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Figure S1. A) Hypergeometric distribution for the probabilities (Prob) of finding a certain COG functional
category a certain number of times “x” of the differentially expressed proteins of L. curvatus CRL 705
while growing in CDM with and without additives at 25 °C. The highest value of the y axis (Prob) for each
of the curves represents the higher probability of the times of occurrence of proteins from a certain
COG. B) Differences between measured and expected occurrence for the proteins of each COG category,
where 0 represents no differences in occurrence and separates potentially enriched categories (positive
values) from the potentially impoverished categories (negative values).



Table S1. Differentially expressed proteins by L. curvatus CRL 705 during growth in CDM with (CDM*“4) and without (CDM) the presence of
curing additives (CA) at 25°C

Detailed 2DE gel showing
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TRANSLATION AND MODIFICATION OF PROTEINS
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L-lactate dehydrogenase

KRK92661.1

LT32 AOA1B2A5ES8 Ldh 298 3262664/ -1.4
WP_004270763.1 )
Pyruvate kinase
LT36 UPIO00230EFAA Pyk 271 6§92870/ -1.4
WP_004270411.1 ’
L-lactate oxidase 39721/
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DUF4479 domain-containing 20024/
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2: Functional category according to COG database where each letter represents the different COG functional categories: O: molecular chaperones and related

functions; J: translation, including ribosome structure and biogenesis; G: carbohydrate metabolism and transport; C: energy production and conversion; T:

signal transduction mechanisms; K: transcription; E: amino acid transport and metabolism; F: nucleotide transport and metabolism; H: Coenzyme transport

and metabolism; M: cell wall structure and biogenesis and outer membrane; L: Replication, recombination and repair; K: Transcription; R: general functional

prediction only.

b: Spot designations correspond to those of the gels shown in Figure 3




