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UpSPLAT a method for cost-effective, large-scale
pooled sequencing library preparation applicable to
diverse sample types

Background Alm | upSPLAT method:
While the cost for short-read At the Genomics Platform we see a
seguencing continues to decrease, major need for Iimproved cost-
the cost of Ilbrary prepar_atlon efflc:lent,_scalable _Ilbrary Barcoding & Pooling
before sequencing remains preparation. To this end we are "
constant. For smaller genomes we developing ultra-pooled SPLAT V In house developed library prep
are already at the point where the (UpSPLAT) a flexible, low-cost (SPLAT)
cost for library prepargtlon library preparatlc_)n workflow for V Minlaturizetion
exceeds the sequencing cost. pooled sequencing of large
Consequently, fo_r research numbers_ of barcoded_ samples._The V Aurtomation
projects comprising large method Is an adaptation of the In
numbers of samples, library house developed ‘Splinted Ligation
preparation becomes very Adapter Tagging’ library prep
expensive. technique.
1 3
SAMPLES - o [ = e >
£ 000000000000000000000000 Z 9 - -= i
g ppssmmmmAEE g =2\ — = =
(3355 (351 issssssasssssssssassssses ] —
o3 aa o | — a
o o) " TADNA ligase o N_—
= al g NovaSeq
************ O . , , 5‘ A4 Z
............ 8:) Barcoding & 5-end adapter tagging < O
--------- <{| ™= Adapter sequence = PCR amplification + indexing Z Fastq ||
| = mm= Sample barcodes (n=24-384) 3 _ % file
L POOL n samples all — — o
DNA in 384-well plates Vv L= — % /Y
— upSPLAT library Sample demultiplexing

Figure 1 Graphical outline of the upSPLAT workflow. 1) DNA in 384-well plates is subjected to enzymatic fragmentation. 2.) A sample barcode
and a P5 adapter sequence is introduced for every sample. 3) Samples are pooled and (P7) adapter ligation and PCR Is carried out in a bulk
reaction. 4) Sample de-multiplexing is performed prior to delivering data to the platform user.
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