Technical specification of LGCMRNA Loop Seq Transcriptome 24-plex kit listed in Call for Proposal #SZTE/2019/PB09708


Assay time 8,5 hours
Hands-on time 2,5 hours
Mechanism of action: synthetic long-read sequencing
Multiplexing: allows for 8 samples to be processed in one tube
Input quantity 10ng of total RNA
Category: transcriptome 
System compatibility HiSeq2500, HiSeq3000, HiSeq4000, NextSeq, NovaSeq, MiSeq, MiniSeq
Nucleic Acid Type: RNA
Method: 2X150 Paired End (PE) Sequencing
Specialized Sample types Eukaryotic sample
Technology: assembly of a synthetic long reads form short reads
Automaton capability: yes   
Barcoding: every sample is exposed to millions of unique barcodes, but only one barcode attaches per strand of DNA.
Amplification: every molecule, along with its unique barcode, is amplified using PCR.
Distribution: each copy of the amplified DNA has the barcode randomly distributed to a different location. 
Sequencing: sequence the segment next to each barcode
Assembly. Short reads that share the same barcode are combined algorithmically into a full-length molecule using linkedread de novo assembly
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