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Abstract: To obtain global insights into early developing fiber transcriptome characteristics, six sequencing libraries of r U

early developing cotton fiber were constructed and sequenced using lllumina RNA sequencing. These libraries ]
represented initiation (O d post-anthesis (DPA) and 3 DPA) and elongation (10 DPA) stages from two backcross inbred
lines having significant differences in fiber length: NMGA-062 (32.58 mm) and NMGA-105 (27.06 mm). Each sample

yielded 4.6 Gb of available transcriptome data, with 98464 unigenes longer than 200 bp obtained by de novo assembly. b KGR
When we compared NMGA-062 with NMGA-105 at 10 DPA, we uncovered 1931 differentially expressed genes(DEGs), of b OAT
which 1536 were up-regulated and 394 were down-regulated. Gene Ontology functional enrichment and pathway

F REE
enrichment analyses revealed that the DEGs were primarily associated with lipid transport and metabolism pathways,
suggesting that lipid-related genes play an important role in cotton fiber elongation. The large number of DEGs b PEBIK
detected by comparative analysis of 10-DPA cotton fiber transcriptome profiles provides a firm foundation for cloning [y

and functional verification of fiber-related genes.
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