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Since 1990 joining the Institute of Cotton Research, Chinese Academy of Agricultural
Sciences, Youlu Yuan has been involved with studies related to genome sequencing,
genetic mapping, QTL identification, and molecular marker assisted selection about
fiber quality, focus on cotton variety molecular design, especially on excellent fiber
quality variety development. Since 2013 worked as a Director of Biotechnology
Research Department and PI of cotton variety molecular design unit. Until to now,
Published 142 papers with 32 SCI papers for first or Corresponding author, and
developed the cotton varieties: CCRI60, CCRI70, CCRI78, CCRI96, CCRI101, and
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