Sequencing analysis:

Screening Primers (523 bp; 200 and 300 bp after digestion with Bcll)
TREM2ex1KO_fw primer CTCCTCCTCCCCTCTGTCC
TREM2ex1KO_rv Primer TGGGATGCCACTGTTAGCAC
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+2 TREMZ sequence] CAAGGCRCTCTGCTTCIGCCCTTGGCTGGGGRAGGGTGGCRIGGRGCCT_CTCCGGCTGCICBTCTTRCTCTTT
AL GGCACTCTIGCTICT G CCT TG TGGGERAGGETGECATGEAGCCTTGAT CACCTCCGGCTGCTCATCTTACTCTTT
CONSENSUS ———— CRAGGERCTCTGCTTCTGCCCTTGGCTGGGGAAGGGTGGCRTGGAGCETGATCACCTCCGGCTGCTCATETTAETCTTT

Base confidence: 38 [Probability 0.933832) Position 105
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Sequencing of TREM2 KO cl. 15-1, 31-3 showed a homozygous insert of TGATCAC
resulting in a stop codon and an out of frame mutation

Clonal purity assessment

24 single clones were picked and analyzed by PCR and Bcll digestion.
All clones were completely digested, verifying that the original clone is pure
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