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Motivations: Why a redesign?

Site navigation needs improvement

No linkage between/among current tools
Inconsistencies among tools

Outdated layout and aesthetics

We can do better!

2022 IEDB User Workshop



What is the vision?

. A complete re-thinking of the user experience
Users should feel at home and have immediate understanding
Power users should be able to perform complex workflows

- Emphasis on:
- Navigation
Simplicity
Consistency
Integration
Speed

- Drawing upon familiar paradigms
REST APIs
JSON
Jupyter

2022 IEDB User Workshop



Live demo!

AR 3.0 prototype:
https://iedb-ar-prototype-deuv.lji.org

2022 IEDB User Workshop



Plans and timeline

. Other planned features
« APl access packages
 Parity with standalone tools
« Curated pipelines
- High performance cluster backend and queuing system

. Key dates
« Cluster backend and beta release — Early 2023
« Remaining tools to follow

2022 IEDB User Workshop



IEDB AR Redesign Team

Lead developers
Front end: Kevin Kim
Back end: Zhen (Jason) Yan

Core contributors
Haeuk Kim
Brendan Ha

Anais Gambiez

Team lead
Jason Greenbaum

Project owner
Bjoern Peters
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UI/UX consultants
Ali Haskins-Lisle
Joe Gabbard

Project management
Nina Blazeska

Additional contributors
Morten Nielsen

Michael Talbott

Dan Marrama



Backup API slides
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Complex jobs with simple API calls
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‘/mhci’ endpoint allows for multiple
predictors and returns request ID

POST

"input_sequence_object_id": "", SUCCQSS!@R@
"input_peptide_object_id": "",
"input_sequence_text": ">LCMV Armstrong, Prof
"alleles": "HLA-A%02:01,HLA-Ax03:01",
"lengths": "8,9,10,11",

“"predictors": [

{

{
"request_id": i
"results_uri": "https://api.iedb.org/get_results/1580506465",
"data": {
"allele_list_id": 1
"sequence_list

"type": "binding",
"method": "smmpmbec"
I
{

“object/1580506468"
object/1580506469",

"type": "binding",
"method": "smm"

b
g

"type": "processing",
"method": "immuno",
"max_precursor_extension": 2,

"alpha_factor": 2

{

"request_id": 1580506465,

Yerror”: [
""'sequence 2 contains X in postion 56",
"allele name 'HLA-S-8282' is invalid"

"type": "immunogenicity",
"position_to_mask": "2,5,9"

2022 IEDB User Workshop 10



Request status and results retrieved
through ‘get_results/’ endpoint

r
Wa|t|ng--- Em "results_u api.iedb.org/get_results/15808506465",
"warning": '
“error":
"status": "completed",
“results": {
"columns": [

“results_u ://api.iedb.org/get_results/1580506465",
"warning
"error": “
"status": "queued",
"results": {}

"source" ’
at", "source": "binding.smm", "
"float", "source": "binding.sm
", "source": “core", "sort_or

]

r
"peptide_table": [

"GQIVTMFEA",
"VTMFEALPH",
"QIVTMFEAL",
"INTMFEALP",
"VTMFEALPH'
"IVIMFEALP",
"MGQIVTMFE"
"QIVTMFEAL'
"GQIVTMFEA'
"MGQIVTMFE'

-

"request_id": By
"results_uri": "https://api.iedb.org/get_results/1580506465",
"warning": "",

"erro "Execution failed for unknown reason. If the issue pg
"status": "error",

"results": {}

]!

"allele_confidence_score":

{"allele": "HLA-A%083:01", "netmhcpan_confidence":

2022 IEDB User Workshop 11



Backup Screenshots Below

2022 IEDB User Workshop
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AND ANALYSIS RESOURCE

e" IMMUNE EPITOPE DATABASE

Welcome to the Immune Epitope Analysis Resource!

As a companion site to the Immune Epitope Database (IEDB), this site provides a collection of tools for the prediction and analysis of
AR v2.21 Release Notes immune epitopes.

Publication
New User? Learn to use the website here!

T Cell Prediction

Predicts binding affinity between T cells and MHC E
User WorkshopNov 7-8
Antibody SocietyDec 9-13
AAAAI 2020Mar 11-15
AAl 2020May 13-16

Type/paste/drag a sequence into this box or click 'Run’ to use the example sequence:

>SARS2 spike glycoprotein
MFVFLVLLPLVSSQCVNLTTRTQLPPAYTNSFTRGVYYPDKVFRSSVLHSTQDLFLPFFSNVTWFHAIHVSGTNGTKRFDNPVLPFND
GVYFASTEKSNIRGWIFGTTLDSKTQSLLIVNNATNVVIKVCEFQFCNDPFLGVYYHKNNKSWMESEFRVYSSANNCTFEYVSQPFL
MDLEGKQGNFKNLREFVFKNIDGYFKIYSKHTPINLVRDLPQGFSALEPLVDLPIGINITRFQTLLALHRSYLTPGDSSSGWTAGAAAYY

MHC Allele(s) Ex: HLA-A*02:01 n .

[ AP ]
B Cell Prediction

[ Benchmarking ] Predicts antibody epitopes from protein sequences

[ Downloads ]

2022 IEDB User Workshop



AND ANALYSIS RESOURCE

ﬁ' IMMUNE EPITOPE DATABASE

1

T Cell Prediction - Class | B A{% a ®

| Download Tools Cite
Input Sequence(s)

>SARS2 spike glycoprotein
MFVFLVLLPLVSSQCVNLTTRTQLPPAYTNSFTRGVYYPDKVFRSSVYLHSTQDLFLPFFSNVTWFHAIHVSGTNGTKRFDNPYLPFNDGVYFASTEKSNIIRGWIFGTTLDSKTQSLLIVNNAT
NVVIKVCEFQFCNDPFLGVYYHKNNKSWMESEFRVYSSANNCTFEYVSQPFLMDLEGKQGNFKNLREFVFKNIDGYFKIYSKHTPINLVRDLPQGFSALEPLVDLPIGINITRFQTLLALHRSYL
TPGDSSSGWTAGAAAYYVGYLQPRTFLLKYNENGTITDAVDCALDPLSETKCTLKSFTVEKGIYQTSNFRVQPTESIVRFPNITNLCPFGEVFNATRFASVYAWNRKRISNCVADYSVLYNSAS
FSTFKCYGVSPTKLNDLCFTNVYADSFVIRGDEVRQIAPGQTGKIADYNYKLPDDFTGCVIAWNSMNNLDSKVGGNYMNYLYRLFRKSNLKPFERDISTEIYQAGSTPCNGVEGFNCYFPLQSYG
FQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCVNFNFNGLTGTGVLTESNKKFLPFQQFGRDIADTTDAVRDPQTLEILDITPCSFGGVSVITPGTNTSNQVAVLYQDVNCTE
VPVAIHADQLTPTWRVYSTGSNVFQTRAGCLIGAEHVNNSYECDIPIGAGICASYQTQTNSPRRARSVASQSIIAY TMSLGAENSVAYSNNSIAIPTNFTISVTTEILPVSMTKTSVDCTMYICGD
STECSNLLLQYGSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPPIKDFGGFNFSQILPDPSKPSKRSFIEDLLFNKVTLADAGFIKQYGDCLGDIAARDLICAQKFNGLTVLPPLLTDEMIAQ
YTSALLAGTITSGWTFGAGAALQIPFAMQMAYRFNGIGVTQNVLYENQKLIANQFNSAIGKIQDSLSSTASALGKLQDVVNQMAQALNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQIDRLI
TGRLQSLQTYVTQQLIRAAEIRASANLAATKMSECVLGQSKRVDFCGKGYHLMSFPQSAPHGVVFLHVTYVPAQEKNFTTAPAICHDGKAHFPREGVFVSNGTHWFVTQRNFYEPQIITTDN

r

1sequence, 1,273 aa

Prediction Parameters
Peptide Length(s) 8 9 10 1 12 13 14 15 A
° as-Is
MHC Allele(s) Ex: HLA-A*02:01
HLA-A*02:01 &
1 allele(s)

Prediction Model(s)

2022 IEDB User Workshop
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Prediction Model(s)

MHC-I Binding

Peptide Table NetMHCpan Allele Distance

Show 50 v rows

seq# peptide <7
1 YLQPRTFLL
1 VLNDILSRL
1 TLDSKTQSL
1 RLOSLQTYV

1 KIADYNYKL

Prediction Method

IEDB recommended 2020.04 (NetMHCpan EL 4.1)

1to 50 of 1,265 rows

peptide length <7

2022 IEDB User Workshop

Sequence Table

&

Download

start v

Add Another Prediction ~

¢ )
Reset Table Display Columns  Save Table State
Previous 2 3 4 5 .. 26 Next
end 7 allele 7 netmhcpan_el core 7 netmhcpan_el icore ¢ netml|
269 277 HLA-A*02:01 YLQPRTFLL YLOPRTFLL
976 984 HLA-A*02:01 VLNDILSRL VLNDILSRL
109 117 HLA-A*02:01 TLDSKTQSL TLDSKTQSL
1000 1008 HLA-A*02:01 RLOSLQOTYV RLOSLOTYV
417 425 HLA-A*02:01 KIADYNYEL KIADYNYKL

15



T Cell Prediction - Class | 3 & & &

Docs APl Download Tools Cite
Input Sequence(s)

>SARS2 spike glycoprotein Download as: FASTA

MFVFLVLLPLVSSQCVNLTTRTQLPPAYTNSF . - IS LHVSGTNG
NVVII{VCEFQFCNDPFLGVYYHKNNKSWMESEFRVYSBANNCTFEYVSGPFLMDLEGK{}GNFI{NLREFVFI{NID
TPGDSSSGWTAGAAAYYVGYLQPRTFLLKYNENGTITDAVDCALDPLSETKCTLKSFTVEKGIYQTSNFRVQPTES
FSTFKCYGVSPTKLMDLCFTNVYADSFVIRGDEVRQIAPGQTGKIADYNYKLPDDFTGCVIAWNSNNLDSKVGGN
FQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCYNFNFNGLTGTGVLTESNKKFLPFQQFGRDIAD
VPVAIHADQLTPTWRVYSTGSNVFQTRAGCLIGAEHVNNSYECDIPIGAGICASYQTQTNSPRRARSVASQSIIAYT
STECSNLLLQYGSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPPIKDFGGFNFSQILPDPSKPSKRSFIEDLLF
YTSALLAGTITSGWTFGAGAALQIPFAMQMAYRFNGIGVTQNVLYENQKLIANQFNSAIGKIQDSLSSTASALGKL(
TGRLQASLQTYVTQQLIRAAEIRASANLAATKMSECVLGQSKRVDFCGKGYHLMSFPQSAPHGVVFLHVTYVPAQ!

>SARS2 spike glycoprotein

MFVFLVLLPLVSSQCVNLTTRTQLPPAYTNSFTRGVYYPDKVFRSSVLHSTQDLFLPFFSNV
TWFHATHVSGTNGTKRFDNPVLPFNDGVYFASTEKSNIIRGWIFGTTLDSKTQSLLIVNNAT
NVVIKVCEFQFCNDPFLGVYYHKNNKSWMESEFRVYSSANNCTFEYVSQPFLMDLEGKQGNF
KNLREFVFKNIDGYFKIYSKHTPINLVRDLPQGFSALEPLVDLPIGINITRFQTLLALHRSY
LTPGDSSSGWTAGAAAYYVGYLOPRTFLLKYNENGT ITDAVDCALDPLSETKCTLKSFTVEK
GIYQTSNFRVQPTESIVRFPNITNLCPFGEVFNATRFASVYAWNRKRISNCVADYSVLYNSA
SFSTFKCYGVSPTKLNDLCFTNVYADSFVIRGDEVRQIAPGQTGKIADYNYKLPDDFTGCVI
AWNSNNLDSKVGGNYNYLYRLFRKSNLKPFERDISTEIYQAGSTPCNGVEGFNCYFPLQSYG
FQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKS TNLVKNKCVNFNFNGLTGTGVLTESNKK
FLPFQQFGRDIADTTDAVRDPQTLEILDITPCSFGGVSVITPGTNTSNQVAVLYQDVNCTEVY
PVAIHADQLTPTWRVYSTGSNVFQTRAGCLIGAEHVNNSYECDIPIGAGICASYQTQTNSPR
RARSVASQSIIAYTMSLGAENSVAYSNNSIAIPTNFTISVTTEILPVSMTKTSVDCTMYICG
DSTECSNLLLQYGSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPPIKDFGGFNFSQIL
PDPSKPSKRSFIEDLLFNKVTLADAGFIKQYGDCLGDIAARDLICAQKFNGLTVLPPLLTDE
MIAQYTSALLAGTITSGWTFGAGAALQIPFAMQMAYRFNGIGVTQNVLYENQKLIANQFNSA
IGKIQDSLSSTASALGKLODVVNQNAQALNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQ

IDRLITGRLOSLQTYVTQQLIRAAEIRASANLAATKMSECVLGOSKRVDFCGKGYHLMSFPQ
SAPHGVVFLHVTYVPAQEKNFTTAPAICHDGKAHFPREGYFVSNGTHWFVTQRNFYEPQIIT
TDONTFVSGNCDVVIGIVNNTVYDPLQPELDSFKEELDKYFKNHTSPDVDLGDISGINASVVN
IQKEIDRLNEVAKNLNESLIDLQELGKYEQY IKWPWYIWLGFIAGLIAIVMVTIMLCCMTSC
CSCLKGCCSCGSCCKFDEDDSEPVLKGVKLHYT

2022 IEDB User Workshop
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Prediction Parameters

Pepticde Length(s) B 6

LI a n 1 o L] L noan L) A o N L LA

"alleles": "HLA-Ax02:01",
"peptide_length_range": [

"predictors": [

{
"type": "binding",
"method": "netmhcpan_el"

2022 IEDB User Workshop 17



© & )

B
Docs Pl Download Tools Cite

T Cell Prediction - Class |

Input Sequence(s)

>0i|9626686|ref[NP_059433.1| polyprotein [Dengue virus 1]
MNNQRKKTGRPSFNMLKRARNRVSTVSQLAKRFSKGLLSGQGPMKLVMAFIAFLRFLAIPPTAGILARWG
SFKKNGAIKVLRGFKKEISNMLNIMNRRKRSVTMLLMLLPTALAFHLTTRGGEPHMIVSKQERGKSLLFK
TSAGVNMCTLIAMDLGELCEDTMTYKCPRITETEPDDVDCWCNATETWVTYGTCSQTGEHRRDKRSVALA
>0i|319748454|gb]ADV71219.1| polyprotein, partial [Dengue virus 2]
MNNQRKKARSTPFNMLKRERNRVSTVQQLTKRFSLGMLQGRGPLKLFMALVAFLRFLTIPPTAGILKRWG
TIKKSKAINVLRGFRKEIGRMLNILNRRRRTAGVIIMLIPTAMAFHLTTRNGEPHMIVGRQEKGKSLLFK
TEDGVNMCTLMAIDLGELCEDTITYKCPLLRQNEPEDIDCWCNSTSTWVTYGTCTTTGEHRREKRSVALY
>qi[163644369|ref|YP_001621843.1| polyprotein [Dengue virus 3]
MNNQRKKTGKPSINMLKRVRNRVSTGSQLAKRFSKGLLNGQGPMKLVMAFIAFLRFLAIPPTAGVLARWG

Prediction Parameters

Peptide Length(s) 8 9 10 1 12 13 14

MHC Allele(s) Ex: HLA-A*02:01 Allele Finder

HLA-A*02:01 & HLA-A*01:01 &

2022 IEDB User Workshop

o

4 sequence, 840 aa

15

as-is

2 allele(s)

18



Prediction Method

MHC-I Binding SMMPMBEC

Prediction Method
ComblLib_Sidney2008

MHC-I Binding

Positions To Mask

1,2,C Terminal (Default)

Class | pMHC Immunogenicity

Prediction Method

MHC-I Processing I NetCTLpan

Weight on C terminal cleavage

Weight on TAP transport efficiency

Percentile Rank Threshold

0.225
0.000 0.500
0.025
0.000 0.500
10
0.0 50.0

1.000

1.000

100.0

2022 IEDB User Workshop
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Reset Cancel Run

1. allele HLA-A*01:01 is not available for method comblib_sidney2008

' Calculating results, please wait... Click here to receive email.

e (=] il L
Downlpad  ResetTable Display.Columns  Save Tabie State

Show 10 v irows 11010 of 1616 rows. Previous - 2|3 4 B|. W2 Neat
seq# 7 peptide 57 peptide length 7 start end allele 7 median binding percentile 7 ) ©  combiib_sidney2008 score 7 €} ©  comblib, L score 7 @B © smmpmbec percentil

2 NETSTWVTY ] 183 191 HLA-A*01:01 0.3 119.4626

4 TLLCLIPTV [l 103 111 HLA-A*02:01 0.4 0.0000 0.5 10,2503

3 CLMMILPAR ] 104 112 HLA-A*DZ:01 1.15 0.0000 1.8 25,7887

1 LVMAFIAFL 9 4 54 HLA-A*D2:01 1,15 0.0000 1.8 24,4023

3 LVHAPIAFL L] a6 54 HLA-R402:01 1.15 0.0000 1.8 24,4023

4 NLESTHVMY 9 182 190 HLA-A*01:01 1.2 1192.3946

4 LTSTWVHYS L] 183 191 HLA-A*D1:01 1.3 1347.1625

2 LLFETEDGY 4 137 145 HLA-A*02:01 1.55 0.0000 1.5 95,1546

1 BATETHVTY 3 183 191 HLA-A*01:01 1.6 1659.8868

mmpmbec score 7 @) ° e [ score 5 @) . NetCTLpan cleavage prediction scere MetCTLpan combined score 7 @ .  NetCTLRan MHC score 7 NetCTLpan percentile rank 57 HNetCTLpan tap score <7

319.4626 0.3 0.14996 0.97363 0.69204 0.39500 0.30 2.95900
10.2903 0.3 0.06995 0.95595 1.09626 D.87200 0.10 0.36700
25.7887 0.5 =-0.10104 0.06596 0.58974 0.58600 4.00 =0.44400
24.4023 0.5 0.32307 0.59128% 1.028%7 0.79200 0.15 1.26300
24.4023 0.5 0.32307 0.91289 1.02897 0.79200 0.15 1.26300

1192,3946 1.2 0,02468 0.97687 0.53725 0., 24400 0,80 2,93800

1347.1625 1.3 0.085956 0.25092 0.18856 0.15500 32.00 =1.27600
95_1546 1.6 -0.00843 0.49290 0.72950 0.60600 2.00 0.50400

1699.8868 1.6 0.41718 0.97826 0.47738 0.18300 1.50 2.97100

1821.4615 1.7 0.27052 0.25266 0.14195 0.11700 50.00 -1.27600

2022 IEDB User Workshop
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Pipeline Name and Email

Add or change the pipeline title and email address and we will send you an email when your job has
finished.

Pipeline Name workshop demo

Email jgbaum@lji.org

2022 IEDB User Workshop
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median binding percentile 7 o *  comblib_t

01 Sort A=>Z
11 Sort Z=2A
D1 Min:
11 0.30
Max:
01 R
10000 3 |
L Clear OK
01 ———
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Select Columns to Display X

Core

seq # the index of sequence

peptide peptide sequence
peptide length The length of peptide
start The peptide's starting point from the sequence
end The peptide’s stop point from the sequence
allele one of two, or more, forms of a given gene variant

peptide index the index of peptide

Binding
median binding percentile The median percentile rank of binding predictions

Binding Comblib_sidney2008

comblib_sidney2008 score binding prediction score which indicates binding affinity
comblib_sidney2008 percentile The percentile rank generated by comparing the peptide's IC50 against
those of a set of random peptides from SWISSPROT database
Binding Smmpmbec

smmpmbec score  binding prediction score which indicates binding affinity
smmpmbec percentile The percentile rank generated by comparing the peptide's IC50 against those of a set
of random peptides from SWISSPROT database
Immunogenicity

immunogenicity score The higher score indicates a greater probability of eliciting an immune response.
Processing Netctlpan

NetCTLpan cleavage prediction score

NetCTLpan combined score This score combines the proteasomal cleavage, TAP transport and MHC binding
predictions.
NetCTLpan MHC score The MHC binding prediction is identical to the Class-I. And the output is -log(IC50)
values.
NetCTLpan percentile rank
NetCTLpan tap score The TAP score estimates an effective -log({IC50) values for the binding to TAP of a

peptide or its N-terminal prolonged precursors.

23
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Select Columns to Display

| | seq# the index of sequence
[ peptide peptide sequence
peptide length The length of peptide

start The peptide’s starting point from the sequence

end The peptide's stop point from the sequence
allele one of two, or more, forms of a given gene variant

peptide index the index of peptide

Binding

2 median binding percentile The median percentile rank of binding predictions

Binding Comblib_sidney2008

2 comblib_sidney2008 score binding prediction score which indicates binding affinity
comblib_sidney2008 percentile The percentile rank generated by comparing the peptide's IC50 against
those of a set of random peptides from SWISSPROT database
Binding Smmpmbec

7 smmpmbec score binding prediction score which indicates binding affinity
smmpmbec percentile The percentile rank generated by comparing the peptide's IC50 against those of a set
of random peptides from SWISSPROT database
Immunogenicity

2 immunogenicity score The higher score indicates a greater probability of eliciting an immune response.
Processing Netctlpan

NetCTLpan cleavage prediction score
7 NetCTLpan combined score This score combines the proteasomal cleavage, TAP transport and MHC binding
predictions.

NetCTLpan MHC score The MHC binding prediction is identical to the Class-1. And the output is -log(IC50)
values.
NetCTLpan percentile rank

NetCTLpan tap score The TAP score estimates an effective -log(IC50) values for the binding to TAP of a

peptide or its N-terminal prolonged precursors.

24



seq# peptide <7 peptide length <7 start <7 end 7 allele < median binding percentile <7 o * comblib_sidney2008 score 7 o * co

2 NSTSTWVTY 9 183 191 HLA-A*01:01 0.3
4 TLLCLIPTV 9 103 111 HLA-A*02:01 0.4 0.0000
3 CLMMILPAA 9 104 112 HLA-A*02:01 dhollE 0.0000
1 LVMAFIAFL 9 46 54 HLA-A*02:01 db ol 0.0000
3 LVMAFIAFL 9 46 54 HLA-A*02:01 1.15 0.0000
4 NLTSTWVMY 9 182 190 HLA-A*01:01 1.2
4 LTSTWVMYG 9 183 191 HLA-A*01:01 1.3
2 LLFKTEDGV 9 137 145 HLA-A*02:01 1.55 0.0000
1 NATETWVTY 9 183 191 HLA-A*01:01 1.6
3 LTSTWVTYG 9 184 192 HLA-A*01:01 ey

peptide 7 peptide length 77 allele median binding percentile v o ¢  comblib_sidney2008 score v/ o *  smmpmbec score Y o * immunogenicity score

NSTSTWVTY 9 HLA-A*01:01 0.3 319.4626

TLLCLIPTV 9 HLA-A*02:01 0.4 0.0000 10.2903

CLMMILPAA 9 HLA-A*02:01 1.15 0.0000 25.7887

LVMAFIAFL 9 HLA-A*02:01 1.15 0.0000 24.4023

LVMAFIAFL 9 HLA-A*02:01 1.15 0.0000 24.4023

NLTSTWVMY 9 HLA-A*01:01 1.2 1192.3946

LTSTWVMYG 9 HLA-A*01:01 1.3 1347.1625

LLFKTEDGV 9 HLA-A*02:01 dboGE 0.0000 95.1546

NATETWVTY 9 HLA-A*01:01 1.6 1699.8868

2022 IEDB User Workshop



Peptide Table Processing Plots Sequence Table

Seq# 2 ~  Allele  HLA-A*01:01 v  lLength 9 v
processing netctlpan Percentile Thresheld 10

processing.netctipan Prediction

—— Combined Score Threshold = 0.28832 (Percentile: 10) =mm Positive prediction Negative prediction '

0.7

0.6

0_5 ......

Y7 T SR S— SO SRS NEUO! TS . 1 I —

03

Score

0.2

01

0 20 40 60 80 100 120 140 160 180 200

2022 IEDB User Workshop



Peptide Table Processing Plots Sequence Table

Show 50 ~ rows 110 4 of 4 rows Previous

seq# sequence name Y/

1 gi|9626686|ref|NP 059433.1| polyprotein

[Dengue virus 1]

2 gi|319748454|gb|ADV71219.1| polyprotein,

partial [Dengue virus 2]

3 qi\163644369|ref|YP_001621343.1
polyprotein [Dengue virus 3)

4 gi|444892655|gb|AGE13482.1| polyprotein
[Dengue virus 4]

Show 50 ~ rows 1to 4 of 4 rows Previous

2022 IEDB User Workshop

e ]
Download Reset Table Display Columns  Save Table State

sequence Y/

MNNORKKTGRPSFNMLKRARNRVSTVSQLAKRFSKGLLSGOGPMKLVMAF TAFLRFLATPPTAGILARWGSFKKNGATKVLRGFKKET SNMLN TMNRRKRSVTMLLMLLPTA
LAFHLTTRGGEPHMIVSKQERGKSLLFKTSAGVNMCTLIAMDLGELCEDTMTYKCPRITETEPDDVDCWCNATETWVTYGCTCSQTGEHRRDKRSVALA

MNNORKKARSTPFNMLKRERNRVSTVQOLTKRFSLGMLOGRGPLKLFMALVAFLRFLTIPPTAGILKRWGTIKKSKAINVLRGFRKEIGRMLNILNRRRRTAGVIIMLIPTA
MAFHLTTRNGEPHMIVGRQEKGKSLLFKTEDGVNMCTLMAIDLGELCEDTITYKCPLLROQNEPEDIDCWCNS TSTWVTYGTCTTTGEHRREKRSVALY

MNNORKKTGKPSINMLKRVRNRVSTGSQLAKRFSKGLLNGOGPMKLVMAF IAFLRFLAIPPTAGVLARWGTFKKSGAIKVLKGFKKEISNMLSIINQRKKTSLCLMMILPAA
LAFHLTSRDGEPRMIVGENERGKSLLFKTASGINMCTLIAMDLGEMCDDTVIYKCPHITEVEPEDIDCWCNLTSTWVTYGTCNQAGEHRRDKRSVALA

MNQRKKVVRPPFNMLKRERNRVSTPQGLVKRFSTGLF SGKGPLRMVLAF ITFLRVLSIPPTAGILKRWGOLKKNKAIKILIGFRKEIGRMLNILNRRRRSTMTLLCLIPTVM
AFHLSTRDGEPLMIVAKHERGRPLLFKTTEGINKCTLIAMDLGEMCEDTVTYKCPLLVNTEPEDIDCWCNLTSTWVMYGTCTQSGERRREKRSVALTP

Next

Next

27



Pipeline Map

Info

Steps

T Cell Prediction - Class | &

add a step to the pipeline

T Cell Prediction - Class | /&

Cluster b Peptide

Pepmatch »

2022 IEDB User Workshop

Peptide Table

Show 50 -~

4

seq# v

Processing Plots

rows

peptide 7
2 NSTSTWVTY
4 TLLCLIPTV
3 CLMMILPAA

1 LVMAFIAFL

Sequence Table

& ]
Download Reset Table Display Columns

oo

Save Table State

1to 50 of 1,616 rows

peptide length <7 start end
9 183 191
9 103 111
9 104 112
9 46 54
T Cell Prediction - Class | 5 4
Epitope Cluster Analysis « X

allele 7

HLA-A*01:01
HLA-A*02:01
HLA-A*02:01

HLA-A*02:01

Show 50 ~

seq# 5

PreviousZ 3 4 5 .. 33 Next

median binding percentile 57 o *  comblib_¢

=
=]
= -

rows Tto50¢

peptide 77 peptide length <

w

28



Pipeline Map 4 9 45 53 HLA-A*02:01 2.2
1 9 137 145 HLA-A*02:01 2.35
Info 4
1 9 157 165 HLA-A*01:01 2.4
Steps h z 9 49 57 HLA-A*02:01 2.5
4 9 156 164 HLA-A%01:01 2.6
T Cell Prediction - Class | P
2 9 157 165 HLA-A*01:01 2.7
Epitope Cluster Analysis « %
Show 50 ~ rows 110 50 of 1,616 rows Previous 2 3 4 5 .. 33 Next

2

Cluster B @ @ &=
Docs APl Download Tools

£

Prediction Parameters

Sequence Identity Threshold 10% 20% 30% 40% 50% 60% 70% 80% 90% 100%

Peptide Length(s) No Min No Max
5 10 15 20 25

Cluster Method Cluster-break for clear representative sequence ~
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Peptide Table Visualization

ey ¢ = £
Download Reset Table Display Columns  Save Table State
Show| 50 ~ |rows 1to 50 of 118 rows Previous n 2 3  Next

Cluster.Sub-Cluster Number %7 * Peptide Number </ Alignment v Position 7 inputseq# Peptide v Cluster Consensus v/
1.1 Consensus RSVTMLLMLLPTALAF - - - RSVTMLLMLLPTALAF
1.1 1 RSVTMLLML——-———— 1 57 RSVTMLLML RSVTMLLMLLPTALAF
1.1 2 —SVTMLLMLL-----— 2 94 SVTMLLMLL RSVTMLLMLLPTALAF
1.1 3 ——VTMLLMLLP----— 3 80 VTMLLMLLP RSVTMLLMLLPTALAF
1.1 4 ——-TMLLMLLPT---- 4 28 TMLLMLLPT RSVTMLLMLLPTALAF
1.1 5 ———-MLLMLLPTA--- 5 12 MLLMLLPTA RSVTMLLMLLPTALAF
1.1 - LLMLLPTAL-- & 33 LLMLLEPTAL REVTMLLMLLPTALAF
1.1 7| aemeaeaa MLLPTALAF & 49 MLLBTALAF RSVTMLLMLLPTALAF
1.1 [ MLIPTAMAF 8 48 MLIPTAMAF RSVTMLLMLLPTALAF
1.2 Singleton CLIPTVMAF - 71 CLIPTVMAF CLIPTVMAF
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Peptide Table

2022 IEDB User Workshop

Visualization

oy

Download

Interactive Cluster Visualization
Visualize a selected Sub-cluster

.
P
]
9
‘-
.
e
[ ] . [ ]
.
| N
LS ]
o~
L [ ] .‘~.
[ ]
]

s

o
hare

<

Reset Graph
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Steps o

T Cell Prediction - Class| v m 4

Epitope Cluster Analysis ¥ B 4 %

T Cell Prediction - Class | P

Pepmatch » Peptide

Cluster Consensus

20.1
21.1

22.1

Show 50 ~ rows

3

Pepmatch
Prediction Parameters

Maximum number of mismatches

Proteome

Include all matches or best match per
peptide

2022 IEDB User Workshop

Consensus ISNMLXIXN -
Consensus LXIPPTAGX -
Consensus LSTRDGEPLMI -

1to 22 of 22 rows (filtere

d from 118 total rows)

B & @ =
Docs AP! Download Tools  Cite
0 1 2

Human

© Best match per peptide
All matches

Results will load once step is run

Previous Next
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@ Swa gge r https://api-iedb-ar-prototype-dev.lji.org/swagger?format=openapi

by SMARTBEAR

IEDB-AR API Documentat.on‘Im

[ Base URL: api-iedb-ar-prototype-dev.lji.org/
https://api-iedb-ar-prototype-dev.lji.org/swaggerormat= 0pcnap|

Contact Yan

Schemes

HTTPS v

Filter by tag
api
GET /api/
SET /api/.*
fapi/.*
SET /api/v3

2022 IEDB User Workshop

api_list

api_.*_list

api_.* create

api_vw3_list
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GET /api/v3/results/{result_id} api_v3_results_read i

Name Description

result_id * required ‘
1632240204.4435184-phZj47qd

string
(path)

Execute Clear |
Responses Response content type | application/json v l
Curl

curl -X GET "https://api-iedb-ar-prototype-dev.lji.org/api/v3/results/1632240204.4435184-phZj47qd" -H "accept: application/json" -H "X-CSRFToken:
£RaTg6FOUQEKOI PSbFJuDDpt eAVeAtbf7 0WsDywNrIbNEAHOY j KZ 2 AuxcOpRMITH"

Request URL

db-ar-prototy, i 1632240204.4435184-ph

Server response

Code Details

200 Response body

“id": “"1632240204.4435184-phZjdTqd",
"type": "result"”,
"data": {
"results": {
"columns": [
{
"name": “sequence number”,
"type": "int",
"hidden": false,
"source": "core”,
"sort_order": O,
"description”: "the index of sequence"”,
“display name": “seq #",
"default order": null,
"row_sort priority": null
}l‘
{
"name": "peptide”,
"type": "text",

2022 IEDB User Workshop 35
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