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Introduction

Mawe is an African uncooked fermented dough from local
cereals, used for the preparation of traditional cooked dishes
Including cooked dough, steam-cooked bread, porridge,
beverage, fritters and couscous. Mawe is obtained by
spontaneous fermentation which may be supported by
backslopping of microorganisms. Hence, mawe is dominated by
many strains of heterofermentative lactic acid bacteria (LAB) - _—_
and yeasts. In this study LAB and yeast strains suitable for safe -

and nutritious mawe production are identified and microbial gfor;(l)r:ghaunr(ril g(]):lrrlnda:inzge Grits washing Grits soaking Grits milling ~ kneading Fermentation Shaped Mawe Mawe-based
interactions and quorum sensing mechanisms during mawe : (24-48h) for sale products
fermentation are studied. Fig. 1. Preparation method and uses of mawe
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“ Change in microbial count (Logio CFU/g of wet
mawe) and pH during mawe fermentation

For the four kinds of mawe, LAB count increased
from 7.54£1.0 to 9.5520.45 between 0 and 24h and
there after decreased to 9.14+0.37 at 36h (Fig. 2a)
whereas yeast count increased continually from
4.81+0.77 to 7.36x0.42 between 0 and 36h (Fig. 2b).

The highest count of LAB and yeast are found in
sorghum-based mawe (Fig. 2a), while come mawe
and home mawe undergo the lowest LAB and yeast
population, respectively (Fig. 2a and 2b).

The average value of pH decreased from 5.41+0.55
at Oh to 4.13x0.31 at 36h.
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Fig. 2 . Change in microbial count and pH during mawe
fermentation

“ Upcoming work

The identity of the isolates will be determined usingl6S and 26S
'RNA gene sequencing.

On the selected isolates, quorum sensing mechanisms and the
effect of the quorum sensing molecules on pathogenic bacteria
and spoilage organisms will be investigated.

Additionally, environmental conditions in mawe stimulating
production of quorum sensing molecules and -inhibitors will be
studied. This will lead to development of multifunctional starter
cultures specially targeted at mawe production for better and
safer mawe with optimized fermentation.

Conclusions and implications

The spontaneous fermentation of mawe involves a great
diversity of microorganisms.

Understanding of microbial interactions are key for development
of multifunctional starter cultures for better and safer mawe
fermentation.

Besides, implementation of starter cultures could, in turn,
positively impact the preparation of traditional cereal-based
African foods product from house-hold to semi-industrial scale.
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