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This report shows that decent work is vital to reducing poverty. Poverty
has tended to decline in many emerging and developing countries,
whereas it has tended to increase in the majority of advanced
economies, including in terms of working poverty. The report examines
the role that policy can play, particularly with economic policies,
employment programmes, enterprise development, social protection
and social dialogue. It also discusses the role of international labour
standards.
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Research in the field of gene regulation is evolving rapidly in the ever-
changing scientific environment. Advances in microarray technigues
and comparative genomics have enabled more comprehensive studies
of regulatory genomics. The study of genomic binding locations of
transcription factors has enabled a more comprehensive modeling of
regulatory networks. In addition, complete genomic sequences and
comparison of numerous related species have demonstrated the
conservation of non-coding DNA sequences, which often provide
evidence for cis-regulatory binding sites. Systematic methods to
decipher



