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Abstract: Succession of microbial community structure in traditional fermented foods is complicated, and the metabolism

¢

pathways of flavor compounds are various during fermentation. As the “ soul” of fermented foods, microorganisms
influence the sensory, nutrition and functional characteristics of the fermented foods through a variety of metabolism
pathways, which are closely related to the formation of flavor. Revealing the relationship between microorganism and
flavor compounds is advantageous to identify the potential flavor-forming microorganism and regulate flavor characteristics
of fermented foods. In this paper, the relationship between microorganism diversity and flavor development in the typical
traditional fermented foods, including liquor, fermented vinegar, fermented vegetables and fermented animal products is
mainly reviewed, and the flavor metabolism mechanisms of core microorganisms are briefly discussed. This review will

provide some references for the quality improvement of traditional fermented foods.
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Table 1 Important microorganisms related to in traditional fermented foods
LIS E 3 DRI o, 2 BEAH S = 4 E =B U
g %5 % (Aspergillus) . Komagataella, LTV J& (Lactobacillus) . SRR, 8 (Pichia). .
H AR R T & (Saccharomyces) . Bl [CH & (Weissella) (12]
o T B: T IS (Saccharomyces) . & (Aspergillus) . WEZ AR (Saccharopolyspora) . Hi% BRI & (Staphylococcus) . »
o FUAFEE (Lactobacillus) . FLEREE (Lactococcus) (22]
FLERFLERTE (Lactococcus lactis) . Burkholderia gladioli, Cronobacter helveticus . 5t Ji e I HHEE 1S
b ST (Wickerhamomyces anomalus) . BRI EELE (Saccharomyces cerevisiae) . Aspergillus vitricola. [23]
TR I8 (Aspergillus penicillioides) . £1. 15 (Monascus purpureus)
fuE FLT & (Lactobacillus) . W B EK B & (Leuconostoc) . TLEKT & (Achromobacter) . i EKH & (Pediococcus) [13]
ST BEATBE (Acetobacter) . LA & (Lactobacillus) . 7KWiHE & (Enhydrobacter) . LR R (Lactococcus) . FHEBEFT
PR (Gluconacetobacer) . 218N & (Bacillus) . T EK & (Staphylococcus ) (7]
s TCE ZEBAT R (Anoxybacillus ) . FUFTFHE (Lactobacillus) . $EERH & (Streptococcus) . WL H & (Dipodascus) | s
oL R (Kluyveromyces) . JIRIEEREE (Torulaspora) [15]
S HWEBREE (Staphylococcus) . MEFH & (Aspergillus) . 3 5.0 H & (Halomonas) |
TR HEERL R 8 (Nesterenkonia) . %G AT 1 & (Brevibacterium) [16]
R Weissella hellenica , BT (Lactobacillus sakei) . FLFRFLERTE (Lactococcus lactis) . Lactobacillus alimentarius . ”
FHYFLATF B (Lactobacillus plantarum) (24]
R fn BTG TR & (Weissella) . UFF & (Lactobacillus ) [25]
10 5% Halanaerobium . Halomonas . Tetragenococcus. Halococcus . Candidatus Frackibacter [14]
JasL FLIEKE)E (Lactococcus) . RN & (Pseudomonas) . ANEhF )& (Acinetobacter) [8]
SLRIEDSS %% & (Aspergillus) . 2EF0AT & (Bacillus) . Rasamsonia. Lichtheimia. T5E R & (Debaryomyces) [26]
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Fig.1 The main formation pathways on flavor compounds produced by microorganism
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