Targeted next-generation sequencing in chronic lymphocytic leukemia:
a high-throughput yet tailored approach will facilitate
implementation within a clinical setting

HaloPlex panel
9 genes
188 chronic lymphocytic leukemia patients

ATM [0 AR R e
II 0] 111111
l NOTCH1 U0 AT . | [0
TP53 | ] il (LT
177 non-synonymous mutations - »  XPO1 | | | 11 Tm

POT1 | m o1l I
BIRC3 | l l |
MYD88 | |
KLHL6 |

144/155 mutations 77/82 mutations mmissense msplice site mInDel mnonsense

validated by Sanger*® validated by next-
*remaining at the detection limit of Sanger genel’ation Sequencing

\*/

Concordance
G 93% with Sanger
G 94% with NGS

Sutton et al., Haematologica, 2015



