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RGTREEL. TR, FiIF 45 K 4 5584 T (genome-
wide association study, GWAS)% S EYI = A 5<QTL
7 R 37 J5 PR 8 B9 A BT A 42 7 e M DR A Rt 1)
HEEPL, W R TR NI s
gl g R, et RS E S . 201948,
22 5 N A5 BAENCBIM 3 & i (https://www.nebi.
nlm.nih.gov/genome/?term=taro), iX{H75 3 HER ZH
ZEUE AR I 2 L AL OC I 73 A B ST O P RE. Bellin-
gerE '@ GWAS /T, 784 %5 10 54
TP 2 R AISNPAL AT, PNIE AR S NEET i fh
FEDRIZH R S AL s 38 v Bl P (specific-locus am-
plified fragment sequencing, SLAF-seq)¥iA, ik 227
AT R %2 & 1% (single nucleotide polymorphism
site, SNP)Z fi 5 RIAF4E (0 53 G, GWAS/H 1T
DR S 7 B A DG IR Ja R i o AN 4 2 R 72 i 2 it
— X,

ARR-B (the type-B authentic response regulators)’%
SR — P i R R AE 5 S I IR R T,
oo (1 2 1 e ] I R e R IR S R 2 AR 2 A 3N C
5 (MY B-like DNAZS & 51435, FEREIIL . 241200
AR A=A e i )3 R A% 35 BRI 2T 5L
KL, ARR-BIEKZRIIAF N 8T 25 2 FiR
I S VR RN 0 A AL Xie N0
i 16 B- ARRs ) G € )5 G B UL UE 5 (ChIP-seq) 7>
B, RENE RER IR S, AtARRIS WUSIEE)
TR A BENM. Lings NPUE DU E I AtARR 7]
B A A e CLV 3 (1) 2325 1M 52 W) #3475 2 2301 R 282
A, HAEAARRIDRERE 5 (1) FRAL AR ik S L4 i 73
HEE TG, MHEOEZ. /3R, FRiEPTR
IMARRI W] LNHF 45 & MdWUSTIRE )T I B R
1K, 8 5N 4 R B T S SRR R

RFEHE A7 B A S PR R 2 DGR SNP A, £ FH G
RN, AT LA 10543 A% 0P ot 52 R S BRHE
A, T A BE PR 4H B R T R I e T EE SNPAR L,
EEX R R, AR EM T AERRA S B
RAT ERERA KRB M. IR HAEDE BT
AW T B A B R OGS v I B Rl CeRR TR 2
HFH . WAHE N AR R B A = e
BE— B BEAT CeRRIIVIGSTTER 73 #T, WIS IEH A
FOIRE, VAR ABE R 2 1 hric i B 5% 5 A LA
S A e AR A R B

1 MRS Rk
1.1 R Rk

105473 7 % Lol J5E B3 905 H5T 3 3 v o v Ao K
ALV A SR R (R ), B2 7740
BEF 1200 2240 MIEF1767.

1.2 R A%
121 HEREEGXRAELE

BRI AL R -V 78 AR Ml K 2 2 ol R % 5 AT (R
28 115°50'04", Jb4h: 28°45'35"). £ T HEREZI50 gk
INEIE] . TP (T E AR R, BEERIZ 3k
PR R REAEERZEDIEL, IR EUZ50 g K/ B 2R
R W EARECR A BENLX i, 3IREE, &/
X P30 Bk, BATFIE, 172060 cm, FREE3S cm,
FH U H, S0 CE Rl IR R A e dis
PRAEY P 7R RUI(11~12 )P % NX BEHLE L0
PRKA— AR, 43R A B A #H (corm  weight,
CW). T¥F R H (cormel weight, CSW)FITFH(cor-
mel number, CSN)3/NP= AR, A PRI ECE
KA N & A, R Excel 2019%F _EiR 3R
BRI AT R R Y SE, AHES MR I ek
. /MBS PRI bz, R A% R
SPSS 22K FREAT IEAS /X ARG 3, FHL ISR o> A .

122 2EZFAENFESNPL FAFIEH X

FEAE v, OB S 2t 170.1 g, 2 fiStewart 55
AP CTAB: (cetyltrimethylammonium  bromide
method)$E JU 3L A ZHDNA, 8 I Nano Dropitfi il & 45
B FEERLIDNARE M4, Qubit’ ) & & (XX DNA
FEAR AT RS E B, 10507 3 W A B K 41 DNA
X BRI REE R A al AT 2L R EN P, R15 R
Bl P s, G, ABWARLRE I F4dE 5
%2 3L [N 2H (https://ftp.cngb.org/pub/)#E4T LU X, k45
SAM . FFHSAMtools, VCFtools&s i 202347
BEARSNPAE I Sk g€, LIS HON“- -geno 0.1--maf
0.05--mind 0.6”. FIHBCFtools & {1 2% 3515 1 i &
SNPAL i EAVCFHE 3Ufi# 47, HI T 5 BRI .

123 2EFAXBKONMERELFILZE
K FH SPAGeDi i fF )+ BISNPEZ % R K Ad-
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Table 1 Information of 105 taro core accessions

i FE B RR RV HA T FEf 2K B3 A
T1 HHF 7R ESES T75 JEZ 17 Eiges Z1F
T2 WY IIES ESEE T76 BNE T EARER
T4 it ¥E1s P EAREE T77 W3S AN EAREE
T5 TR L EAREE T78 7R3 th 7R EAREE
T6 HEFELS IIES EAREE T79 NS T EAREE
T8 R bW EARES T80 BHF15 Py} LE S
T9 T8+ L5 ES T8I s PN} ES
Til SHEES YL7E ES T83 JUT*ELS PN 2T
TI12 FARTES =M ZT¥ T84 L2 PN} 3
TI3 LS i) ESE T85 BN 4T PN ES
T16 GRRAE G Z1F T86 g YL ES
T17 FRELS PN Z1F T87 TEiEF25 L LS
T18 Re¥15 PN} ZFE T88 HONF25 i} (e S
T21 B PN} ESEE T90 s i} (IS S
T22 B2 PN ESES T91 MLIE b Eo
T23 BETS b ES R T92 HEIFELS Fige EA
T24 B4 b ESES T93 HRAF 1S il Eoa
T25 i AN ESEE T94 IGITE1S th %R EAREE
T26 T b ES T95 HIF AN} ESi
T27 BT PN} ES T96 W25 =M LSS
T28 HWA3E AN EAREE T97 KA Pl EAREE
T31 K MW [iES T98 WYL 3345 =M ES
T35 TEIEF1S YL [iES T100 E N i} JEES
T38 PINF1S i} (i S T101 25 7R 2T
T41 IEES P} ZT¥ T102 P T 7R Z3kF
T42 g2 =M 23 T104 EAE WL EAAE
T43 INEKAE GioAl A T105 FIRAE bW ES
T44 BESY VL7E ESE T107 BNFESS VL7 E
T45 T i} LHE S T108 HrPH 25 bile] 2T
T46 ENIIES Pyl Ja T109 H N YL ES
T47 HibE piate) LHES T110 PRI RS T ES
T49 Tt bibla JEE Ti11 REEA L E
T50 RHEF K ES R T112 PUEEES 95 EZAEE
T51 SN by JER T113 BN TLJ5 EA
T54 HERF1S EN B T114 PiSlES MW EA
T55 MR b ES R T115 HRINFE25 fipa Eoa
T56 HEF b ES R T116 25 Wt ES
T57 TMFELS aii} [ S T117 TWF Wit ESi
T58 MT¥15 =M (i T118 BN L5 ES
T60 PR FE 1S =M [iES T119 MIAF3S M ESi
T61 ORI 25 = [ERES TI120 JURYE IR LIE S
T62 A i) JEES Ti21 K P ZT¥
T63 R = EZNRE S T122 B 25 = LSS
T64 R P} ESE Ti23 B35 =M LSS
T66 HEF biib|a ESE T133 BNFes i} 2T
T67 IR VLTE LSS T134 B S e 2
T68 JEF b Z1F T135 P T 7R e
T69 & 25 7R ESE T136 HRY2S G E
T70 BIMFELS Wi L7 T137 BJEES 7R EZAEE
T71 BIMFE2S Wi ES R T140 B | EA
T72 [Elia I Z1F T141 B4 MW L
T73 PR b ES R T142 Gl figa L
T74 SETL JTFg E i
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mixture 327 R g K ALAR A SR HEAT B A 45 7 40 HT
KA E1~10, R XU RFR(CV error)fi /N
Xof E R KA G 58 e A A - E S R, MR B AT 45
ALK, SR Phylip i 48RO R R 45
B, RAMEGABMHC %4 R4 Rk EW. KHIPopLD-
Decay i P AT BHAE BIAS T 4T, T ELEBIR
ST ZA BRI 25 i KA A /205 ot o A B . % &
FRRMAE K. B SR, AUFHKHTAS-
SEL (version5.2.8 1) f H1 i) — 4 14 452 8 (general lin-
ear model, GLM)HEA7 5 7= & AH PR 1) 4 J88 DRI 20 DG B
TR R R BMEE R N EZ M AEEE S, K
152 3 RBLSNPAL 1, RECRE R E N—logo(P va-
lue)=6, F|FHRE.qqman: il 2 05 1 E AQ-QE. H: 3%
BAAS T 50 AT, (E IR CHRSNPAL A AT f5 1 MbIX [H] 4
I e 42 9 5 7 B MO AE OC B g ik v A AR R, R
NR, KEGGHIGO =AHfE o) 5 ide 55 K3k AT D)y R
B, JREE-E FHOCHI FUHRIE 1 [R5 Tl e 2k R WD E 2
FE A IR R L A

124 CeRRIZEH &5 75|47

Y Fw A2 SR N R A AR R RN
Fese AR AT AT M, AW 70 DAL AR SRECE
FIT22 (FFE25)M FIERNA, J7ikZ i TaKaRa
MiniBEST Plant RNA Extraction Kit¥i i, I x5k
FRIECDNASS — 44, HATPCRY 1, P ¥Vl kaifk s
HAUK A RS2 AS, % BV S a B ORI 5, A 2
A7 T =80 CHERIR VKA % F. R AIDNAMAN#k {3
IFREAFFIEX. KAMEGA7H A #47 %E A K51
L X,

1.2.5 CeRRI1I 41} = AL

i B BE B 3R I8 B4R pSuper1300-35S-GFP 1)
Pst | #1Kpn 1 HXEGVIAL AL, K Prime PrimerX {1 %
T FIVEE 51 90(322). PAcDNA R . fif 33 2E
YR B IR A R B R B2 < Hieff Canace®

F 2 CeRRITESI YT

Table 2 Primer sequences for cloning CeRR/

Plus PCR Master Mix (With Dye)#E{TPCRY 1. [A]
W, 4lifk, ¥ 3pSuper1300-CeRR 13T ik #44. F4 B4
Btk BEAFMcherry % € ALK G V310 UL AT
PR S, PREUEL S B 41 244 pSuper1300-CeRR 1
(1) BE 1A AR AT B8 B 7 R LB AR B 72 25 (7750 mg/L Kan
+25 mg/L Rif)H, 28°C, 200 r/min%FF 2 Wi 4400=0.6,
5000 r/min /0> 10 min 5 WCER B A, 1:1 L0 8 B T2 4L
Wb, BE AL E L e B AR . 25 C R
MG 9R12 h, 16 h/8 hot iR/ &k R 7R2d. Hl4 3%
Fr, A HFV300030t 44 3 5 £ B ST (Olympus,
Japan) WM 5% Y615 5, A 7€ CeRR 18K FH H M 41 i e for..

1.2.6 CeRRIFKiAHE R 447

K HPrime PrimerfA #1411 RT-qPCR 5| ¥)(3%3), 1l
FTaKaRa MiniBEST Plant RNA Extraction Kiti®7l|&r
FEECEMFT22HR. FRL 3. 2. HEARRAN
HRALE S RNA, R a7 RO E BPCR, 4 #r
CeRRIMEANRIH L RIS BT Bhah, 43 AlikE3
ANTFHERE(TTT, T6, T22)FITFE4/(T24, T26, T100)
MIERDE, TREURFEM R 2E MRNA, 35
TR IGEBPCR, 40T CeRRIAE T EH % /b2 B b
A Tk K F. qRT-PCRAAFR(10 pL): 2 pL
cDNA, 0.5 pLIEX M 5[ #IF/R, 5 uL 2x Realtime PCR
Super mix, 2 uL ddH,0. NFEF: 95 CHIAEH, 30s;
95°CARE, 15s; 60°CIRK, 15 s; 35MEIF, S MEHAE
60°CIRNREE, Ml I 2 5615 B 965°C~95°C, [T+
0.5 CHRETIRYE G, 72°C, 1 min; Plate Read; End.
PlactinERVE NN S0 18, MG INZE, 3 ED
HEEMINMEAREL, 2725 R R X 2%
k&, K HExcel, SPSS 25, Origin 20243 Fi3k47 44
R T R 4

1.2.7 CeRRI#: [ %k ut 1 2k

FI I BR B AR TRV 2-CeRR 1 F] T2 YL T22 3 5k
L Ad BRI N Y EEXba T R BamH 1 28 1034k

)

EIEZEAR S

Y F1(5'—3")

CeRR1-S1300pst-F
CeRR1-81300kpn-R

TAGTCTAGAAAGCTTCTGCAGATGACTGCGGTGCAGATATGC
GCCCTTGCTCACCATGGTACCTGATGCTGGTAGTATTTGATTTAGG
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e AR RAIR 4 B R A SRR M 5 R AR L R CeRR 173 HT

pTRV23£46i1k, R FHISGN VIGS Tool %1 ¥ it CeRRITH]
VIGSHE5 51 90(F4), R FRIE H H 77 R 5 A Bk
I AEBARPTRV2 S HAL GV 10 LR AT B D, 784
MIERZE B K 5 e SkFE R /NL, B RHR B
AN, CAZSERBE O R, (A B2 TR s T
—800 kPa N {££F30 min, 410 min%2 % 5% a4l B34
5. TRHEKMvE =, T25CRREIE3 dB XTRV-
VIGSZEERZE S — 50 M 2 AT HURE, $EIXRNA S [ % 5%
4 licDNA. K FiPrime Primer 4% i1 pTRV1 (% FEIT
R ARG B EAR), pTRV2RE: 1 51 90 T 46 e BH PR A
Fk; BT RT-qQPCRAGI CeRRIFRIE &, LAAI BT I R PTER
WO, WL B S E W B (enzyme linked immunosor-
bent assay, ELISA)F il FH YLk 1 40 ia 4> R ZR AN
DHZR & &, A A E Y3 RAEY ¥ ER.

2 HRELH
2.0 PR S HRAR R E AR T

3 SRR AR (134N P2 B A S RCW, CSW A
CSNHHT RT3 (GRS), SRFH, Fresf IR
BIRBUH T2 RS Hh, BPEARENER R
R, 72635%; HikZ2THEE, N23.15%; 1+
BT R 2B, N19.39%. /R BLaRE K- WK R
i RAG 5 (Kolmogorov-Smirnov test, K-S)AJ #1347 &
AR I FF A IE A 5041 (P>0.05) (1).

x3 VOUEESMFI

Table 3 Fluorescence quantitative primer sequence

2.2 FESNPLFARICH &

FE10563F H W 7 B 5 3 2 2% JE R H LE R AR,
Q201H % 51998.35%, A& N95.16%, “FF51897.31%;
PR P B3 e N22.64%, AR N8.61%, ~FXJI iR %
R11.70%; V37 55 % B R346.27 bp/Mb, L3k15
105095361 R 4 SNPAL 55, I Ik 5 354536295445/
TR R ESNPAZ . 5 B SNPAL S E 2 1456 Y ftafhk b
EAYE S A(E2), HChrl B2, 3£6960304
SNPAZ &, (5 EE11.06%, HIKHChr2, £587803/NSNP
B, & E69.34%, Chr12 FSNPAZ fife/b, 92968954,
b7 teA4.72%, P3R5 Yk L SNPAL 5 9449675
AN NEBAR ULE 1, IR ILD 58 E () AE0 kbt
A K249 015, Bl SNP 2 [8] 25 2 (384 0, LD 5
BHTRRAR, #H10.1505)0.050F TP, LDZEIRE &
KAB 2 R10.07 503 5 87 5 25 7920.33 kb.

2.3 FEPFEEMR R A A
23.1 EGXRRADNTEGBHAEEH AN
VA 10547 3 Fh B IR RS 2000 &, FE3R1593 124
K R ZH(Kinshipfl), JEHIH0~0.617. HF1Kin-
ship{E/NF-0. 2[4k} b LA £189.05%, 1£0.2~0.52 [H]
1 1510.68%, KT0.5M1L150.27%(EI3B), FWI1050
FARL PR IR SR G OR RBUE. FF Admixture A 14
BEATBER S MM (B4A), 2458 SCIRAIEAR R R A A
(CV error=0.368), K{E A4, F 10543 Rl ] 4143 A

EIkZEL SR FI(5'—3" IR BER /M bp)
CeRRI-qPCR-F TCCCGCTTCCATGAGAGAGA 169
CeRRI-qPCR-R TTGTCCTGCACCCATCAGTC 169

CeActin-F CTAGTGGTCGCACAACAGGT 191

Cedctin-R TTCACGCTCAGCAGTGGTAG 191

F 4 FEESFUEIY
Table 4 Primers used for VIGS

EIEE S

YT HI(5—3")

pTRV2-CeRRI-F

pTRV2-CeRRI-R
pTRVI1-te-F
pTRV1-te-R
pTRV2-te-F
pTRV2-te-R

AAGGTTACCGAATTCTCTAGAATGACTGCGGTGCAGATATG
CGTGAGCTCGGTACCGGATCCAAGGAGCCTGAATCCATCC

CGTGTTGCATTTCGATAGG
GACAACGCCACGATTAAGT
TACGCTGTTTGAGGGAAAAGTA
TTACTCACCCCCCAACAATCTC
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hERE EdRE 2025 0 B S5 HE 11
£S5 FTEMKIERG S0
Table 5 Descriptive statistics of yield-related traits of taro
[ERN FE RKRME RME bk Wz L5 R K-S
K H(g) 247.48 482.33 36.00 117.60 446.33 26.35% 0.16
FHEE() 307.68 733.33 34.00 161.87 699.33 23.15% 0.16
THFH) 5.96 12.00 1.00 2.13 11.00 19.39% 0.78
159 159 201
154
10+ 10+
5 3% L
® B K
5 5
5—
0 T T T T T 0= T T T T T T T 0 T T T T T T
0 100 200 300 400 500 0 100 200 300 400 500 600 700 0 2 4 6 8 10 12
BENEHE/g THENHE/g TFHFEHEA
B 1 sk E E R E oy B
Figure 1 Frequency histogram of yield-related traits of taro

0 Mb 24Mb  48Mb 72 Mb 96 Mb

120 Mb

144 Mb 168Mb 192 Mb 212 Mb

:
e NANMAMABINNUAE 10O 0 IR 0O N0 Aot
2 N 0 DY 00O O N 00
e [HANEFIRIET 01NN 0001 100 11 VAR

4N O 0O

e NN 00 O 000

| ANRHNE 1 N N0 Y A0

7 00O O AR

0
evea NN 0000000 N A O 1
eveo AN RN R R A 0N 240

479
eve o NN O O R 718
cre NN W A 957

1196
cre > 1) DR 0 A ot
eve = IRTY 0 A 1674
crs a0 RN DA R0 R 2152

B2 mFESNPEE YR B A

Figure 2 Distribution of high-quality SNPs on taro chromosomes

ANERE. HARGKEN AT E(E4B), B A S BN
2, Group | U355 BERE /79 55 I HF S 43 F0 143 L,
Group 1 M BHE350 2 7. 11 BRI 147 B 3,
Group & 244 Z T FE M 14 £ 3k, GrouplVEF
IS 2 7. M ZKFERAIDE . Group I H£F
FREBIINLAFELZ T, Group ll MGrouplV H £+

KA NA L FH(K4CHID).

232 GWAST # < ESNPL & £ &

i 1L GWAS 73 M JEAG I 21 55 3437 A G MR AR
3 RIRAISNPAL 994N, & mafE T AT 142k Bethuff b
(F15). Herb HEEE A B RBAL R 1A, 2l T
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Figure 3 Linkage disequilibrium (LD) decay (A) and pairwise kinship (B) of 105 core taro varieties

%2,3,5,7,8,10, I3fI40 04k by 570 EEER
BEOL BTN, IR F551, 4, 7, 1IRI2Y5etdk 1 51
FHORZE KRB 8 IAN, S AEFTA 1456 G ik b (M
28 MR 1~3).

2.4 RN SR 5 R Y

I I 6 R 3 SR SNP A A BE AT T RE VAl Y
5E B 53/ PR B ERAR DG [ ik 2 R 36384, o, 11
ANBEE S MR 55 35 SRR SNPAL A B 1 Mbye [ py 3
A 10N JE, ZNr, GO, KEGGHE FEvERE, T8 S
MR AR AE . IR ISR . IR LS
B, 7S R E S OCIBESNP A A H N 1 Mbyi
BBl AL A LOANJE R, &N, GO, KEGGHHE FEvEF%,
FEZ5EMN FHIE. RIRE S, ARELEDR
W AHRMERACU S A, SR 2 2 ORI 8 1A
SNPAL ST Mba A 35340 181N EE K], 42Nr, GO,
KEGGHE FEERE, E 2S5 40 Mo A K RN R
N S RAENEEEK, RRNREFESSRE
(B R R d~6). HAFFESLG14 874516201 [A] 75 H]
W4 E BIEVMO0000500%: K], @I NrAIKEGGE B 2
ARR-BX:F K, HWFITAARRIFIE. %3 F AL
5 3R ZAS 5 AR I I B R R AR O IR EEE R, RS
15 7% R 2 AR (1 S A A, AR R T e E
SURTEGHI b Seda - AR E &3 L AN AL
THEEIR.
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2.5  CeRRIF:IN e Je 75 53 M

LT EVM0000500ZE R E AR IS EAD)
RE I R I, RILEVM0000500 545 5% 14 &5 A6 45 Al
MYB-like DNA binding%% & &5 1438, J& T # A ARR-
B 71, Wb Hdr 4 N CeRR1. £ ¥, CeRRIFEH
F3) 4K M 1920 bp, difh639 MR IERR, 5SS H R
H T HI AR 511K99.69%, fFTE6MIFERAR, 43 AL
F254, 744, 851, 1026, 1548F115844;. CeRR 145 H JFi 7
F Gt xS AR LE 999.37%, 40 2 s I R/R, 439
1E55216, 310, 4845149647 (1K6).

2.6 CeRRIVF4NHEENL

V20 e Ar g B R (K17), HHE R rh s e o
GFPHI I AE & A S HAAX A R gn s, .
W, T CeRR1L GFP [l & 21k 8 HRE P E A T
MR A Az, HShnicImCherry  (4HAE1%)
MRefE S ES, BAPRNAMMAZE M RE. R
CeRR1E HEN T A%, 76 S SR 1 I L2
JHa 5 A HRFAIE.

27 CeRRIZEXMRIHF

NI I CeRRIN T RAE/E R, XA
[F) 20 2R 1 53 BERE 1A IR 27 2H 2R o CeRR 11 3 s 7K~
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Figure 6 Cloning and sequence analysis of the CeRR/ gene. A: Cloning of the CeRRI gene of taro in taro, M: the marker of 5000 bp, lane1-2: the
amplification products of CeRR1; B: comparison of the CeRR1 protein sequence of taro with the reference gene sequence in taro; C: comparison of the
CeRR1 gene sequence of taro with the reference gene sequence in taro. The section with a dark blue color indicates the same nucleobases or amino
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Yield is the primary breeding target trait in taro (Colocasia esculenta (L.) Schott). The study conducted a genome-wide association
study (GWAS) on yield-related traits to screen significantly trait-associated SNP loci and excavate key candidate genes, thereby
providing a theoretical foundation for high-yield taro breeding. In this study, 105 core taro varieties were resequenced, resulting in the
identification of 6295445 high-quality SNP markers, and further clustering analysis divided these accessions into four distinct
subpopulations. Three yield-related traits (corm weight, cormel weight, and cormel number) were evaluated, which revealed broad
phenotypic variation with coefficients of variation ranging from 19.39% to 26.35%. The GWAS analysis identified 99 SNP loci
significantly associated with taro yield-related traits, and identified 38 candidate genes primarily involved in macromolecule
transport, auxin biosynthesis, and starch-sugar metabolism. Notably, CeRR! (EVM0000500), homologous to Arabidopsis AtARRI,
was identified near the cormel number-associated locus SLG14 87451620, suggesting its potential involvement in regulating lateral
cormel differentiation in taro. Subcellular localization confirmed that CeRRI localizes to the nucleus, and quantitative PCR revealed
high expression of CeRRI in roots and shoots, with its expression negatively correlated with cormel number. Virus-induced gene
silencing effectively silenced CeRR1, leading to a significant increase in zeatin riboside content in taro lateral cormels, indicating that
CeRRI1 may regulate lateral cormel differentiation in taro by modulating cytokinin biosynthesis. This study provides critical
theoretical and technical support for the genetic improvement of taro yield traits and the breeding of high-yield taro varieties.
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