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DISCUSSION |

. The aim of this study was to investigate the effect of household size on domestic biofilms. The more people living together, thei
ihigher the genus richness, which is correlated with a higher bacterial diversity. However, species richness of kitchen samples
'did not follow the same trend. Moreover, there were no significant dissimilarities between these groups according to beta-
.diversity and compositional analysis.

iThere IS also an obvious difference in the distribution of the most abundant resistance genes in the groups having various
‘numbers of co-habitants. ,

PERSPECTIVES|

EA higher number of samples to
.collect, in order to make a more
: iproper assessment. |
. 'More time to be assigned for thei

project in order to reach the|

EA relevant conclusion to the raised question could be reached if certain factors are considered. There are elements that. results and discussion |
‘hindered the analysis, such as the limited number of samples that fell in the considered categories, as well as partial meta-data. :_ e :
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