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Recap of Day 2

IEDB-3D 2.0: Visualizing
Structures in the IEDB

Dr. Marcus Mendes
Bioinformatics Postdoctoral Researcher
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\‘ IMMUNE EPITOPE DATABASE
‘» AND ANALYSIS RESOURCE

Structure Tools: LYRA & SCEptRe

Dr. Paolo Marcatili oo
DTU Associate Professor >

Structure Tools

& LYRA (Lymphocyte Receptor Automated Modelling):

The LYRA server predicts structures for either T-Cell Receptors (TCR) or B-Cell Receptors (BCR)
Framework templates are selected based on BLOSUM score, and complementary determining re
needed based on a canonical structure model and grafted onto the framework templates.

& SCEptRe: Structural Complexes of Epitope Receptor

SCEptRe |Provides weekly L;pdated, non-redundant, user customized benchmark datasets with ir
features for receptor-specific epitope predictions. This tool extracts weekly updated 3D complex
and MHC-ligand from the Immune Epitope Database QIEDB) and clusters them based on antiger
generate benchmark datasets. Users can customize structural quality and clusteringdparameters

antigen or epitope sequence identity) to generate these datasets based on their nee
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IEDB Query API (IQ-API)

Dr. Jason Greenbaum
Bioinformatics Core Director

@ Swagger. https://query-api.iedb.org/docs/swaggerfiedb_api.json

EDB Query API (IQ-API) ®

hipsiquery

for IEDB queries. can be found here.

NOTE: PostgREST search operators MUSTbe used for all queries.

PostgREST Documentation
‘Schemes

Introspection
IR 1 ovenon coscripion this document)

antigen_search

q Alistof L source_antigen_ir. X . ids, tcel_search on tcell_ids, beell_search on beell_ids,
IEGEI /ontioen_search oo L0 e oo souohon b rocop. o i 5 S oh 1, e Fou o, el

v

rence_search on reference_ids
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% Los Alamos

NIH Resources for Researchers: The LANL HIV Databases

Dr. Elizabeth-Sharon Fung Jennifer Macke
Annotator, Editor Research Technologist

HIV Molocular Immunology Database Search
HIV sequence database

CTLCDS+ Search

DATABASES  SEARCH ALIGNMENTS  TOOLS. PUBLICATIONS  GUIDES.

Databases Search Tools Products Publ
HIV Molecular Inmunology Database

News Archive

Search Interfaces
Note: news releases from the LANL HIV Databases are available as RSS feeds.
o « CTLICDS+
Variant Visualizer » T-Helper/CD4+
Variant Visualizer is a new tool that provides new options and output styles for visualizing variants in an + Antibody
alignment of nucleotide or protein sequences. The tool is similar to Highlighter, but the Variant Visualizer has
more options for refining the graphical output. The output can be refined interactively without rerunning the + Patient Search =
tool. 21 July 2021
1Y Immunology Database JSON API Database API R
A ation - Application Programming Interface) is now available for the HIV
Molecular Immunology Database to retrieve curated epitope and related data from the database in JSON e
format, as an alternative to the existing HTML format. It is ully documented via OpenAPI and allows the » 4G
contents of the HIV to d L may be automated for * AP Guide PDF SRR ——
multiple searches and extracted data may then be manipulated with the user’s choice of programming + API Reference
language. 19 March 2021 + APl Reference (ReDoc) = —
HIV Molecular Immunology 201819 + API Reference (JSON) =
H (ogy 2018-19 s now ‘The PDF version is hypertext enabled and features
clickable table-of-contents, indexes, references and links to external web sites. 14 September 2020 s
https://www.hiv.lanl.gov/mojo/immunology/index - T
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The Cancer Epitope Database
and Analysis Resource (CEDAR)

4 IMMUNE EPITOPE DATABASE
‘-‘ 7 AND ANALYSIS RESOURCE

_EDAR

Dr. Alessandro Sette

Principal Investigator

Home

‘Special

d Searchos  Ana

Resource

Heip wors CEDAR

CEDAR Prostate Cancer Meta-

analysis

0 o

Wany fetures are ot fully

up o date. lease cmal your feadback or comment to edar@11org,

Welcome

The Cancer Eptope Database and Ansyss

funded by NIAD, and houses spicpe data on

START YOUR SEARCH HERE Epitope Analysis Resource
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Dr. Alessandro Sette

Principal Investigator
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Post-Event Details

You will receive a post-event
email next week

| 1

Workshop recording will be
shared with you

All presentations will be
shared with you

Vo SurveyMonkeyr

Participation certificates will
be provided upon request
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Post-event feedback survey
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IEDB Analysis Resource

Overview T Cell Tools B Cell Tools Analysis Tools Tools-API Usage Download Data

Epitope Prediction and Analysis Tools

Welcome to the Immune Epitope Database Analysis Resource. This site provides a
collection of tools for the prediction and analgss of immune epitopes. It serves as a
companion site to the Immune Epitope Database (IEDB) , a manually curated database
of experimentally characterized immune epitopes.

The tools contained fall into the following categories:

T Cell Epitope Prediction Tools
This set of tools includes MHC class | & Il binding predictions, as well as peptide
processing predictions and immunogenicity predictions.

B Cell Epitope Prediction Tools
The tools here are intended to predict regions of proteins that are likely to be
recognized as epitopes in the context of a B cell response.

Analysis Tools
The epitope analysis tools are intended for the detailed analysis of a known epitope
sequence or group of sequences.

Process Overview and
Database

~\
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Analysis Resource — Processing
& Prediction Tools

<

__EDAR

Cancer Epitope Database and Analysis Resource

Los Alamos

NATIONAL LABORATORY

Specialized Topics — 3D
Structures, Cancer, HIV

10



QA
Additional Questions?

Email us at help@iedb.org



T

Thank you!

We appreciate your time and interest in the IEDB!
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