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INTRODUCTION & AIM RESULTS & DISCUSSION

Pulque is a traditional Mexican beverage produced from the sap

. . . . Samplin, Sample H Sugar content (g/L)
extracted from different Agave species. Previous studies on the - P e —
microbial diversity associated with this beverage have applied various e
experimental strategies, including both culture-dependent and ; O I
. b g : 9 , P Augsepzozl  AML SRR Bl rherr 84l Sucrose was the most abundant sugar in
independent methodologles. Omlcs-bz_ised approaches have ro iow| soiae| sesso messs | Aguamiel samples,
expanded our Understand|ng Of the m|Cr00rgan|SmS |nVO|Ved In Nov 2021 AM 4.9 + 58.8 + 146+ 251 G4+ 41" Glucose and fructose concentration were
. . . . . 0.4 20.5°
pulque production, revealing novel species of bacteria, fungi, and Po 42s| osio7| esise me:sa | around 14 g/l
even Vlruses. Jan-Feb 2022 AM (5);J_ ?E?EJ_ 36,4+ 19.0 19.0 + 6.0
In this study, we identified a core group of microorganisms that b Gldiies) B
persisted throughout the entire pulque production process from the
plant tissue of agaves to the final fermented product and evaluated Sampling season  Sample  Organic acid content (g/L)
HEB - - H Ethanol Lactate Acetate
the stability of this core over the course of one year in a single
. . . . May—Jun 2021 TO 12.2 + 6.6 3.46 + 0.8 1.4+ 0.2
geographic region (Huitzilac, Morelos). T3 25:67 30841 15+ 0.2
TG 17.1 = 7.6 4,09 = 1.1 1.6+ 0.3
[ e Organic acids concentration Aug-Sep 2021 b Tl e ool
‘/ X' \ less than 4 g/L. T6 311+ 6.9 3.26 + 0.8 17+ 07
N Ve i Ethanol concentration was Nov 2021 T 258422 213£01 11
N / around 28 g/L. i P ool 1s
Jan-Feb 2022 TO 23.4 + 6.6 2.66 + 0.5 1.6
s T3 24,6 + 5.7 2.8]1 + 0.5 1.6 4+ 0.1
AGSMIEKE T6 \ 28.7 + 5.3 2,95+ 0.4 1.8+ 0.1

Aguamiel Aguamiel
2 3

In the first phase of the analysis, the core microbiota present throughout

the entire pulque production process was found to consist of eight bacterial
METHOD and five fungal genera.

A total of 90 biological samples were analyzed, including independent During the assessment of core stability, the loss of three bacterial genera
triplicates of plant tissue from metzal (obtained by scraping the and one fungal genus was observed relative to the original core, indicating
fermentation cavity), aguamiel (sap), and commercial pulque, as well & 70% stability rate.

as three fermentation time points (TO, T3, T6). Of these, 18 samples

were used to determine the core microbiota, while the remaining 72 L[ e E——
were used to evaluate its temporal stability. [ {
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