PG AP BL 4 2025,53(4) : 149-158 Journal of Shanxi Agricultural Sciences

TN 2R RO A B B9 9 BUR A A SR ST 0], v gl Bk, 2025, 53(4) : 149-158.
SHEN C, LI X, QIN J F, et al. Analysis of current status and development trends of konjac research[J]. Journal of Shanxi Agricul-
tural Sciences,2025,53(4):149-158.

doi:10.26942/].cnki.issn.1002-2481.2025.04.17

BFERRPWIARMEZEEZ SN

wooN L, E L OE L ESIEC BAETR
(1. HEF e Bema RS2 P gs ol BEVE 225 72500052, % REBE fa 115 8 5 TR 2B,
BEVE 22 7250005 3. % T A Bl A5 B, BEPE %2 725000)

OB — P A 25 AR B, PR G RT  H#R RE (Konjac glucomannan, KGM) 45 4 ) i 1
WA EA A TR M E . BEERTRA N T SR Bk R A, T E AT T Y R (B A7) T I 3 PR
AR B A EE KGM A5 SR AU A B B0 20 T ORI BT S e IR R AR B A R R 5 Al i 5 O
B2 2 A SCHE PR, " 2 T RE A L B R R R . B TN A SRR I T AN L R AR B R e kS
AL GEAR M 1) BLARLE AR ARl B Y S 52 500 7 77 e A e B T 455 02 R Jo 4R (AR 2 R AT A R S A, s
RGULRIR T A0 & Je I3 R R R B R, B4 L D AL QY 23 T AR IS TT & R S R TR R 4
HEAE BEAT B 25 AL KGM & Bl B IF 7 55 R T, i ZE AL AC B0 22 L 2A A 0 A (2 TR 2 7E
HE DR 3 O R AR 0 B PP AIL R S5 QT R O X R R IR BESZ A N E R EOR RS D E Sk R AL R
AW AR WY e VR Tl I A R R e R A HEAT T B <

RER A ERA EYE R R, 2 HY 0 THM

hE S ES 56323 Ak FRIRED A X EHS :1002-2481(2025)04-0149-10

Analysis of Current Status and Development Trends of Konjac Research

SHEN Chuan', LT Xia*, QIN Jianfeng®, DUAN Longfei’
(1.Shaannan Eco-Economy Research Center, Ankang University, Ankang 725000, China;
2.College of Electronic Information and Engineering, Ankang University, Ankang 725000, China;
3.Ankang Academy of Agricultural Sciences, Ankang 725000, China)

Abstract: Amorphophallus konjac, commonly known as konjac, represents a valuable dual-purpose medicinal and edible
plant resource that possesses significant nutritional and pharmaceutical value due to its abundance of bioactive compounds,
particularly konjac glucomannan(KGM). Konjac research has undergone distinct developmental epochs and, despite achieving
remarkable progress, continues to face critical challenges including incomplete genomic information, unclear regulatory
mechanisms governing KGM biosynthesis, lagging research on molecular disease resistance mechanisms, insufficient
application of modern breeding technologies, and scarcity of high—quality germplasm resources, these factors severely constrain
the high—quality development of the konjac industry. In order to provide theoretical guidance for fundamental konjac research
and industrial development, facilitate the transformation of konjac cultivation from traditional agriculture to modern
biotechnology—based agriculture, and furnish scientific foundations and technological support for achieving high—quality
sustainable development of the konjac industry, in this review, the developmental trajectory and latest advances in konjac
research, encompassing technological breakthroughs of the genomic era(molecular marker development, disease identification
techniques, functional gene mining, continuous cropping obstacle mechanisms, genome sequencing, and KGM biosynthetic
pathway studies), innovative developments of the post-genomic era(multi-omics integrated analyses, gene family

identification, genomic adaptive evolution, and disease resistance mechanisms) were systematically examined, as well as future

I %5 B # . 2024-08-05

E 2B Py BHET 0 A A 2R (2024ZC-KIXX-056) ; B VG & BHE T B ARRRF# E a0 78T %) — 391 H (2025]C-YBMS-213)
BV 4 20 T AR AUET A BRI H (23JP001) 5 48 BE TR 114 (AK2023PD-KIXX-07)

fEFB N L I, 2, 22 0 2UE B G I 58, E-mail: chuan_shen@aku.edu.cn

+149-



W PGP R 22 2025 4R 45 53 445 4 1)

developmental trend predictions(in—depth genomic exploration, integration of modern breeding technologies, functional

genomics advancement, biopesticide development, and environmental-industrial applications) were predicted.

Keywords: Amorphophallus konjac; genome; bioinformatics; gene editing; multi—omics; molecular breeding
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