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Figure S1

Figure S1: mGluR5 banding pattern of human Hodgkin cells and mouse brain. Representative Western blot with 25 µg
protein homogenates from the L-1236 and SUP-HD1 classical Hodgkin lymphoma cell lines and with 1 µg from mouse brain
(positive control) side-by-side that shows a characteristic mGluR5 banding pattern with two specific bands: one band of
higher molecular weight at ~280 kDa representing the mGluR5 dimer and its monomeric form at ~150 kDa. The mGluR5
expression in mouse brain is much higher than in the L-1236 cell line, nota bene the different loading quantities between mouse
brain and Hodgkin cells (see α-Tubulin banding intensities).

Figure S2

Figure S2: Distribution of mGluR5 on the surface of Hodgkin lymphoma cells - 3D-reconstruction. Immunofluorescence
co-staining of mGluR5 (green) and CD30 (red) on classic Hodgkin lymphoma cell line L-1236. The anti-mGluR5 signal was most
intense in comparison to all other cell lines and revealed a specific distribution of mGluR5 appearing to form clusters in
individual membrane regions of each cell surface. 3D reconstruction from a 100x magnification stack of 96 images.



Figure S3

Figure S3: FACS analysis of classical Hodgkin lymphoma cells. Representative dot plots from flow cytometry with FACS
ARIA II aiming for double-positive CD30+|mGluR5+ Hodgkin lymphoma cells. Gating strategy comprised separation of dead
cells and debris by size (forward scatter, FSC) and granularity (side scatter, SSC), following the exclusion of doublets by height
and width on FSC and SSC with the height as signal duration (FSC-H) and the width as speaksignal (FSC-W). Gating for
CD30+|mGluR5+ cells (depicted on log scale) revealed a clearly distinct subpopulation of double-positive Hodgkin lymphoma
cells in L-1236, which was barely delineable in KM-H2, L-540 and SUP-HD1, and not detectable in L-428 and HDLM-2.



Figure S4

Figure S4: Calculation of GRM5 gene expression intensities using the public GEO GSE17920 dataset. Relative GRM5 and
CD30 gene expression intensities were recalculated from the raw data of a n=130 cohort of patients with classical Hodgkin
lymphoma [1], sorted by increasing GRM5 expression levels, and grouped according to “primary manifestation” versus “early”
and “late relapse” and “refractory to treatment”. The clinical details of the indicted individuals are reported in Table S2.



Table S1

Transcript-specific oligonucleotide primers for RT-qPCR

Gene Forward primer Reverse primer PCR
cycles

Annealin
g Tm [°C]

Lengt
h [bp]

GRM5 5-TGTGCAGTGAACCATGTGAG-3 5-GGGATCAAGTCACAACCTGT-3 40 60 178

HPRT 5-ACAATGCAGACTTTGCTTTCC-3 5-TCAAGGGCATATCCTACAACAA-3 40 60 140

Table S1: Primers used in RT-qPCR

Table S2

Clinical detail of classical Hodgkin lymphoma patients

GEO
accession

Tissue
type

Disease status Manifestation Age
[years]

Sex Disease
stage

IPS

GSM447681 lymphoma chronic Hodgkin lymphoma first manifestation 38 F 2 1

GSM447680 lymphoma chronic Hodgkin lymphoma first manifestation 22 F 2 2

GSM447686 lymphoma chronic Hodgkin lymphoma first manifestation 27 F 2 2

GSM447685 lymphoma chronic Hodgkin lymphoma first manifestation 47 M 2 3.5

GSM447683 lymphoma chronic Hodgkin lymphoma first manifestation 24 M 2 2

GSM447647 lymphoma chronic Hodgkin lymphoma refractory to treatment 78 M 3 4.7

Table S2: Clinical details of classical Hodgkin lymphoma patients from the GEO GSE17920 study with high GRM5 expression in
their tumor cells, IPS, international prognostic score.

Table S3

Main upregulated signaling pathways in the L-1236 cel line

PI3K/AKT pathway Gene Upregulation
[fold change]

● Metabotropic glutamate receptor 5 (mGluR5)

● Phospholipase C beta 4 (PLCβ4)

● Ras guanyl releasing protein 1 (Ras GRP1)

● Inositol 1,4,5-triphosphate receptor (IP3R)

● Protein kinase C (PKC)

● Insulin growth factor 1 receptor (IGF1R)

● Phosphatidylinositol 3-kinase (PI3K)

● Early growth response 1 (Egr1)

● CD36

● ChAT

GRM5

PLCB4

RASGRP1

ITPKB

PRKCA

IGF1R

PIK3R6

EGR1

CD36

CHAT

>270-fold

>15-fold

>11-fold

>13-fold

>2-fold

>15-fold

>10-fold

>8-fold

>208-fold

>112-fold

MEK/ERK pathway

● Platelet-derived growth factor C (PDGFC)

● Ras and EF-hand domain containing protein

● Extracellular signal-regulated kinase 1 (ERK1)

● MycL

● Cyclin D1

PDGFC

RASEF

MAPK3

MYCL

CCND1

>332-fold

>13-fold

> 3-fold

>12-fold

>10-fold



L-type voltage-dependent Ca2+ channels (LVDCCs)

● Ca2+ voltage-gated channel subunit alpha1 B (CACNA1B)

● Ca2+ voltage-gated channel subunit alpha1 E (CACNA1E)

● Ca2+ voltage-gated channel subunit alpha1 G (CACNA1G)

● Ca2+ voltage-gated channel subunit alpha1 H (CACNA1H)

CACNA1B

CACNA1E

CACNA1G

CACNA1H

>30-fold

>11-fold

>273-fold

>54-fold

NF-kB signaling

● C-C chemokine ligand 2 CCL2 >361-fold

Neuronal expression profile

● Metabotropic glutamate receptor 4 (mGluR4)

● Glutamate ionotropic receptor kainate type subunit 2 (GluK2)

● Glutamate ionotropic receptor delta type subunit 2 (Glu-R delta 2)

● Neuronal tyrosine-phosphorylated phosphoinositide 3-kinase adaptor 1

● Reelin

GRM4

GRIK2

GRID2

NYAP1

RELN

>71-fold

>23-fold

>25-fold

>72-fold

>19-fold

Table S3: Main upregulated signaling pathways in the L-1236 cell line.
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