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We analyze the performance of kernel density methods applied to
grouped data to estimate poverty (as applied in Sala-i-Martin, 2006,
QJE). Using Monte Carlo simulations and household surveys, we find
that the technique gives rise to biases in poverty estimates, the sign
and magnitude of which vary with the bandwidth, the kernel, the
number of datapoints, and across poverty lines. Depending on the
chosen bandwidth, the 1/day poverty rate in 2000 varies by a factor of
1.8, while the 2/day headcount in 2000 varies by 287 million people.
Our findings challenge the validity and robustness of pove
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The ability to introduce non-canonical amino acids in vivo has greatly
expanded the repertoire of accessible proteins for basic research and
biotechnological application.Here, the different methods and strategies
to incorporate new or modified amino acids are explained in detail,
including a lot of practical advice for first-time users of this powerful
technique.Novel applications in protein biochemistry, genomics,
biotechnology and biomedicine made possible by the expansion of the
genetic code are discussed and numerous examples are given.Essential
reading for all molecular life s
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