic trees were selected for qRT-
PCR analysis under cold, heat, osmotic, and salt stress. In addition, the candidate PeMYB genes were an-
alyzed by qRT-PCR analysis in the peel of passion fruit at different developmental stages after the polli-
nation. [Results] A total of 99 R2R3- MYB genes were identified from passion fruit genome. The
lengths of the protein sequences of PeMYB ranged from 113 (PeMYB78) to 1013 (PeMYB39) amino
acids, and molecular weight (MWs) varied from 12.89 ku (PeMYB78) to 113.94 ku (PeMYB39). More-
over, the theoretical pl of PeMYBs was from 4.73 (PeMYB16) to 10.15 (PeMYB76). According to the
topological structure of the phylogenetic tree and the classification of AtMYBs, the 99 R2R3-PeMYBs
were divided into 36 groups (P1-P36). Most subgroups contained the R2ZR3-MYB members from both
passion fruit and Arabidopsis, suggesting that they might be derived from a common ancestor. The struc-
tural analysis, including motifs and gene structure, illustrates that the R2R3-PeMYBs in the same sub-
group have relative conserved structural features. The result showed that the number of exons varied
from 1 to 13 in PeMYB genes. Most R2R3-PeMYB genes (53.3%) had similar distributions of three ex-
ons and two introns and a few R2R3-PeMYBs (PeMYB58, PeMYB60, PeMYBS82) contained 12 or more
exons. Motif 1, motif 2, and motif 3 were located in the N-terminal of almost all R2R3-PeMYB protein
sequences, which contain conserved tryptophan residues and are related to R2 and R3 domains. The
R2R3-PeMYB genes were randomly distributed on 9 passion fruit chromosomes. Most genes were locat-
ed at the distal ends of the chromosomes. Chromosome 1 had the maximum number of R2R3-MYB
genes (28 genes, 28.3%), followed by chromosome 6, which had 15 (15.2%) genes. The gene duplica-
tion event analysis revealed 37 pairs of segmentally duplicated genes and 7 pairs of tandemly duplicat-
ed genes were identified in R2R3-PeMYBs. The six tandem duplication events were on chromosomes 1,
2,4, 5, and 6 and most segmental duplication events occurred on chromosome 1. Of the 99 genes, 54
(54.5%) produced 37 segmental duplication gene pairs suggesting that segmental duplication events
contributed to the expansion of the R2R3-MYB family of passion fruit. Based on transcriptome data
and qRT-PCR analysis, it was found that R2R3- PeMYB genes showed different expression patterns in
different floral tissues at different developmental stages. Most of the R2R3-MYB genes (eg: PeMYB79
and PeMYB&80) were expressed in the early development stage of floral tissues and showed a decreasing
trend in the late development stages. A few genes showed high expression patterns throughout the devel-
opment of different floral tissues. At all stages of ovule development, some R2R3-PeMYB genes, like
PeMYB34 and PeMYB39, were highly expressed. In addition, the high expression of PeMYB62 and
PeMYBG63 in the peel color transformation period of passion fruit indicated that they may be involved in
the anthocyanin synthesis pathway of passion fruit. Moreover, PeMYB62 and PeMYB63 genes were the
targeted genes of Ped-miR828 family, and miR828 has been reported to be involved in the anthocyanin
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synthesis pathway. This further indicates that the two genes are likely to play an important role in the an-

thocyanin synthesis pathway. These results indicated that R2R3-PeMYB genes play an important role in

the development of different floral tissues and fruit. At the same time, eight R2R3- PeMYB genes also

showed different responses to abiotic stress (cold, heat, salt and osmotic stresses), these R2R3-PeMYB

genes can be significantly regulated by at least two stress treatments. The result indicates that R2R3-
PeMYB genes were also induced by various abiotic stress. [Conclusion] In this study, 99 R2R3-PeMYB

gene family members were identified and found to play an important role in flower and fruit develop-

ment and stress induction of passion fruit, which provided valuable clues for future research on the func-

tion and evolution of R2ZR3-MYB genes in flower and fruit development.
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PeMYB17  .LRRGAWSREEDDKLRAYVLRYEHNW . NHROLPRFA 53 PeMYB17 HENFSKE] ETHLKK 50
PeMYB18 . LRRGPWTLEEDTLETHYISRHEEG . RENMLAK 53 PeMYB18 RGNLT PO IRTRVQK 50
PeMYB19  .LKKGRWTAEEDEILTKYIRANEEG.SHRSLPKNA 53 PeMYB19  LKRGNITPE NSHLSR 50
PeMYB20 RKI TAEEDTALANYITIH@EG . H] 53 PeMYB20 I INISL RTRVOK 50
PeMYB21 LRKGLWSPEEDEKLLRHITKY[EHG 53 PeMyB21  LKRGTFSQQ NSCLKK 50
PeMYB22  .RI EALQKLVQSY[gPR . N 52 PeMYB22  VEHRPEFTSD INSTLKR 50
PeMYB23 K PEEDARIKSYIEKHETGCN 54 PeMyB23  IKHEGFSEE] INTRLKK 50
PeMYB24 .CPl EKERQLVEQY®AQ . NI 52 PeMYB24 INRRPFSEE] I[HVIMAR 50
PeMYB25  .CPi EKLROLVEQYEAQ . 52 PeMYB25  INRRPE HVIMAR 50
PeMYB26 .KI TRLVERHEPR . NWSSISRY I 52 PeMYB26 VEHLPFSQA] INSTLKR 50
PeMYB27 LK IDYIQLYEHG . NHRALPKOA 53 peMyB27  LKRENFTRE ETHLKK 50
PeMYB28  .LKK YIKKNEHG . SHRSLPKLA 53 PeMYB28  IKRGPETLE INTHLKK 50
PeMYB29 LRI LNYITKHEHG . CHSSVPKLAI 53 PeMYB29  LKRGAFSQQ NSCIKK 50
PeMYB30 LK NYVSKEGEG . RNRTLEKRAS 53 PeMYB30 RGRIAPD] INTHLSK 50
PeMYB31l LK RAYIKKY[IW . SWSHMPKAA! 53 PeMYB31l  LKHGNESE ETHLSK 50
PeMYB32 . LKK KUIDYIQKHEYG . NINRTLPNNAS 53 PeMYB32 1] RISLE INTHIRK 50
PeMYB33 VK KAFIEQHETGGNWIALPOKT 54 PeMYB33  IRHEGFSEE INTRLKK 50
PeMYB34  .VK KEYIEKHETGGNWIALBOKAS 54 PeMYB34  IKHGEFSDE] INTKLKK 50
PeMYB35 LI TRLVKQF@VR . KHAQTAEKL 52 PeMYB35 INATKRR 50
PeMYB36  .LIK TRLVKQFEVR . KHAQTAEKL 52 PeMYB36 INATKRR 50
PeMYB37  .LR KYMLTNEOG . CHSDIAKNAS 53 PeMYB37  LKRGAFSPQ NSTIKK 50
PeMYB38  .TNK IAHIRTHEEG . CHRSLEKAA 53 PeMYB38  LKRGNETEE] INTHIRR 50
PeMYB39  .I KAAVMKY[EKN . ORARISSLL 52 PeMYB39 2 RTIAPT 51
PeMYB40 VKK VSYIQEHEPG . NHRSVETNT! 53 PeMYB40  IKRGNEFTPH INTHLKK 50
PeMYB4l  .LN MAYVTRY[ECH . NWRQLPKFA! 53 PeMYB41l  IKRGNYTKE HTNLKK 50
PeMYB42 VK KAYIEQY@TGGNWIALBOKT 54 PeMYB42  IKHGGESEE] INTRLKK 50
PeMYB43 VK KAYIEQY[ETGGNWIALPQKT 54 PeMYB43  IKHGGFSEE INTRLKK 50
PeMYBa4 VK VSFIQKNEHE . NWRALPKQAS 53 PeMYB44 RGNETKE| INTHLKK 50
PeMYB45 LK LAYIDEHEHG . SWRALPAK; 53 PeMYB45  IKRGKENLQ INTHLKK 50
PeMYB46 VKK VSYIQEHEPG . NWRAVETST, 53 PeMYB46  IKRGNETDE] INTHLKK 50
PeMYB47  .C: RELVERY[EPH . NWNATAEKL 52 PeMYB47  INRSPETEE HVIMAR 50
PeMyB48  .GH LRLIKQYESK . NHNFIAEHE 52 PeMYB48  ISRRPETEE] HVIMAR 51
PeMYB49  .IN ANYTKAHERG . CHRSLPKAA! 53 peMyB49  LKRENFTPE INTHIKR 50
PeMYBS0 VK YINIHEEG . RANTAARCS| 53 PeMYB50 NMSL [RTRVOK 50
PeMYBS1 VK KAYIEEHETGGNWIALPOKT 54 PeMYB51  IKHGGFSEE INTRLKK 50
PeMYB52  .VK KAYIEEHETGGNWIALEQKT 54 PeMYB52  IKHGGFSEE INTRLKK 50
PeMYB53  .RIK QDLVEKY[EPR . NWSLISKST 52 PeMYB53  VEHRAFTPE NSTLKR 50
PeMYBS4  .LKK IEYVKKHEEG . NHNAVOKHS| 53 PeMyB54  LKKBAETOE INTRIKR 50
PeMYB55 VKR ITYITTHEYG . CHSEVPEKA 53 PeMYB55  IRRGRETPE INSWIKK 50
PeMYBS6 VKK KLINFILTN@HC . CHRAVEKLA 53 PeMYB56  LKRGLLTE INTHIKK 50
PeMYB57 . LKK DYINSHEHT . NWKTLPKHA 53 PeMYB57  IKRGKFSEE INTHIRK 50
PeMYBS8  .RHIVT ROOISLH] 52 PeMYB58 STLCKK 50
PeMYB59  .LRREP THYIARH| 53 PeMYBS59 RENLTEO) RTRVOK 50
PeMYB60  .RHIVT ROOISLHETE . NWATIASKEK . 52 PeMYB60 STLCKK 50
PeMYB61 LK TEYVKKHEEG . NHNAVOKHS| 53 PeMYB61l  LKKGAFTQE NTRIKR 50
PeMYB62 . .AVAAKSGLTVKNPGDATTIE@LRRA¥IYILHIS| 53 PeMYB62  IKRGNISYE] INAHLSK 50
PeMYB63 . .AVAAKSGLIVKNPGDATTIE@LRRA¥ISILHIS| 53 PeMYB63  IKRGNISYE NAHLSK 50
PeMYB64  .OKRCKPNVPEBDCERESVGKYERR.KHSVIARSLE. 52 PeMYB64  IKKTVWTE INLLVKK 50
PeMYB65  .VKRGLWSPEEDEKLIRYITTHEYG.CHSEVPEKA! 53 PeMYB65  IRRGREFTPE INSWIKK 50
PeMYB66  .VKRGLWSPEEDEKLIRYITTHEYG.CHSEVPEKA 53 PeMYB66  IRRGRETPEI INSWIKK 50
PeMYB67 . IKRGPWAPEEDELLSNYIKTEEPG.RHRTLPKRA 53 PeMYB67 T IAPD INSHLSK 50
PeMYB68  .LKKGPWIPEEDOKLLAYIDEHEHG. SHRALPAKAG. 53 PeMYB68  IKRGKFSLQ INTHLKK 50
PeMYB69  .Ci SKLKELVALY@PO . NHNLIAEKLT . 52 PeMYB69 RTAFSEL HVIMAR 50
PeMYB70  NVKRGLWTAEEDAKILAYVSSHEVG.NWTMVEM; 54 PeMYB70  LKHBSETPE INTKLRK 50
PeMYBTL LK TVEEDHKEMNFILNNETH . CHRTVEKL 53 PeMYB71l  LKRGSETE INTRIKK 50
PeMYB72 LK TVEEDHKLMNEILNNETE . CHRTVEKL 53 PeMYB72  LKRGSFTE INTRIKK 50
PeMYB73  .GTRGHWRPAEDEKLLRLVERYEPH.NHNATAEKLO 52 PeMYB73  IDRSPETEE HVIMAR 50
PeMYB74  .LKKGPWTADEDKKLINEILTNEOC.C) RAVPKL:I 53 peMys74 1K INTHIKK 50
PeMYBT5 VK LRLISFIQOKNEHD . NHRALPKO, 53 PeMYB75  VKRGNETRE INTHLKK 50
PeMYB76  .CPi EKLKLLVEQY[EAQ . NWNSIAEKLO . 52 PeMYB76  INRRPFSEE [HVIMAR 50
PeMYB77  .CPj EKLKLLVEQY[8AQ . NWNSTAEKLO . 52 PeMYB77  INRRPE HVIMAR 50
PeMYB78  .LKKGPWILAEDAILMDYVKKHEEG . NHNQVOKNSE . 53 PeMYB78 I SETPE] FE, 34
PeMYB79  .LKKGPWTPEEDQILINYIQLHEHA.NHRALPKO; 53 PeMYB79  IKRGNFTIE [HTHLKK 50
PeMYBBO  .KI TEEDRILTRLVERHEPR . NWSLISRYIK. 52 PeMYB80  VEHRPESPA] NSTLKR 50
PeMyB81  .LKRGPWAPEEDRILISHIOKYEHS.NHRALPROAR. 53 PeMyB8l  IKRENFSME HSHLKK 50
PeMYB82  ERHIVTWIQQEDDILRQEISKHETE.NHAIIASKEK. 53 PeMYB82 E STLCKK 50
PeMyB83  .LRKBLWSPEEDEKLLNYITQHEHG .CHSSVPKLAL 53 PeMYB83  LKRGAFSQQ NSSIKK 50
PeMYB84  .LKKGPWIPEEDRKLVDYIQKHEHG . SHRALPKHA 53 PeMYB84  IKRGKFSDEI INTHLKK 50
PeMYB85  .LNKGAWTEEEDRKLAEVIAVHEAR .RENIVADOA 53 PeMYB85  IKRGNISDQ NSRLSK 50
PeMYBB6  .LKKGPWTPEEDOKLIDYIOKHEYG . NWRTLPKNA 53 PeMYB86  IKRGRESFE] INTHIRK 50
PeMYBB7  .VKKGPWSPEEDSKLKEYIEKY@TGGNHIALPOKA 54 PeMYB87  IKHGEFSDE INTKLKK 50
PeMYBBS  .TNKGAWTKEEDDRLIAYIRAHEEG.CHRSLPKAA 53 PeMYB88  LKRGNETEE] INTHIRR 50
PeMYB89  .LRKGLWSPEEDDKLMNYMLRNEOG . CHSDVARNA 53 PeMYB8Y9  LKRGAFSPQ INSNVKK 50
PeMYB90 . IRKGLWSPEEDEKLMKYMLTNEOG.CHSDIARNA 53 PeMYB90  LKRGAFSLO] NSTIKK 50
PeMYBO1  .TRKGLWSPEEDEKEMKYMLTNEOG.CHSDIARNAI 53 PeMYB9Ll  LKRGAFSLQ INSTIKK 50
PeMYB92  .LRKGLWSPEEDDKLMNYMLRNEOG.CHSDVARNA 53 PeMYB92  LKRGAFSPO] INSNVKK 50
PeMYB93  .LNKGAWTEEEDKKLAEVIEVHEAK . RNKTVAAKA 53 PeMYB93  IKRENISDQ NSRLSK 50
PeMYB94  .LNRGSWTALEDKILTAYINAHEEG.KHRNLPKRA 53 PeMYB94  IKRGNI INTTLGK 50
PeMYB95  .LKKGPWTAEEDORLIDYIOKHEHG . RHRLYVPKYA 53 PeMYB95  IKRGEFSLE INTHIKK 50
PeMYB96 . T REEDERLTAYTQANEEG . CNRSLPKAA( 53 PeMYB96  LEKRGNFVDE] INTHIRR 50
PeMYBYT - DEDOKLIDYIATHEES . CHRSLEQAA . .. 53 PeMyBO7  IKHGNEAO NSHIRK 50
PeMYBY8 . HRKGLWSPDEDORLRNYVLKHEHG .CWSSVEINAG. .. ovovvvnnn.. 53 peMypgs  LRREMFSL HSYLKK 50
PeMYB99  .LRKGLWSPEEDEKLLRHITKY[HG. 1300) - PP SRL 53 pemypoy ~ LKRGTESO NSCLKK 50
Consensus g Consensus

A.R2R3-PeMYB K551 R2 1 R3 EHEF4 logo brik. B.99 ANH &4 R2R3-MYB 45k RS IR FEHIZ R AL, BEFRIR
FEHIE 100% [FIRIE KT 41 6 R TR=T5% R P KT B8 2 7R =50% RV KT

A. Sequence logo of R2 and R3 repeats in R2R3-PeMYBs. B. The multiple sequence alignment of the amino acid sequences of 99 passion fruit
R2R3-MYB domains. Black represents 100% homology level of sequences, pink represents = 75% homology level and blue represents = 50% ho-

molgy level.
1 BERF R2R3-MYB E AR TLEHE
Fig.1 Conserved domains of RZR3-MYB proteins in passion fruit
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The white and red triangles represented genes from Arabidopsis and Passiflora edulis, respectively. All 36 subgroups of R2R3-MYBs were well

separated in different clades and represented by different colors.
2 EERMLEET R2ZR3-MYB EENRAZ LB S
Fig. 2 Phylogenetic analysis of RZR3-MYB proteins from passion fruit and Arabidopsis
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Fig. 3 Distributions of gene structure and conserved motifs in PeMYBs
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—WH TR R ERST, E—DIEH TR SHREIR, 951 R2R3-PeMYB FE IR 4 AN 14 5] i g 4ir
SR B W LG R R 1 TE 9 2L YOk |-, 4 A R2R3-PeMYB R 3 Aii 7 A 20
2.4 R2R3-PeMYBERE LR EMMEREEH BRI . KZ B R2R3-PeMYB 3L T Ye i ik

AT WS E EF R R2R3-MYB FE K 5 8t 4% 2 IR 154tk ) R2R3-PeMYB & K ¥ i
5, 8T T R2R3-PeMYB & K Yt sg A (B 4) % (28 1~,283%) , H 2 6 5 Je ik, & 154>

R IR bR IC Y PeMYB B D5 BAT LR IE , 1 Y B EAFRIC Y PeMYB JE N Z L2 1. AR BRI BRI B R . LR M 25
5y AREE PeMYB FEDH A ) Fr BOAR A3 1K S L A%
PeMYBs marked in red and orange have collinearity, while PeMYBs marked in black lack collinearity. The inner ring represents the gene density of

each chromosome. The red line and orange line represent the segmented and tandem duplication gene pairs among PeMYBs, respectively.

4 R2R3-PeMYB ERFEE 9 ZFFaF EHLBREMNMEREES

Fig. 4 Chromosome location and gene duplication of R2R3-PeMYB genes on 9 chromosomes
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(P 4, ZE R XHE B W https://pan.baidu.com/s/1 LcC6pE-
7ZBS4vP72aaX1aNxA?pwd=PMYB) . 6 X H e &
FHAFRAETE 1245 F1 6 5 e otk b, Ko i BE R
HHEMRAEE SO B £99 NIRRT, 544
(54.5%) 7= 17 374 BRE G BRI, R HIE R
FAFCRECE AN v B RO X PeMYB R R 1K) 2 FEE
B BT . Ka Al Ks ) EL6A) LU A= )
BEAGIEFE R R 3R K /7. RIUE, N T IR RERIE
FEMYB R AR VR 345 1 [RIURBE R
Ka/Ks Eb# (Ka/Ks 345 B I https://pan.baidu.com/
s/1LcC6pEZBS4vP72aaX1aNxA?pwd=PMYB). JL-F-
Jir 5 R2R3-PeMYB %= K%t ) Ka/Ks EUAE S /N T 1, 3%
HHIX &8 PeMYB FE R AL A2 7] e 52 B 4l ALk 4%
2.5 MicroRNA #{[5] R2R3-PeMYB £ [F #7550
MicroRNAs (miRNA) J& — 5K & £ 22 nt ff] /)
TAEGRTD RNA , 2 5 S W AR W) (1 5% I B R 3R 08
W B, N 7 A T % miRNA 2 5 PeMYB
FE R B LS, R A 2R 3 B miRNA 7 51 78
psRNATarget %38 I T Il miRNA #E [1] PeMYB %
&G0 R PeMYB 5= R H miRNA # [m] £i7 53 (1)
28 A0 HAE AR R E W E 5-A fTE 5-B iR, %58
(1) 11 /> miRNA ¥ 7] 17 /> PeMYB J: A, 25 L 2. 7R
ped-miR828b # [ £ £ ] 74 PeMYB 3 [K (PeMYB3.
PeMYB30.PeMYB46.PeMYB62.PeMYBG63 . PeMYBSS5
H PeMYB93) ; ped-miR319p #L [] 3 /> PeMYB J&
(PeMYB32.PeMYB54.PeMYB61) , . 4> 9 > miRNA
Iy PIEE IR 2> 1A PeMYB LR o i L ACEERE A,
PeMYB54 F1 PeMYB61 % — 1> miRNA ¥ 1] , B ped-
miR319b.ped-miR3191 #l ped-miR319p; PeMYB32 4
P > miRNA 8 [7] , 43 %l ¥ ped- miR319p Al ped-
miR171k-5p(& 5, 71515 /5 I https://pan.baidu.com/s/
1LcC6pEZBS4vP72aaX1aNxA?pwd=PMYB). &2,
ped-miR828b Al ped-miR319p s& F E ) miRNA, 1]
PeMYB32.PeMYB54 Fl PeMYBG61 +2 T it /x 4% 5
Ve I 75 it — 2 0T Ho D e gk AT 0 70 00 32 EE R
.
2.6 EHTIEFEHEEN R2R3-PeMYB EEFRIE D
N T ¥R 2 R2R3-PeMYB % [N (38 16 Th &€ , 1
RNA-seq $ 5 %t 99 4> R2R3-PeMYB 3 R 7F 1 75 5
TERIAN R H 2R AN [F) % B B BORI R SIz v (1) 08 1 3
177 RAECEI6) o FEFTAFEA T RA(RFRIE KT 1)
FE DR

MRYEAFITE R B B Be PeMYB i R #55 f#H 2X,
WM F| PeMYB J: K 7E B & RIEIARIH LK B
BLH R IEA (K 6) . KB4 PeMYB FE K (U
PeMYB79 1 PeMYBSO) 1t 1 B RAL A FIHA K &
HRERIA BERE EE FTREER . BRR
TEE &R RIHL KGR RIH =R A
. ERRKE & NIB, — L PeMYB A,
U PeMYB34 Kl PeM YB39, # Bl H i R ik 2.

EFHAEART I AL T PeMYB HE R LEFZ K
JEAER BRI RIS (B 6) . E R 5 E
() 4 K- , PeMYB40 F1 PeMYB93 1) 325 /K FHr 4L T
Béo BbAb, 18 PeMYB LR, 4l PeMYB22.PeMYBS9-
PeMYB82 1 PeMYBS3 , ANAE S T BT 72 (53 DAP)
ik, M4, PeMYB30.PeMYB75 F1 PeMYB76 (£
Rt 1 (60 DAP) 5 7 4% 511 (100 DAP) £ 2%
SRR AAIA (128 DAP) ) B8 R IA AR A, X sk J
K, AR PeMYB B RE & R KB AR B
RIFEEEIEH .

N T BIE PeMYB LR FE B A5 SR AG AN [ 21 23
REHIFRIEE N, FIH QRT-PCRHF 7T T 6 ML FE
Y PeMYB %t [X| (PeMYB11, PeMYB34, PeMYB39,
PeMYBG69, PeMYB79 F1 PeMYBS88) #£ [d] — ¢ 41 44
P 2IE1E (B 7). SARTE 5 6 1 PeMYB Jk A (1)
qRT-PCR #4345 RNA-seq 7 145 R —%. PeMYBII
FERES R B R WKL, RN PeMYBSS (EMESS K E
M 21k . PeMYB34.PeMYB39 Fl PeMYB69 7£ it
BROR B R PR SR 1 PeMYB79 75 H 2 AL M)
ANFHLRRIRE IR E &KL,

2.7 R2R3-PeMYBE R0 3EE MBI FIAIE

5 438, LB IF R2R3-MYB H: K 5% Jk S1..S2.
S11.S20 F1 S22 M. 41 ) i 03 5 & i B 3 /e B2 A
B RN — M 2H A 1 [ S R RT e B AR ABL )
VIR . N T PR R2R3-PeMYB K: K 7]
REMIZEMD A Thfe A0 BB a8 T
FIRRG K E WA 5 $0E 7T R2R3-MYB LR 1%
T REE 1) 8 A PeMYB % [R 347 qRT-PCR 43 #7 (&
8). TERIEALIE TR, 4 5K (PeMYB27.PeMYB40,
PeMYB46 F1 PeMYB79) H. A ML R IE L, HIE
b HE O (] RE K R OB RE SR O & R
PeMYB53.PeMYBS0 Kl PeMYBSG6 [{)AH %t 232 7K 1t
RIS () (R HERS Je T 5 J5 PR . T 7E A B 254
N, 45 PeMYB27 Fl PeMYBS80 ) 515 & 5% Fif,
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