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Introduction

* NGS being implemented widely
« Challenge: Handling of high resolution results in a clinical laboratory

* Manual data processing has significant risk of human error

 Important to implement an appropriate LIMS for HLA laboratories

* LIMS emphasis on interoperability (fully-connected LIMS)
. L{M)S vendor commitment to interface with multiple NGS filetypes (JSON, HML, XML,
etc.

« Seamless integration of different workflows
* Both NGS & LIMS vendor must support flexible & adaptive workflows
* The study confirmed lab’s current workflow can be achieved with mTilda & Holotype

 LIMS validation

2 levels of validation: procedural validation &SOP-driven workflow validation) and data
integrity validation (validation of discrete-data elements for high resolution typing as
well as valid nomenclature)
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Holotype HLA NGS Workflow
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Result Review and Allele Assignment in
HLA Twin
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Data Export and File Structure in HLA

Twin
JSON Export Wizard in HLA Twin

H Export genotyping results

| Export options |

Export format 2 HL POF JSON

Output folder Jusers/Holoytpe-NGS/Desktop

-

JSON file format

r

Viewer Text

Paste Copy Format Remove white space | Clear | Load JSON data

"sampleName": "1-1-DATE-1",
"analysisRunName™: "PM-20198214S5-27_S3_L0@1_R1_©91_20819-02-20_22-98-23",
"analysisDate": "Feb 20, 2019 10:03:38 PM",
"executedBy": "Renata Santos@FAS",
"approvedBy": "Not approved”,
"sampleComment"”: "No comment available”,
"genctypes": [
{
"gene": "HLA-A",
"genotype”: "81:81:91:91+68:082:01:01",
"genotypeGGroup”: "91:91:01G+68:92:01G",
"genotypePGroup”: "91:91P+68:02P"

3
{
"gene": "HLA-B",
"genotype": "08:081:01:01+53:81:01\n@8:01:91:082+53:01:081",
"genotypeGGroup”: "98:01:01G+53:91:21G\n@8:81:01G+53:81:01G",
"genotypePGroup”: "98:91P+53:91P\n@38:91P+53:01P"
Iy
{
"gene": "HLA-C",
"genotype”: "84:81:91:91+07:01:01:01\nB4:01:01:01+07:81:91:93\nB4:91:91:01+07:¢
"genotypeGGroup”: "94:91:01G+97:91:01G\n@4:81:01G+07:81:91G\n94:91:91G+07:91:0]
"genotypePGroup”: "94:91P+B7:91P\n04:01P+07:01P\n@4:01P+07:91P\n24:91P+07:91P\r
3
{
"gene": "HLA-DPA1l",
"genotype": "01:03:01:02+02:82:92:04",
"genotypeGGroup”: "91:93:01G+92:02:02G",
"genotypePGroup"”: "91:03P+B2:02P"
Iy
{

"gene": "HLA-DPB1",

"genotype”: "01:81:91:94+04:81:01:01",
"genotypeGGroup”: "91:91:01G+94:91:01G",
"genotypePGroup”: "91:91P+24:91P"
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Virtual Crossmatch Application
with data-rich graphing and
reporting. Configurable MFI
cutoffs and automatic patient
loading.
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NGS Import

NGS Import allows for quick
import of NGS data into your
mTilda database.

Project Management

Connect to the mTilda project
management system BaseCamp
to track progress on active

projects within your laboratory.
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PRA Calculator

The cPRA calculator
application.

ay ~
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mTilda Courses

Access our learning
management system for
instructional courses and

training at your own pace.

mTilda Apps

Unos Uploader

Review and modify recipient

antibodies and upload to UNOS.

Supports automatic patient
loading, and antibody filtering.

A

Knowledge Base

Search our knowledge base of
articles and troubleshooting
tips to find answers to

commonly asked questions.

NMDP

NMDP Uploader provides easy
completion and upload of
NMDPs form 22 and form 117.
Automatic patient loading and
one-click test selection. Also

supports manual mode.

Downloads

Download the mTilda LIMS
client installer and other mTilda
software.
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Test Result

Detalls
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Patient
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