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KAPA Library Preparation Kit
KAPA Real-Time Library Amplification Kit
KAPA Library Quantification Kit
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[LIMprep Workflow]
<Start material> 10ng fragmented mouse genome DNA (n=9)
ll
<KAPA library preparation kit> End-repair, dA-tail, adaptor ligation
<KAPA real-time library amplification kit> Determination of PCR cycle
1
<KAPA library amplification kit> PCR enrichment
<Relsulted Library DNA> Quantified by pico-green Average: 73.8+4.8 ng, CV: 0.066
<Qulantified by gPCR> 1ng Library DNA / gene locus (n=9) Detected 8 gene locus (A-H)
1
<KAPA library quantification kit> Final QC
ll
<MiSeq Run> SE50bp

* LIMprep: Ligation-based lllumina Multiplex library PREParation method for low amount DNA using TruSeq adaptor and KAPA library preparation kit
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[LIMprep Workflow]
<Start material> 10ng fragmented mouse genome DNA (n=9)
<KA%PA library preparation kit> End-repair, dA-tail, adaptor ligation
<KAPA real-time library amplification kit> Determination 0f PCR GYCI «----sseeeeesssssssssssissssssss s (1
<KAPA library amplification kit> PCR enrichment
<Relsulted Library DNA> Quantified by pico-green Average: 73.844.8 ng, CV: 0.066 «+«w-weeoerrmrsmmsnienienies 9,9
<Quantified by gqPCR> 1ng Library DNA / gene locus (n=9) Detected 8 gene locus (A-H)
<KP%PA library quantification kit> Final QC
<Miéeq Run> SE50bp
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[LIMprep Workflow]

<Start material>

1
<KAPA library preparation kit>

<KAlPA real-time library amplification kit>

4
<KAPA library amplification kit>

<Relsulted Library DNA>

I
<Quantified by gPCR>

<KAPA library quantification kit>
1

<MiSeq Run>

10ng fragmented mouse genome DNA (n=9)

End-repair, dA-tail, adaptor ligation

Determination of PCR cycle

PCR enrichment
Quantified by pico-green Average: 73.8+4.8 ng, CV: 0.066

1ng Library DNA / gene locus (n=9) Detected 8 gene locus (A-H) o (4]
Final QC
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<MiSeq QC>

CV average = 0.07
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<Quantified by gqPCR>
1ng Library DNA / gene locus (n=9) Detected
8 gene locus (A-H)
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<KAPA library quantification kit>
<MiSeq Run>
SE50bp
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