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HLA-SuBiTo NGStype®

The perfect solution for your
high resolution HLA typing

HLA-SuBiTo NGStype® uses Next-
Generation-Sequencing for high
resolution HLA typing of up to 11 loci
and many samples in parallel.

It features an easy workflow with
long-range PCR, fragmentation with
library preparation, and can run on
any lllumina NGS system. The collected
data is automatically analysed on the
convienient and powerful NGStype®
Software.

Coverage of all relevant 11 HLA loci

The workflow

Long-Range PCR

Pooling & Purification

Fragmentation, End prep.,
Adaptor Ligation

Size selection
Final PCR & Purification

Final Preparation &
Run on Sequencer

Data analysis
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NGStype® Software

High resolution results with the Coverage plot
Sample and loci ability to switch ambiguities with indicator
overview with color from allele strings to P-/G- for heterozygous
coding for analysis groups summary with positions and contigs.

status. a simple double-click.
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Concise information on report
Result
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= Advantages of HLA-SuBiTo NGStype®

High resolution HLA typing
11 loci, 7 loci, and 6 loci versions
Many samples in parallel

Long-Range PCR with multiplexed reactions
.' Fragmentation: ~400 bp per fragment
‘ Paired-end reads: 2*150 bp

Works with all lllumina platforms

HLA-SuBiTo NGStype®  HLA-SuBiTo NGStype®7  HLA-SuBiTo NGStype®

6 loci loci 11 loci
Article No.: 002 097 024 002 098 024 002 099 024
Sample/Kit 24 24 24
. Multiplexes 2 2 3
L HLA-A . . .
HLA-B . . .
il HLA-C 5 - -
HLA-DPA1 .
HLA-DPB1 . . .
HLA-DQA1 . .
HLA-DQB1 . . .
HLA-DRB1 . . .
HLA-DRB3 . -
HLA-DRB4 . >
HLA-DRB5 . 8
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