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          Insect microbiomes influence many fundamental host traits, including functions of practical significance such as their capacity as vectors to transmit parasites and pathogens. The knowledge on the diversity and development of the gut… In general, the effects of an X-linked gene mutation depend on XCI patterns. For genes subject to XCI, a mutation which affects males does not necessarily affect females who can be unaffected either due to random XCI or by selective skewing…

          
            If they did not like any of the strategies they could opt to keep their current farm practice. Systematic variations in product attributes allowed farmers’ preferences and willingness to pay to be estimated and latent class modelling…
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