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UniProt protein_curated
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o QLTS @) (ampeen)
merge by gene_name with HLA string
O— ‘*0”
Mandatory fields:

uniprot, protein_name

‘J append ensembl data if uniprot or

bl bsent
ensempl are absen Optional fields: set default values for
transmembrane, empty data

@D-@

remove if hgnc_symbol = gene_name peripheral, secreted, l filter b
but the other annotations are the secreted_desc, ; y o
same secreted_highlight, interaction_input
hla curated receptor, partners and
receptor_desc, integrin, complex_input
user gene other, other_desc, tags, l components

tags_description

4/ tags_reason Result: protein_input.csv

Duplicated proteins priority:
UniProt < protein_curated < user_protein

Mandatory fields:

gene_name, uniprot,
set default values for

hgnc_symbol, ensembl
@ empty data

filter by uniprots in
protein_input.csv

Result: gene_input.csv
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Duplicated genes priority:
ensembl < UniProt < hla_curated < user_gene
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{' Home Exploring your scRNAseq D PPI Documentation Python Package Send your interactions Contact Us & View Jobs

My pending jobs

Job 1285467c started on Thu, 20 Jun 2019 14:38

Processing Query

The query has been dispatched to the processing server. You can copy the current address, close this window and check back later for

the results, or you can wait here until the process finishes. This page will refresh when the ion is.

If you want we can send you an email when the process finishes.

Email Address

e

{‘ Home Exploring your scRNAseq Downloads PPI Resources Documentation Python Package Send your interactions Contact Us & View Jobs

Results Explorer
For 10 iterations and threshold 0.1

Private results (Only you can access here) | @ _

Results | Plots

Ligand / receptor means from significant p.values (p.value < 0.05) are shown in the table below Data shown: ‘ Significant Means 4
Show @] entries Search:
id_cp_interaction interacting_pair partner_a partner_b gene_a gene_b 0! rank *  Tcells|Tcells Myeloid|Tcells Teells|Myeloi
PI- Al 7B FAS_FASLG imple:| imple:| 23 )0026103 )0117560  curated True False 0.062
CPI-S5028784FC6 HLA-DPA1_TNFSF9 simple:HLADPA1 imple:P41273 00231389 )0125657  InnateDB-All True False 0.062
PI-SSO7 12F CCL4_SLC7A1 simple:P13236 simple:P30825 ENSG00000275302 ENSG00000139514  IMEX,IntAct True False 0.062
Pl- 1050292 CSF1_SLC7A1 simple:P09603 simple:P30825 ENSG00000184371  ENSG00000139514 12D True False 0.062
CPI-SS08B7D54A3 TNF_FAS imple:P01375 imple:| 00232810 )0026103  InnateDB-All True False 0.062
CPI-S502770D68F NOTCH2_JAG2 simple:Q04721 simple:Q9Y219 ENSG00000134250 ENSG00000184916  curated False False 0.062
Pl- FEEOSCB NOTCH4_JAG2 simple:Q99466  simple:Q9Y219 ENSG00000204301  ENSG00000184916  curated False False 0.062
Interaction Explorer
gene_name uniprot is_complex protein_name complex_name id_cp_interaction Teells Myeloid NKcells_0 NKcells_1
FASLG P48023 False TNFL6_HUMAN CPI-SS03A0C8578B 0.0 0.0 0.581 0.425
FAS P25445 False TNR6_HUMAN CPI-SS03A0C8578B 0.0 0.0 0.085 0.0

Column info

protein_name: molecule name
gene_name: Ensembl id
name: Uniprot id

is_complex: i) single- homodimer; ii) complex- heterodimer

complex_name: name of the complex
Id_cp_interaction: CellPhoneDB interaction id
values for each cluster: Mean of the value.

Close

Results Explorer
For 10 iterations and threshold 0.1

Private results (Only you can access here) _

Plot type

«

Dot plot

Description

Columns

Select one or more columns

Teells|Tcells x X Tcells|Myeloid x X NKcells_0[Tcells x
Tcells|NKcells 0 x X Myeloid|NKcells 0 x J NKcells_1|NKcells 0 x
NKcells_0|NKcells 0 x J NKcells_0|Myeloid x J Tcells|NKcells1 x

Rows

Select one or more rows

NKG2D Il receptor ULBP2 x J HLA-DPAT_TNFSF9 x
PVR_CD96 x J 5PP1.CDA4 x X PVR TIGIT x X PVR_TNFSF9 x
HLA-C_FAM3C x J KIR2DL3_FAM3C x

Request plot

Downl

Results Plots

KIR2DL3_FAM3C

HLA-C_FAM3C

PVR_TNFSF9

PVR_TIGIT

SPP1_CD44

PVR_CD96

-log10(pvalue)
«0

o1

[

®:

Log2 mean (Molecule 1, Molecule 2)
1
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multidata_table
id_multidata
name

receptor
receptor_desc
other
other_desc

secreted_highlight

secreted_desc
transmembrane
secreted
peripheral
integrin
is_complex

id_complex_composition

complex_multidata_id
protein_multidata_id

INTEGER NOT NULL
INTEGER NOT NULL
INTEGER NOT NULL

gene_table
id_gene
ensembl
gene_name

[table]
INTEGER NOT NULL

VARCHAR NOT NULL
VARCHAR NOT NULL

hgnc_symbol VARCHAR

protein_id

INTEGER NOT NULL

total_protein INTEGER
complex_table [table]
id_complex INTEGER NOT NULL
complex_multidata_id INTEGER NOT NULL
pdb_structure VARCHAR
pdb_id VARCHAR
stoichiometry VARCHAR
[table] comments_complex VARCHAR
INTEGER NOT NULL ;
VARCHAR NOT NULL
BOOLEAN interaction_table [table]
VARCHAR id_interaction INTEGER NOT NULL
BOOLEAN id_cp_interaction VARCHAR NOT NULL
VARCHAR multidata_1_id INTEGER NOT NULL
BOOLEAN multidata_2_id INTEGER NOT NULL
VARCHAR source VARCHAR
BOOLEAN annotation_strategy VARCHAR
BOOLEAN
BOOLEAN protein_table [table]
BOOLEAN id_protein INTEGER NOT NULL H———0<
BOOLEAN protein_name VARCHAR
tags VARCHAR
tags_reason VARCHAR
tags_description VARCHAR
protein_multidata_id INTEGER NOT NULL
[multidata_table |
id_multidata - -
protein_input S name & - — - -
uniprot - = S—
receptor receptor_desc
receptor_desc other
other other desc Common fields
T e Common fields - - - -
secreted - -
secreted - v L € -
- secreted_highlight
secreted_highlight complex_table
secreted_desc idlcomplax
secreted_desc
transmembrane .
transmembrane X pdb_id
. PO pdb_structure
perprere integrin stoichiometry «
integrin o S
protein_name o comments_complex ~

tags

tags_description

tags_reason

\ Protein Unique Fields

Complex Unique Fields

protein_table
‘ id_protein
\ rotein_name —_— /
P - complex_composition_table 7
\ tags id_complex_composition

tags_description

tags_reason

’
<

complex_multidata_id

protein_multidata_id

total_protein

complex_input

complex_name
receptor
receptor_desc
other
other_desc
secreted
secreted_highlight
secreted_desc
transmembrane
peripheral
integrin

pdb_id
pdb_structure

stoichiometry

uniprot_1
uniprot_2
uniprot_3

uniprot_4

comments_complex

Complex Components
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complex_name
FCyriA [/

SSR complex

.. luniprot_1 |uniprot_2

.. |P12334
N

.. |P43307

P30273

43308
~

=
-

P51571

-

uniprot_3 |uniprfot

QasyL2

complex_composition_table,..-* .-

id_complex_compo|complex_multida Ip;o(mﬁ;anlttin tb'i;I:P;ot’
1 1 Tl A e

2 1 4 &° 2

3 2 5 4

4 2 6 4

5 2 7 4

6 2 8 4

multidata_table
id_multidata |name
1 FCyR1A
2 SSR complex
3 P12314
4 P30273
5 P43307
6 P43308
7 P51571
8 QQUNL2
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