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NGS - Illumina sequencing platforms Single-cell analysis
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High Output v4 mode or Rapid High or Mid Output 50-300bp reads, single or paired end
* 50-125bp reads, single or paired-end * 20-150bp reads, single or paired-end * Up to 7 Gigabases per run FACS sorted single cells analysis in 96- or 384-well plates and library preparation using nanoliter
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run of a RNA-seq pool of 12 libraries. - Biomek Fx robot Selected clones can be picked and cultured on demand.

* Fluidigm Access Array system

Bioinformatics and Computing Support
« RNA-seq library prep using NEB kits § 53335353333
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* DNA-seq library prep using NEB kits FU) A We work closely with the LMS Computing and Bioinformatics group for data management and analysis.
* ChIP-seq library prep using NEB kit = B lxz ) ’H.\ + NGS data processing and analysis - QC, demultiplexing, alignment and downstream analysis.
- Amplicon-seq using PCR = 04— /N e . : : : . _

P | q g - LA LI ST R AL Dedicated Isilon File store for NGS data storage and data archiving at Imperial HPC
 Other applications on demand . . LMS Bioinformatics contacts: Mahdi Karimi, Marian Dore, Gopu Dharmalingam, Sanjay Khadayate, Yi-Fang Wang
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