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RER, REE, KFE, AR, RO, B R, EREY
(1. MR Pl feboz e, W MM 571737 E; 2. MR ks =T EMEhe, i =T 572025 HE;
3R AR 2R B, VR 11T 570228 HRE)

 E. N TESE (Dioscorea alata) ' BBR-BPC 3N Z X HA K & F HIHEVEH, %152 BBR-BPC 3
HNFWERFER S5 . R, (RT3 7 R i 2 (AL B AT 404, [l % BBR-BPC 2 11 4% . =445
FAHEATHUN, FR9IE T BBR-BPC 3£ 5 DELLA £ Z M HEAER R, it HMMsearch il BLAST 434, 3t
FESZEILHNA Y E T 6 4 BBR-BPC FIEM 1 XKL B VR AR 22 50 B b, FLAAAE ] A8 55 1, g
T 10 AN FEA A0 E (743 R B, 22 BBR-BPC K IETE AN AE NI & 57 . DadBBR-BPC2 55
DaDELLA2 f B2 B W 2% H AE 45 S 26 8, Da4BBR-BPC2 5 DaDELLA2 {2/ HAE X, H R 47 DaDELLA2
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2% (Dioscorea alata) } 2 5 H: 98 58 e R Fi
Yy, FoJ = A TR . AR W2 B R S U AT Hb
X, E LR X E R . oL )P
S, A EE AL TN E X R AR
MEE I A o AR A 25 4 B — 2K, il i e A
15 0E M 1 P R R BB 58 O S R, ) &5 32
2 ZFh 38, W ) 322 P 2R R TR T S AR
PR, ] EE AR A4 A I S A 0 38 3 AR TE B T R
ERACEHE B IR RS ERFERARKAR
AL, MR N S EE B ARAILEL, LA SR 4
LA 5 D) 246 %o 5 R 2 36 1) 81 42 55 T ELA G
BEAE I, Hin BBR-BPC W bt 7E K (Zea mays )
R RIB K Z IR . T RS R,
FEHAR IR FER G SENPCR . PrEiR S 2=
SR AT A R B S, FEAR R i Y [
e FEl . Plant-specific Barley B Recombinant/Basic
Penta Cysteine(BBR/BPC) %% ji% il b3 /&AW Fp 57 P
GAGA 745G N7 (GAF), il A= & R 258 1)

QOCO) R HEA: 2025-02-04

STEHRE: 1674 - 7054(2026)03 — 0390 — 09 i

"
Lt
1o e

o)

ZAN KBRS, GAGA P45 6 F (GAF) 7
VI 2 Z 4 A P A b HLAT AS ] sl i 1 5 AR 1R
K EHYEEY, 78 3 4, Trithorax like(Trl) Al
Pipsqueak(Psq) & [ 5 i J& i iif DNA a5 £
Fi $0 #] DNA JT £ (polycomb repressive element,
PRE) At (% 20 25 LB i 52 6 1 0 W0 3R A 5%
i) 5 P 2 3K 19 GAF! M, R sh i A 4 & 1
AN AH G 8 2 1 o i >, (HAR R4 i e
fiT7E PREs tf n] 58 B #H [6] () 70 +F T 5E 1,
BBR/BPC %4 ‘¥ 1£ #L ¥ It (Arabidopsis thaliana) &
e s o, FERIR T R R A v GA H
S5 9 i AR W), BBR-BPC 75 | {Z i
(] 58 5 A1 D 4 4 2 T o 4 A 2H 4L R/, AR &
/U RBR K B LA 2, BPC HEF Yifig

B 51 AU IT 2 4R FE B R A AR R D R
b R RS AR T A . IRBR AR B S Sk
RS, SEAEAESE & B, BBR-BPC ¥ 5% R KA
AR LB AEED 0 N A MR G

fEEIHHY: 2025-02—22

ELTH: ERARPAEESTIH (32160470, 32160472); W4 MRS K2 2023 4E0F 78 AL BIHFIRAE (Qhys2023-266)
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M RIEEZEN . SEENEENRS
HeHVEY), H BBR-BPC J: N KR M R G5 M A
DA

AW A DG B S B SE R 454,
¥ 2| K 4G (Oryza sativa) . 15 FF 55 455 =X 90 1)
BBR-BPC & 175, #H RGDEA, [FIEEXT22
BBR-BPC WP E P IR T b . )
A S R T 20 5 A G 2 AR, R 1 20 52 5 6
WFZ% BBR-BPC 52 DELLA2 W HAE,

1 MEERE

1.1 RIEHR S 70 SoARE A R
A ARMRAE B B H S B % . PGBKT7-DELLA2 AH¢
BRI AT LR AT . ARFSR HEMESE A A
A) (P 50 ) 1Y FastPure F 51355 £ 5¢ 1 DNA Bt ik

i JBORE 4 HSE 23 7528 . DL2000 Plus DNA
Marker, 2xRapid Tag Master Mix, 2xPhanta Flash
Master Mix HLIG3E Hi#HMEREAEY) AR (R AD) o

1.2 3% BBR-BPC EHELTESHASIT 24
JE 560 % Aff = % BBR-BPC 3 [ K 1 dt AL R 1iF

I F ) 7 IF B0 FE (https://www.arabidopsis.org/)
5 NCBI(https://www.ncbi.nlm.nih.gov/) 5% 4} /&

IR S+ BBR-BPC 2 )31 . 24 BBR-BPC
EEFFAIFIASHEEAFII T BLAST HX), %
FREEFS, #4 Phytozome v13 (https://phytozome-
next.jgi.doe.gov/)F- 5 IR ST KRG, Tk, D
% (Solanum tuberosum) #1381 JL N V. 2 (Dioscorea
rotundata) %) Fh ) BBR-BPC & P FI 2 W)
FEEXT . S T E—2 0 E BPC HEI S, M Pfam
BA %7 (http://pfam.xfam.org/) H1 345 SRF-TF 4544
I8 (pfam accession: PF00319) A9 Bzt ©h /K AJ e 4% 7l

(HMMER ), XIS F1HA 5 F 3R Y50 i 2 15
HATIE R IFHEAT BLAST 434, RRT 5117 T £
JFPHILLXT . A3 20 AE5 R MEGA v7.0 248k
(N #E R 48 & 5 W (Bootstrap=1 000). fifi i
ExPASy-ProtParam(https://web.expasy.org/protparam/)
R BARE B SHL

1.3 £3Z& BBR-BPCRFEFFH @it CD-
Search(https://www.ncbi.nlm.nih.gov/Structure/bwrp
sb/bwrpsb.cgi) 434 6 1~ DaBBR-BPC 1 3t 6] {451
2t ¥ . i 1 MEME Suite(https://meme-suite.org/
meme/tools/meme ) Fi il 2% BBR-BPC {457 3 ¥

{7, WATEL M SOMPA (http://www.prabi.fr/)
1 SWISS-MODEL (https://swissmodel.expasy.org )
TR 1454

14 B3 Z BBRBPCITHAMEMBN S
BBR-BPC & [ W 4l il 2 137 53 A fifi FH 75 28 ) 1
WoLF PSORT (https://wolfpsort.hgc.jp/) o

1.5 % E Da4BBR-BPC2. Da5BBR-BPC
Dal8BBR-BPC 5 DaDELLA2 & B H {E#
Da4BBR-BPC2. Da5BBR-BPC #l Dal8BBR-BPC
TN ET, FIFH CTAB VEEEU S 70 % DNA, LK
B DNA N 1 Da4BBR-BPC2 ., Da5BBR-BPC
Al Dal8BBR-BPC., ¥4 Da4BBR-BPC2, Da5BBR-
BPC fil Dal8BBR-BPC ¥ #: %] PGADT7 #i4k I
43 5 45 4 4 PGADT7-Da4BBR-BPC2, PGADT7-
Da5SBBR-BPC. PGADT7-Dal8BBR-BPC.,

P PGBK T7-53+PGADT7-T HIPGBKT7-
lam+PGADT7-T FI525:4H 1(PGBKT7-DaDELLA2//
DaDELLA2-N/DaDELLA2-0.6K/DaDELLA2-
1.2k/DaDELLA2 %75 {A&+PGADT7-Da4BBR-BPC2)
FIS2E4H 2(PGBKT7-DaDELLA2/DaDELLA2 5875
#4+PGADT7-Da5BBR-BPC, PGBKT7-DaDELLA2/
DaDELLA2 % 7% {& +PGADT7-DalSBBR-BPC) %)
S A BRI Z A5 AH109, I HUAE SD/-Lew/-Trp
TR, 30 CEERE SR 2~ 3 d,

Y UERRAS FHYE WS, B ODggp T2 0.2 J5Fi
BE 10, 10°, 10° %, 43 50l B SZ 56y 2H — DA S A 6% e
W 3.5 uL A5 F SD/-Leu/-Trp, SD/-Lew/-Trp/-
His/-Ade + 75 mmol-L™' 3-AT. SD/-Leu/-Trp/-His/-
Ade., [EIRMR L. BUSZEH — FIX BEZH B 3.5 ul
A F SD/-Leuw/-Trp. SD/-Leu/-Trp/-His/-Ade + 75
mmol-L ™' 3-AT [l &S 574 |, 5] T 30 °C 15
KRR IR 3 ~5d,

2 HRE5HM

2.1 3% BBR-BPC EFAXEE5#H LS
HMMsearch 1 BLAST 4347k K Phytozome v13 [
uli b AU It GRS Y BBR-BPC W3R GK )T
G, ATt AR EE R S S E AR A
Y T 64> BBR-BPC KIG A, IF 43 il 4w 44 0
Da4BBR-BPCI, Da4BBR-BPC2, Da5BBR-BPC,
DallBBR-BPC. Dal4BBR-BPC il Dal8BBR-BPC,
EATHIE R B A 801 ~ 1 110 bp, ZIEMR K
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JEk 267 ~370 aa(F 1),

fdi i} CD-Search 1% & DaBBR-BPC 3t X Y {4
SFLERIER, I % DaBBR-BPC N R kAT kL 6
ZIHT . G5 F 5K, 6 1 DaBBR-BPC R:[H 4
L[5 AR S 45 ) GAGA_ bind(PF07859) ., Al
DaBBR-BPC % 5 IR F I 8. 117 51 A AL 1 I A7

R KRER (L 2), 45 /R, DaBBR-BPC M FK
W5y fR A 29 907.27 ~ 41 683.46 kDa; % ik
FE AR SN T 9.39 ~ 9.84, B HAIGH 4y
ik SRR M AT i P38 R R Ul R HOE
KR ARREFRE (DR T 40, R WAEE
;5 B R ELE 57.43 ~ 68.24,

%1 DaBBR-BPC EERIZHEE

Tab. 1 Structural information of the DaBBR-BPC gene
BEIH i 5 SEN A PR LK /bp BRI /a2
Gene ID Gene name Gene length Number of amino acids

Dioal.04G123900.1 Da4BBR-BPCI 1110 370

Dioal. 04G156300.1 Da4BBR-BPC2 822 274

Dioal.05G205200.1 Da5BBR-BPC 801 267

Dioal. 11G001300.1 DallBBR-BPC 954 318

Dioal. 14G132600.1 Dal4BBR-BPC 1 005 335

Dioal. 18G083600.1 Dal8BBR-BPC 816 272

%2 DaBBR-BPC EEEBLERD
Tab. 2 Analysis of physicochemical properties of DaBBR-BPC gene
S A 73F it /kDa e KT 25 K%%%?Euﬂ W 2%
Gene name Mole.cular Theoretical p/ Grand averellgle of Ins.tablhty Aliphatic index
Weight hydropathicity index

Da4BBR-BPCI 41683.46 9.49 —0.798 52.92 63.62
Da4BBR-BPC2 30292.57 9.82 —0.720 43.17 60.15
Da5BBR-BPC 29907.27 9.77 —0.723 50.43 61.76
DalIBBR-BPC 35429.32 9.39 —0.695 53.21 68.24
Dal4BBR-BPC 37730.96 9.62 —0.851 41.35 58.93
Dal8BBR-BPC 30231.76 9.84 —0.669 49.61 57.43

FR4E Phytozome v13 Wyl T S #IRIIT
MR EEMY N E AT, H MEGAT #1727
ST, IR R OC R G AR R . DAL 1 AT, 7E
PRI, A 7 ATIZ RIX G (BPCL-7), #UARS
IR AT AN g %) 7 4~ BPC 430 3 28, B T 26
(BPC1~3), I 2% (BPC4~ 6)F1 T2 (BPCT).
B T #A R EER B BPCS 4, BAITTAR - il ¢
TR B SR DRI - AN ol PR 0 0 AR S R T
BPC 3EH MK IESrE, #8524 BBR-BPC WA HL
v & 328, Da5BBR-BPC Fll DalSBBR-BPC Jy 1
%, Da4BBR-BPC1. DallBBR-BPC 1 Dal4BBR-
BPC 1124, Da4BBR-BPC2 Jy T2,

2.2 3% BBR-BPC EARTEFHSTSWHR
JtF MEME Suite X} 2 2 BBR-BPC i 17 {# 1 3t
PR (B 2) . g5 53 BoR, #0037 (motif1/2/5/9)
T 6 NFIGEL T P58 RSP

23 S EBBR-BPC EHTMMEMTIM %
W 78 (3¢ 3), Da4BBR-BPC1. Da4BBR-BPC2,
Da5BBR-BPC. DallBBR-BPC. Dal4BBR-BPC.
Dal8BBR-BPC 7F 4l Jifd #% 1 &8 47 /3 4ii ; Dal 1BBR-
BPC. Dal4BBR-BPC 7E4iffl 5+ 5347, Da4BBR-
BPC1. Dal 1BBR-BPC # Dal8BBR-BPC 7F I %4
& v A 4 #i ; Da4BBR-BPC1. DallBBR-BPC,
Dal4BBR-BPC #I Dal8BBR-BPC 7 £k ki f& i 45
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EAN

Name
Da4BBR-BPC1
Da4BBR-BPC2
Da5BBR-BPC
Dal1BBR-BPC
Dal4BBR-BPC
Dal8BBR-BPC

El 1 BBR-BPC EERIZRFH UKD
Fig. 1 Phylogenetic tree analysis of BBR-BPC gene family

PlA FHEP A

P-value Motif locations

ls4ep7) 77 EEEE | BN
291697 m .

363-15s N BN B DO

1550100 NN N = e
2880263 NN N [N N
156e-18¢ NN NN N DO

1.

SO NSNNILIN

—_

Motif Symbol Motif consensus

PVCSCTGEPHQCYKWGNGGW! SACClllLSMYPLPMSPNKRGARlGGRKM

SGGAFSKLLE EGHDLSMPJDLKDHWAKHGTNKYVTIK

RHKADQYKSAHAQWMMPPHOMKDNYTMKL IAIMAERDTALQERNKALAE

EALAERDKAYLQRDAAJAERNNAIMERDKAFAVLE

EWKN DLVJINGVALDDSTIPV
WMHONREPKMQHVFPMNHGYHVFPDPPAANTLQMFQP

FRNWPCYZQ LKGNLGLQLMPSVVERDTKPFLPDGGF

HHH HQPEAHPAPAQLSDAPYDHAREMHISDAFPV

KAPRGKRPK

QAVPARKPLKAPRKKIKKNEVVGVEEEIP

B2 RFEFESE BBR-BPC EALHIHH

Fig. 2 Distribution of conserved motifs on Dioscorea alata BBR-BPC protei
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%3 DaBBR-BPC T4 7E (i Fi
Tab. 3  Subcellular localization prediction of DaBBR-BPC

4747 ; Dad4BBR-BPC2 437 £E 41 a2, 7 20 M It
I 2 A F1 2 ks A v 27 3% 4 434 ; Dal1BBR-BPC

WENAFE AR AR mHEk Zokidk pése ok 2 N = 3 N I ES A NG B S
Gene name  Nucleus Cytoplasm Chloroplast Mitochondria 2.4 DaBBR-BPC EE MM Wit AEwiE A
Da4BBR-BPCT 80 0 4 ! “£MT-A SOMPA I SWISS-MODEL %f DaBBR-
Da4BBR-BPC2  14.0 0 0 0 BPC & AT &5 # B . — 2% 25 44 i Ay 3= B
DaSBBR-BPC  14.0 0 0 0 (% 4), TR A ] (30.45% ~ 68.54%) Hl o~ g
(21.32% ~ 64.18%) ¥4 i E L 45/ ok, WiH A1t
DallBBR-BPC 7.5 4 1 1 5 L 88%, T AE G (2.69% ~ 7.729%) 1 gt
Dal4BBR-BPC 8.0 2 0 3 111(2.69% ~ 4.04% ) LI HEAR, A UL p-H7 B 2544 .
Dal8BBR-BPC  11.0 0 1 1 —RAE RN (E 3), 6 NFIER T A &
PRSP ZS [AIR 4 .
#& 4 DaBBR-BPC EH-HEH N
Tab.4 Secondary structure analysis of DaBBR-BPC protein

HFKR o IZTE/ % & B H11% TeHN /% HEfHEE/%

Name Alpha helix Beta sheet Beta turn Random coil Extended strand
Da4BBR-BPC]1 57.03 0 3.24 34.86 4.86
Da4BBR-BPC2 292 0 3.65 60.22 6.93

DaSBBR-BPC 21.72 0 3.00 68.54 6.74
Dal1BBR-BPC 53.14 0 3.46 38.68 4.72
Dal4BBR-BPC 64.18 0 2.69 30.45 2.69
Dal8BBR-BPC 21.32 0 4.04 66.91 7.72
R Y Bz R REAE 75 mmol- L' 3-AT By PUBRAR F K,
BB o £ %5 542 W], DaDELLA2 5 Da4BBR-BPC2 77 1F Il
g T ¥, FLHAE 32 7 % 2 76 DaDELLA2 25 160 N 3.
Da4BBR-BPC]1 Da4BBR-BPC2 DaSBBR-BPC ) BB IR 4 RN S B 4 RS A R R RS
o AH109; Bk FHE R I 15 ODgoo 2 0.2, I53511
217355 i jj,’gﬁ BRI A TR AR L. ERRTE K45
x5 = A 7% (& 5), PGADT7-Da5BBR-BPC. PGADT7-

DallBBR-BPC DaBBR-14BPC Dal8BBR-BPC

3 DaBBR-BPC &EH =4l
Fig.3 Prediction of tertiary structure of DaBBR-BPC
protein

25 £ % Da4BBR-BPC2., Da5BBR-BPC,
Dal8BBR-BPC #1 DaDELLA2 & B E {E#&

LTS0S B 7. A9 75 mmol- L' 3-AT ¥ T
I 2% DELLA2 & 1 B GG IR R, Fx fEZH A
S 20 43 i) e A REREIESZ S AH109, 55 TE BH M T
WG K ODgo P ZE 0.2, SR FHA BERR RS b s, 7
FJG it 4559 W (] 4), PGBKT7-DaDELLA2/
DaDELLA2-N+PGADT7-Da4BBR-BPC2 #: 1k J5 )

Dal8BBR-BPC 5 DaDELLA2 W fF7E HAE.
3 i i

B T2 ok 22 (BPC) % sk A 1 (W A W s 5
YRS SHEY LT AT, WAL E R
R FIFFAED 2 K (Hordeum vulgare)B B 2H/
Bk P T B & B2 (BBR-BPC)ZE [1 K ik /& 5
GAGA H 745G Wi/ sk R 12—, JRIE
Wi (Drosophila melanogaster) GAGA K1 (dGAF)
5 3% 2 Fh 25 &I fY Chromatin-associated proteins
(CAP) FHEAEF LA Y[R JHAE L A & CsGAox
FEIN A 85 B % 5% [ 5 BBR/BPC 1 GRAS
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PGBKT7-lam+PGADT7-T
PGBKT7-DaDELLA2+PGADT7-Da4BBR-BPC2
PGBKT7-DaDELLA2%A:{A+PGADT7-Da4BBR-BPC2
PGBKT7-DaDELLA2-N+PGADT7-Da4BBR-BPC2
PGBKT7-DaDELLA2-1.2k+PGADT7-Da4BBR-BPC2
PGBKT7-DaDELLA2-0.6K+PGADT7-Da4BBR-BPC2

SD/-Leu/-Trp

SD/-Leu/-Trp/
-His/-Ade

SD/-Leu/-Trp/-His/
-Ade+75 mmol/L3-AT

E 4 DaDELLA2 #1 Da4BBR-BPC2 EH E (£l
Fig. 4 Detection of DaDELLA2 and Da4BBR-BPC2 protein interaction

PGBKT7-53+PGADT7-T

PGBKT7-lam+PGADT7-T
PGBKT7-DaDELLA2+PGADT7-Da5BBR-BPC
PGBKT7-DaDELLA2%{A+PGADT7-DaSBBR-BPC

PGBKT7-DaDELLA2+PGADT7-Dal8§BBR-BPC
PGBKT7-DaDELLA2% £ {A+PGADT7-Dal SBBR-BPC |

SD/-Leu/-Trp/-His/
-Ade+75 mmol/L3-AT

SD/-Leu/-Trp

5 DaDELLA2 #1 DaSBBR-BPC.Dal8BBR-BPC & H E{E#&ill
Fig.5 Detection of DaDELLA?2 and DaSBBR-BPC. Dal18BBR-BPC protein interaction

(IR PR ANRURRIX )P, B 5% & 38, BBR-BPC 15
PR L B D, FE T S 3 KA
SENEW T AETE 6 ~ 8 D BBR-BPC M, 5 WI1EWY)
R

BBR-BPC "R M R Poa pratensis )
M2k B Y RS S I F, BBR-BPC J2& NAC
(NAM, ATAF1/2 il CUC2) U#AE TFs, 16T 5
MR, 25 HE&R (Passiflora edulis) TR,
BBR/BPC TF ZWi MR & EAATE 1 AN EA 5 42
Jt R 5 PR ST C 4 X 32", BBR-BPC & Fil
MY RNAI(DCL. AGO Fl RDR)FH e 3 A (1) 56
AT IRT, /INZE (Triticum aestivum ) RNA FE R
X TSRO A 2 R NP, BPCs 1] LLiE i
456 GA FEP RIS 3Rk, R W] BPC s 1)
FE R AT AR A HL A 25 A RY . EMR T (Cocos
nucifera) ', [A]—2% CnBPC s i) A M2Ct AR &
FHEL, INTER L T e TIRE M @RS, R
B, BPC JE A HA TIRE TR N, AR S
1Y) BBR-BPC % Jt, 45 R & L 6 1~ DaBBR-BPC
R, BT A L F AR SF A5 3 GAGA_bind
(PF07859), H.A[A DaBBR-BPC % 53K 1 1) H
JF AR B AEAE 22 5, (B3 8 T o . SRk
PE, JB AT E R . DadBBR-BPC2 H /31 76 41 iy

¥, Dal IBBR-BPC TE4I A% . 400 5 . 44k
IES AL NIRRT R R i

SEEFMEEE . OB, R EE, 2
MNTEZ W —FP Y, #5375 %K (Gibberellin, GA)
YRR B AP ERT 205, RERW
I FAARE T 4 R ZE AP I I T BRI
[FI I, ) 25 55 R AT 515 AP iR EE A
4 DELLA FE ™, TERR =G T FE T,
DELLA i [ /5 by A 0 4 S 1 9] 45 DX J 08 2 X
FEARL Y BE: H—iE ) sh 3 G SRR b, B
VE T IR 8 22 A 1) G 1O S 2 ) o PR R 32 A
JE DR B S, DR VA e R N R R RS
ol O B2/B3 12 BRI AR B oG
SR T AR A R, A RO SR AR B
o it 6 S 7 T A B IR A T A PR R
S, DaDELLA2 5 Da4BBR-BPC2 ., Da5BBR-
BPC il Dal8BBR-BPC £ £ HAE X &R, H#EYS
Da4BBR-BPC2 i &) 52 5 45 5 v & B, Da4BBR-
BPC2 % £ 7 DaDELLA ff) N i, W] S 2 da Y
BBR-BPC 3R % DELLA2 ;& 3|8 #4E . BPCs
55 A 2t 57 DRI R G €2 o i 9 B 1 A AH BV
— B AL T HARPENLERY, FRLL, BBR-BPC %%
R ERESEE KRS E SR a5 E
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Identification and characteristic analysis of BBR-BPC gene

family in greater yam (Dioscorea alata L.)

Zhao Aote", Lin Huiting', Zhang Yuting', Huang Xiaolong’,

Wu Wengiang®’, Xia Wei'*, Huang Dongyi'**
(1. School of Tropical Agriculture and Forestry, Hainan University, Danzhou, Hainan 571737, China; 2. Sanya Institute of of
Breeding and Multiplication, Hainan University, Sanya, Hainan 57205, China; 3. College of Life Sciences, Hainan University,
Haikou, 570228, China)

Abstract: In order to understand the regulatory role of the BBR-BPC gene family in the growth and development of Dioscorea
alata (greater yam), we analyzed the gene structure, phylogenetic evolution, conserved motifs, and physicochemical properties of
the BBR-BPC gene family in greater yam. We also predicted the secondary and tertiary structures of BBR-BPC proteins and
verified the interaction between the BBR-BPC gene and the DELLA gene. Through HMMsearch and BLAST analyses, we
identified six members of the BBR-BPC family in the greater yam genome. These gene proteins exhibited significant differences
and alternative splicing events, with a total of 10 splice variants detected. Subcellular localization analysis revealed that all
members of the BBR-BPC family in greater yam are located in the nucleus.The yeast two-hybrid interaction results between
Da4BBR-BPC2 and DaDELLA?2 indicate that there is an interaction between Da4BBR-BPC2 and DaDELLA?2, occurring at the
N-terminus of the DaDELLA?2 gene.

Keywords: DaBBR-BPC gene; DaDELLAZ2; Gibberellin; Yeast two-hybrid; Bioinformatics analysis
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