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Supplemental Figure 1, Ellwanger et al.

A

NLRP11 Gene Expression

Supplemental Figure 1. Expression pattern of NLRP11.
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A, NLRP11 expression values in RPKM (Reads Per Kilobase of transcript per Million mapped reads) in
human tissues found in Gtex Portal database. Box plots as median with 25th and 75th percentiles (right).
B, Gene-centric RMA-normalized mRNA expression data of NLRP11 in different cancer tissue cells listed
in CCLE database. Box plots as median with 25th and 75th percentiles (right).
https://www.broadinstitute.org/ccle/
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Dataset: 35 perturbations from data selection: HS_AFFY_U133PLUS_2-0

Showing 1 measure(s) of 1 gene(s) on selection: HS-0

@ NLRP11
35 of 4207 perturbations fulfilled the filter criteria
<< down-regulated up-regulated >>  Fiter values for @ NLRP11
Fold-Change 121 005
Homo sapiens (35) <18 -12 8 -4 0 4 8 12 16< Log2-ratio Fold-Change  p-value
DLBCL study 1 (germinal center B-cell like; centroblast-like) / DLBCL study 1 (activat. [ ) | 258 12.88 0.043
glioma study 16 (LN-18) / normal astrocyte sample [ ] 248 5.59 0.002
HCC study 3 (area B) / non-tumor liver tissue sample [ ] 174 499 <0.001
HCC study 3 (area B) / HCC study 3 (area C) [ ] 174 492 <0.001
HCC study 3 (area B) / HCC study 3 (area D) [ ] 171 492 <0.001
glioma study 16 (LN-215) / normal astrocyte sample ( ] 223 4.65 0.002
medulloblastoma study 1/ non-tumor brain tissue o 1.66 4.06 <0.001
epilepsy study 1 (discordant) / normal blood lymphoblastoid cell sample ( ] 1.10 374 0.040
HCC study 3 (area A) / non-tumor liver tissue sample [ 097 3.50 <0.001
Burkitt lymphoma study 2 (immunodeficiency-associated) / Burkitt ymphoma study 1... [ 221 348 0.025
HCC study 3 (area A) / HCC study 3 (area C) (] 097 345 0.007
HCC study 3 (area A) / HCC study 3 (area D) (] 094 3.44 0.016
brain tumor study 1 (medulloblastoma) / normal brain tissue [ ) 1.39 329 <0.001
HCC study 4 (area A) / non-tumor hepatocyte sample [ ] 1.08 3.25 0.033
glioma study 5 / non-tumor brain tissue [ ) 134 3.15 0.001
prostate cancer study 1 (meta.) / prostate cancer study 1 (prim.) [ ) 1.42 3.15 0.002
CD44s overexpr. study 1/ normal HEK-293 cell sample ( ] 1.59 3.07 0.001
prostate cancer study 1 (meta.) / benign prostate tissue ( ] 1.38 3.06 0.005
medulloblastoma study 2 / non-tumor brain tissue ( ] 1.30 285 0.002
brain tumor study 1 (medulloblastoma) / brain tumor study 1 (ependymoma) o 120 277 <0.001
mature B-ALL study 1 (1(8;14)) / normal bone marrow sample [ ) 073 2.33 <0.001
Rosacea study 1 (ETR) / normal skin tissue sample [ ) 0.75 21 0.001
HCC study 9 (alcohol) / HCC study 9 (HBV) [ ] 079 2,09 0.049
atypical teratoid/rhabdoid tumor study 1 / medulloblastoma study 1 [ ] -0.72 -2.10 0.010
HRAS depletion study 1/ normal SW-480 cell sample [ ) -1.01 -2.15 0.027
MAP2K2 depletion study 1/ normal SW-480 cell sample [ ) -1.09 -2.23 0.038
SW620 / SW480 o 1.1 237 <0.001
MAPKS3 depletion study 1/ mock transfected SW-480 cell sample [ ] -1.30 -2.55 <0.001
MAPKS3 depletion study 1/ control vector transfected SW-480 cell sample [ ] -1.46 277 <0.001
brain tumor study 1 (pilocytic astrocytoma) / brain tumor study 1 (medulloblastoma) [ ) -1.22 -2.91 <0.001
MAPKS3 depletion study 1/ normal SW-480 cell sample [ ) -1.57 -3.18 0.003
RAF1 depletion study 1 / mock transfected SW-480 cell sample [ -1.81 -347 <0.001
RAF1 depletion study 1 / control vector transfected SW-480 cell sample [ ] -1.97 -3.76 <0.001
zalypsis study 1/ untreated MM1S cell sample [ ) -1.98 -3.91 0.008
RAF1 depletion study 1 / normal SW-480 cell sample I ! | . I | | ] -2.08 -4.32 0.002
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Show only genes with correlation above: 0.317

Connect genes with mutual correlation at least: 0.825

Supplemental Figure 2. NLRP11 expression in cancer tissue and co-expression with NLRP4.

A, Comparison of differences in NLRP11 expression in 35 datasets. The most prominent perturbations are listed.
B, Analysis of 2414 gen-chip experiments and calculation of co-expression of genes relative to NLRP11.
Analysis was conducted using the Genevestigator software package.
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Supplemental Figure 3. Effect of the N-terminal myc-tag on NLRP11 function.

Comparison of the effect of expression of myc-tagged and un-tagged NLRP11 on TBK1 induced IFNf
reporter activation (A) and MyD88-induced NF-kB activation in HEK293T luciferase gene-reporter assays.
Fold induction + S.D. normalized to control (0 ng NLRP11) of two independent experiments conducted in
triplicates is shown. Releates to Figure 4.
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