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● Most chimeras filtered using score model
(read count and unique read start sites).

● Full-length PCR definitively validates insertions in the setting of single-cell chimeras.
● In RC-seq, the absence of a read count filter makes full-length PCR essential to exclude chimeras.

● Most chimeras filtered using score model
(read count and local noise level).

● No read count filter leads to numerous chimera false
positive insertion calls.
● Some chimeras filtered computationally, but
many missed and many impossible to filter in silico
(identical sequence structure as real insertions).
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Shorter MALBAC
amplicons preclude
full-length PCR of
L1 insertions larger
than ~1.5kb.
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