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DNA Polymerase lambda

-Family X
-Distributive
-Processivity in small gaps
-NHEJ

-Pol l (Lee et al., 2004)

-Pol m (Mahajan et al., 2002)

-Pol IV (Wilson & Lieber, 1999)
(Tseng & Tomkinson, 2002)
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Deletions

Pol l error rates
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Compared to other eukaryotic DNA polymerases
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 What are the Sequence Dependent Variations
 in One-Base Deletion Rates of Pol l ?

One Base Deletion 
Error Rate (x10-4)

ACTGGATCGTACTGGATCGTCCAGGTTAGGTT
TGACCTAGCATGACCTAGCAGG

CC

ACTGGACTGGCCCCCCCCCCCCAGGTTAGGTT
TGACCTGACCGGGGGGGGGGGG

CC
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 What are the Sequence Dependent Variations
 in One-Base Deletion Rates of Pol l ?

One Base Deletion 
Error Rate (x10-4)Run

length

ACTGGATTATACTGGATTATCCAGGTTAGGTT
TGACCTAATATGACCTAATAGG

CC









Summary

-Structural characterization of gap-filling by Pol l on
normal substrate

-Structure of Pol l on a Streisinger misalignment reveals
the unpaired nucleotide in an extrahelical position.

-Pol l seems to be adapted to utilize minimal base-
pairing, a characteristic that is consistent with its role in
NHEJ.



Acknowledgments

Lars Pedersen
Joe Krahn

Tom Kunkel

Kasia Bebenek

Luis Blanco
CBMSO (Madrid)

NIEHS


