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Abstract: MADS-box genes play an important role in plant growth and development, especially in processes
such as floral organ formation, flowering time regulation, and fruit development and ripening. Based on whole-
genome sequencing data of Rhododendron griersonianum Balf. f. et Forrest, 81 MADS-box genes were identi-
fied and analyzed using bioinformatics methods. Phylogenetic analysis and protein structure classification di-
vided these genes into two classes, including 24 genes in Type- I and 57 genes in Type-1II. The MADS-box
genes were unevenly distributed across 12 chromosomes, with no genes located on chromosome 2. Among
the 81 MADS-box genes, six pairs showed segmental duplications and one pair showed tandem duplication,

all of which have undergone purifying selection. The promoter regions of the MADS-box genes contained
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elements involved in light response, plant growth, hormone response, and stress response. Overall, the identi-

fication of MADS-box gene family members provides a reliable reference for further studies on the biological

functions of MADS-box proteins in R. griersonianum
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Fig. 1 Phylogenetic analysis of MADS-box family in Arabidopsis thaliana and Rhododendron griersonianum
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Fig. 2 Collinearity analysis of Rhododendron griersonianum MADS-box gene
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SR, BESESE SR AT Sy i — 2D BRI R I K Y 1)
REfE S,

MADS-box J& 18 ¥ ¥ s K 7 i biF 58 4 Sl )iz
MRGEZ—, EHEYERKES . P LK
A AR A R A, R A
WP, feREFRLRA SRR RE RIS,
YRR B R 1) “ABCDE” BB rh | FF b K i)
FH £ H MADS-box FEH G815, X — G i 7R 45
Ao dn B W S 20 Aok 32 v 4 R 2 OCHE 20 A
t, HAORRIE T o B R KA RSz 1T A3 A
W BN E TR SVP IR AR e R
f I 24 s ey, SOCT WV KL AT LA e s T AL it
i), SOC1 Wji% ) MADS-box 3 [K ki #) T 1E
R WA NF, AGLIT WikEREH LT
Rl R EEEAEN, (AR SVP WEIA
PR ARBFoE R B, R4 KHAESH) SVP IF
W B £235 131, AGL17 1 SOC1 W ji% il 51 43

tabacum L.)

tum Mill.) B,
) [38]

B9 AHIS A Ik, R KHASH SVP %
A REVS MO N A2 K & B S, 1 AGL17 Al
SOC1 MV W ] Ge Hp [l A5 48 & & R AL ] o 40
FAT Y AGLG MV PR E AU AR 25 B & AT AR
() F 8 9 T (RS T B, A 25 A D Y 3
b RS i DX 38k DA R AR R T 3 A, Rar KAt
A1 AGLE W iEAUA 3 MaLb, T REFEdE b AR
KT HMNEL ., T MADS-box %% 5% [N 175 &
Y AL R AR R, B iR R N KR AT
REA B T HfR R4 KA A WG IR K. e 4h,
MADS-box [ Ji s FAETER Z BN . TER X
N7 B2 JB 36 35 R AH DG I =S oo, iE— 2R
RGN TER Y A A, R R A
HAERK K F BB R % 4% FhERBE i aa F, & 4%
AN AT S A
3.2 MADS-box XiEHIERLEHMRRTER

WEFRBERZEZ, KEBK, RETEY
Jr At ZREL, PO S R AL R ek, AT
R EARMEE. R, A& FERPNERE
BEEMARCEHR, HERON G TN
P F B T R A g A S e e Rk G T A
MADS-box H) 45t %y fij 8., Horp 23 51 A
W& T, IUH RAIMADS14 54 1 MNE T, xn]
fit/& MADS-box JE A Rk Z bl Bh & T £
MHNEFHERTEG mMITAREREZMNE T
HEHIF T as R, R —ddh &F R sFm
By, Hk S RSy B e AR R S vk D he v A4
*F HEEAEH. MADS-box £ [ 14 & 4 14> MADS
PRSFLERIR, i AR B8 & 1 AN 1 K-box
ghbgsl, ks AL DIRE R 2%, Slpr".
Hi B 44 2 ( Solanum tuberosum L. ) ¥ rh
FIBIF T 25 AL, ] A 2R 41 KA A% MADS-box (1)
ARG RAR BT Z LR AR TR 53 4
WRW, B FX EERERICHT 5k 4 K3
R SRR L B e R T L R N RN AT
WA KT,
3.3 MADS-box EF K& 5

FES AL R, KRR ) 2R R 5 IR AT e
RAEFF DAL, A 45 A a8 N BB Y
RENW, ARWFgE, HEBIESA (6 %) MEPKESR
(1 X)) R EF TARA Mo WK, BT
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