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L1X6c

115 bp DNA
71 nt transcript
71 nt circularL1 RNA construct

L1 stem B deletion (dB2); stem C deletion (dC2);
stem A U to C mutation

Amplify L1X2 template with
44.1L1X2.5'/43.L1X6c.3' primer set

CGGAATTCTTCTAATACGACTCACTATAGGACC
TCGGCGAAAGCCGTTCGACCAGCGAAAGCTCTT
AGACAGGAGGTTAGGTGCTCCGAAAGGAGCACT
GGAGACTGGGATCCCG
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