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General product features

m Powerful all-in-one solution for robust high-through-
put variant detection and interpretation (mapping,
alignment, variant calling, QC-filtering, visualisation,
filtering and data interpretation)

m Compatible with all common sequencing platforms

m User-friendly graphical interface with all necessary
information and results in one screen

m Easy navigation in the sequence, moving to points of
interest by a single click

m Patient-based work flow: automatic joining of result
files to patient-related orders

m Collection of patient data independent of input format
and SEQUENCE PILOT module in one order

B Technical and medical validation, secured by the user
rights management

m Detailed and customisable analysis reports

B Available as single and multiple user application

B Runs on Linux and Windows server systems (32 and
64 bit)

m Efficient use of all available computing resources by
parallel data analysis on multiple cores and computers

B Automated data import (ListenMaster) and export
(TalkMaster) to LIMS systems

A customer-oriented company with customised
solutions developed individually for your needs

JSI medical systems GmbH, the market leader in the field
of DNA sequence analysis is a software company with
decades of experience in developing software in the field
of clinical diagnostics. The company philosophy is to place
customer satisfaction at the core of each of its business
decisions. Thus competent support, availability, short
response times, intensive on-site or online trainings and
the implementation of customer demands are only some

of JSI's key strengths.

Discover the convenient and
powerful SEQUENCE PILOT
software modules!!!

Convince yourself of the benefit of the SEQUENCE PILOT
modules by analysing your own data or demo data
provided on our homepage.

Free trial licenses + software introduction (WebEx session)
are available upon simple request.

www.jsi-medisys.com

JSI medical systems GmbH

phone: +49-7822-440150-0
fax: +49-7822-440150-20
mail: mail@jsi-medisys.com

JSI medical systems Corp.
c/o AugustinPartners LLC
300 East 42nd Street, 14th FL
New York, NY 10017

phone: +49-7822-440150-0
fax: +49-7822-440150-20
mail: mail-us@jsi-medisys.com
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SEGQPATIENT

Sanger Sequencing

SEQNEXT

Next Generation Sequencing
USA

SEQHLA

SBT Sanger Sequencing

SEQNEXT-HLA

SBT Next Generation Sequencing

medical

systems IVILPA®

Multiplex Ligation-dependent Probe Amplification
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The utilisation of the SEQUENCE PILOT software as stand-alone tool or as a

seamlessly integrated part of existing analysis pipelines, allows you to address

current and future challenges related to the understanding, integration and use

SEQNEXT

of biomedical and clinical diagnostic data. These challenges include the need
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