Figure S3. Activities of full length hPifl. (A)
SDS-PAGE of gel filtration fractions. (B)
Strand annealing activity of fractions was
proportional to the protein concentration of the - - -
peak fractions, as was unwinding of substrate
PST55, (C). (D) Pooled peak fractions unwound (E)
the replication fork substrate ds55-Gap20. R
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