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The aim of this project is to reveal the structural basis of the LINE. To obtain t
he stable protein, 1 tested four EN-Myb constructs, but none could be expressed or purified better than Sa
rt1-ORF2p. Next, | used Sf9 cells as protein expression system to overcome the codon-usage issue. Although

I detected the ORFlp expression, ORF2p was not co-expressed. | tried to purify the ORFlp expressed in Sf9
cells, however, ORFlp was recovered in insoluble fraction and failed to purify.
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