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Abstract:
transcription factors family in Amana edulis. Methods MYRB transcription factors with conserved domain were identified by Pfam

Objective The current study was carried out to identify and explore the expression pattern analysis of MYB

and PINTFDB data using the transcriptome of A. edulis, the phylogenetic tree was constructed, and the subgroup of R2R3-MYB
genes were classified according to the Arabidopsis thaliana grouping information with MYB. In addition, 2R-MYB domains
visualization analysis and GO enrichment analysis were carried out, and the specific expression of MYB genes in stolon was selected
to verify expression by qPCR. Results A total of 93 MYB transcription factors with conserved domain were identified, among
which 53 R2R3-MYB genes were divided into 15 subgroups. And the most subcategories of the GO annotation were biological
processes. The expression of 11 of the 12 MYB genes with expressed specifically in stolon was decreased significantly from early to
middle development stage, and the expression of four genes was increased significantly from middle to late development stage of
stolon. Conclusion The 53 R2R3-MYB transcription factors obtained in this study provided the foundation for further study on the
molecular mechanism of MYB transcription factors family in A. edulis stolon development.
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The red circle represents the MYB sequences of A. edulis and the white circle represents the L. asiatic. S1—S28 are the subgroups of A. edulis sequence
according to the existing subgroup information of A. thaliana. A—D represent the subgroups of A. edulis sequence clustering with A. thaliana and O. sativa
genes, which are temporarily named because there is no subgroup information
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Fig. 1 Phylogenetic tree of MYB genes in A. thaliana, O. sativa, L. asiatic and A. edulis
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Fig. 7 Expression analysis of 12 MYB genes from A. edulis in different development stages of stolon
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) 4 ) S 2 A il A 55 123241, AtMYBO1
552800 2H 2GR 1) 43 24 53 A AH 51250, BRI AR 22
e A, C. D WA MYB LR AT Reth LA 5
A2 200 ) ) R A B oy AR AL T R

¥ 12 MEZTMG R ENAERmREE
) MY B JE R TRIEIGAUE, RIIX 12 NFER T
1 AMEFZERE T1 N AR, £ T2 ’H
JIiRF%, b TeMYB34 7E2£25 T2, T3 WEEE
BA%, TeMYB8. 70, 77. 79 4 NERFEHFZET2 &
T3 WHIRIEEE I, 259 12 A~ MYB 5[4
W, TeMYBS5. 6 7> S1 4L, TeMYB8. 9. 10 Ny
S2 4, TeMYB34 734 C 41, 5 AtMYBCDCS %~
—3%, TeMYB68 %A B 41, TeMYB69. 70. 77 A
4R-MYYB, TeMYB79. 80 & S22 W4, 1M#lFgF+ S1
WA MYB30 M4 KK E . ARG S1E
SEER TR, IR P ) G R
AtMYB96 i 1F [ 7T ABI4 [ 5A de i 15 fh 18
KRN, S22 WAL MYB73/MYB77 5% UV-B
ALEE AR ) AR KR B 8. AIMYBRU/ATMYB44
TEM R, ABA 55 . R NAMN FEgh B %
HIEAPT, Miao O 7RI IAA. ABA SETE
AL ZE T & T2 WP s, BEJGTE T3 BHHTF
%, ABAJIAA IMELES 2 M=, TEZFZE T1 & T2
WA, BEG/E T3 K&, 1 TeMYB8O
EHFEAFKENHPINRLRELHE IAA &
EFZEP R EFRAAL, H S22 WHFH
MYB J§ i1 5 R i 3 1AA T 2 S AE K R
B, Eef@EdRA TS ABA. IAA
KM Z A9 S1.S22 W4 MYB 3 [K kit — 25 5
W2 B I ) 2F 22 R AE AL

ZEERTA, AW T TR R IR S A i d i
MRS R E W, HS IR 4 v 2 159 53
A~ R2R3-MYB XI5 0y 15 N4, 76 2F 25 B4 5+
FILM 12 > MYB JEFHH 11 ANE 22K G AT
iR RIL E R E TR, H TeMYB8. TeMYB70.
TeMYB77. TeMYB79 7E2FZ£ K & 1 HZE jE ARIRIA
HRE LT, IXEEEF AT REE RS R B I
PR EZEER . EE X2 MYB EE S ES
Loxt, HEM MYB W REN R BIE I 2R E
dfEIE. AERE, E5%%, BE. FEY
JopE I N R AN A R RS R . S I A
KIERMwbE . B L Ige it — PR E MYB
FERTE 29I 2F 22 R B FEIER
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