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SUPPLEMENTARY MATERIALS

Deregulated expression of NKL homeobox genes in T-cell 
lymphomas

Supplementary Figure 1: Screening of PTCL patients in comparison to T-cell controls using dataset GSE6338. Boxplots 
and calculated p-values indicate samples showing particular NKL homeobox gene overexpression.



Supplementary Figure 2: Screening of PTCL, AITL, ALCL, and ATLL patients in comparison to T-cell controls using 
dataset GSE19069. Boxplots and calculated p-values indicate samples showing particular NKL homeobox gene overexpression.



Supplementary Figure 3: Screening of HSTL patients using dataset GSE57944. We have set a cut-off at 3.0 to identify 
overexpressed NKL homeobox genes. 



Supplementary Figure 4: Screening of HSTL and NKTL patients using dataset GSE19067. We have set a cut-off at 8.0 to 
identify overexpressed NKL homeobox genes.



Supplementary Figure 5: Screening of 123 hematopoietic cell lines for MSX1 overexpression using dataset GSE57083. 
Indicated is HSTL-derived cell line DERL-2 in the bar-plot diagram (above) and in the table listing the expression values (below). 



Supplementary Figure 6: �(A) RQ-PCR analysis of ETS1, ID2, and TBX21 in primary cells and selected cell lines. RQ-PCR analysis of 
ETS1, ID2, and TBX21 in DERL-2/7 cells after treatment for siRNA-mediated knockdown of AUTS2 (B) and MSX1 (C).



Supplementary Figure 7: Sanger sequencing data for HIST1H3B, KDM7A, SETD2, STAT5B, and TLE1 in DERL-2 
and DERL-7.



Supplementary Figure 8: Genome sequencing data for CD53 (above) and PDGFRB (below) of DERL-2 and DERL-7 
indicating fusion gene CD53-PDGFRB in DERL-2.



Supplementary Figure 9: Comparative expression profiling data of HSTL patients expressing MSX1-high and MSX1-
low for MSX1 (left) and PDGFA (right). The p-value is indicated.



Supplementary Figure 10: Comparative expression profiling data HSTL- and NKTL-patients showing activities of 
MSX1, NKX2-3, TLX1, BAMBI and ENG. The p-values are indicated.

Supplementary Figure 11: Genomic profiling data of DERL-2, DERL-7 and LOUCY for chromosome 5, demonstrating 
a PITX1 downstream deletion just in LOUCY. 

Supplementary Table 1: Comparative expression profiling data of DERL-2 and DERL-7. See Supplementary Table_1

Supplementary Table 2: Comparative expression profiling data of DERL-7 and selected NK-cell lines showing the 
overexpressed genes in DERL-7. See Supplementary Table_2


