180 2024, Vol.45, No.23 Syt 4 P % i

KEF A8 ) A AL £ AR BT A
Fe R i B0 5 22 5

iu}fﬁ*ﬁl,z,s’ Bﬂ%ﬁﬁ%l’z’S, ) PRI R Y, % @1,4,5’ o, ﬁu,s’ XUEE)TDIZS*
CLPU B R AL =B K R T 5 BT, PU)1 8FH 6180005 2.V0)I144 ¥ M ERERFAF 58T, VU1 959 646100;
3ENE AN R RSB 4 Be, TU)1 FERH 618000; 4.4l A 7H B /K FE AR ) 2 5 3% B P o i S =
PUNl 5B 6180005 5. Z/KAGS R LY I 2 rhet, DU M 646100)

I

R

i % RAHEE AR AR T2 FERE AR OKYRIPXY) R4z 5 R 5 RIS LR . N
REARAE it A B A4 159 A, AR LRFR ARG 2 1 ARSI ED . AHIRMETAEY N E . WPXY A
JKY 2 [l 22 AR 326 A~ (R EENE>1, P<0.05) , WA, PR, 25 RIS (I £ 2
gy, CARCCHERRERAE AR E 0 2P0 AETRE AL RS R . 0 22 AU R AT I PR AT A
HE Rt eBEEM N, RGEREZENEYFER16 5% (P<0.05) , 14 KR TS DIRE, O8F 5 Al
ARSI LA . AR A& R IR A& O T BRAXH . WFFC4 Rk — PR 7 OB S Bl
EIRAR, O E RN S HE R MK .

FBER: AR Y AR IRIEKEE: ZRACEY

Non-targeted Metabolomic Analysis of Differences in the Composition of Different Rice Varieties for Baijiu Production
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Abstract: Non-targeted metabolomics was used in order to investigate the differences in the metabolite composition of two
varieties of Baijiu-brewing rice (JKY and PXY) and their influence on Baijiu brewing. A total of 4 159 metabolites were
detected in both rice samples, mainly including lipids and lipid-like molecules, organoheterocyclic compounds, organic
acids and their derivatives. A comparison between PXY and JKY yielded 326 differential metabolites (variable importance
in projection (VIP) > 1 and P < 0.05), including the major components of Baijiu, such as lactic acid, ferulic acid and fumaric
acid, as well as important substrates that supported brewing microorganism growth, such as melibiose, maltose, glucose and
lactulose. Kyoto Encyclopedia of Genes and Genomes (KEGG) enrichment analysis of differential metabolites identified 16
significantly differential biological pathways (P < 0.05), of which 14 were assigned to metabolic functions, including those
related to Baijiu brewing such as galactose metabolism, the biosynthesis of unsaturated fatty acids, fatty acid biosynthesis,
and butanoate metabolism. These results offer a better understanding of the relationship between raw materials and Baijiu
brewing, thereby providing a basis for selecting and promoting high-quality raw materials.
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Fig.1  Proportion of metabolites in rice grains
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Table 2  Top 20 differential metabolites with largest fold changes in contents
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