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Aberrant expression of NKL homeobox gene HLX in Hodgkin
lymphoma
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Supplementary Figure 1: NKL homeobox gene profiling in B-cell lymphoma patients. Public gene expression profiling
dataset GSE12453 contains in addition to 17 microdissected HL cases (12 cHL and 5 NLPHL), 25 B-NHL cases (4 TCRBCL, 5 FL, 5 BL
and 11 DLBCL) and 25 normal B-cell samples representing different developmental stages obtained from peripheral blood and tonsils [67].
The transcript levels for six NKL homeobox genes were analyzed in this dataset, demonstrating aberrantly elevated expression of HLX in
HL patient samples.
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Supplementary Figure 2: Gene-annotation enrichment analysis data (DAVID). The top 1000 overexpressed genes in L-540 as
compared to five control HL cell lines were analyzed using the online tool DAVID provided by the National Institute of Health. The results show
significantly high representation of KEGG-pathway term JAK-STAT signaling pathway (arrow head) in addition to further four terms of other
signaling pathways from KEGG-pathway and BIOCARTA (arrows).
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Supplementary Figure 3: Treatments of HL cell line. HL cell line L-540 was treated with two drugs activating/inhibiting adrenoreceptor
signaling, with different recombinant receptor-ligands, and with inhibitory antibodies directed against particular ligands or receptors. The

expression of HLX was subsequently quantified by RQ-PCR. However, no significant alteration was detected which would have indicated HLX
activation.
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Supplementary Figure 4: Gene expression profiling data in HL patients. Public gene expression profiling dataset GSE12453 contains
in addition to 17 microdissected HL cases (12 cHL and 5 NLPHL), 25 B-NHL cases (4 TCRBCL, 5 FL, 5 BL and 11 DLBCL) and 25 normal
B-cell samples representing different developmental stages obtained from peripheral blood and tonsils [67]. The transcript levels for potential
upstream regulators and downstream target genes of HLX were analyzed in this dataset.
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Supplementary Figure 5: Gene expression statistics. Expression data of 17 HL patient samples and of 25 B-cell controls obtained
from public gene expression profiling dataset GSE12453 were analyzed for potential upstream regulators and downstream target genes
of HLX. The expression levels are indicated as boxplot and the statistical significance of expression level differences were analyzed by
Students 7-test — the calculated p-values are indicated.



Genome Data Viewer Homo sapiens: GRCh38 (GCF_000001405.26)  Chr 1 (NC_000001.11): 220,750,960 - 221,102,886

BnactAl  Daccdace AQ  mm Moo 43
- Pk Assembly e L S w23 e W03 01 e e QAR G 9 IR
G 9000014053 008 =] = . 1 g D
Camct 00 Savenel B Rarge vew
'~ Keogram View lﬂl Reaov [ =] [eanses =] I»l iboooo I
Unplaceduniocatized scaflorts: w = o T——
AR cvpetches: 2 =
— D Zwoonrns Qo Q) @ - Rk T Qmadae Q 7+
A TR BN O LR SIL S 2 v x . 22000 ¥ = 220,480 220 909 « o 20090 x i pan = 22,000 & B 2
EEE Cited Variants, dbS¥P Build 1350 (Nomo sapiens Annstation Re. se 108) Y A
0 Vo e v . 1 . . ' '
Geses, BCBI Nomo sapiess Annotation Relesse 109, 2016-06-07 O x
et At | et LxaaTIne L L | S —

i e
e to1a) p ot md e 23224002 bt ]

It 2 g l e BF RN
B g d B v pear7s
=] GRQMINNI ChIP-seq from GO (CELININO) KAGOI4INI.L x
“ - — e . - . scsenuasde r—
© GRQIINI hIP-seq from AN (CHLIIIMD) KAO0IEINN6.1 B
e
RV T Lo A - —aa e
GRQIIH) CalP-seq from GAI170 (DILSIESVT) KAGOO142827.1 x
Lo d | i ,
ot i bia b, wiiid dan i ol Jinre e sabiabon ik PRy WP PR I PP FTPT O RFONYTTT OV PPN P PR |
GRQI2196) CAIP-seq from GO2078 (DRCLISAAIVT) KAIOOI44102.2 x

L BROTE BN RSO Raesoex L - L -l — - povsee - RS K
Cited Variants, dbSNP Build 150 (Homo sapiens Annotation Release 108) TRR x
L) 0 EaE) ' 12
Genes, NCBI Homo sapiens Annotation Release 108, 2016-06-07 ‘ » x
IR = 0469011
X
B > e > e > L B g
GSM20828962 ChIP-seq from GM12878 (ENCLB3IGIDMO) NAO0O143581.1 x
B o S ——— - - -
GSM20828962 ChIP-seq from GM12878 (ENCLBIGIDMO) NAO00142886.1 x
e .. i MO . -
GSM2828963 ChIP-seq from GM12878 (ENCLBS24SVI) NA000142527.1 x

akub s ma S [ -

%l

R — -
GSM2828963 ChIP-seq from GM12878 (ENCLBS24SVT) MA000144102.1

k‘-um__‘_‘_.-‘“_.‘ PRPPSSE— |

| [R20s77 K R20.478 K RVATI X R20.890 x |2290.991 X 220,082 X 220883 K 220,094 x 220,898 x 220,696 K R20.897 &
NC_000001. 11: 221M..221M (133p) /" ¥ Tracks shown: 7/494

Supplementary Figure 6: STAT3 ChIP-seq data. Public Chip-seq dataset GM 12878 obtained from the ENCODE project was

analyzed for STAT3 binding, showing interaction at the HLX gene (above). The focused view (below) shows STAT3 binding in the

promoter region of HLX.

Supplementary Table 1: Comparative expression profiling. See Supplementary Table 1

Supplementary Table 2: Comparative expression profiling. See Supplementary Table 2



