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SUPPLEMENTARY TABLES 
 

 

Gene Forward primer (5’ to 3’) Reverse primer (5’ to 3’) 

BHLHE40 GGATCTCCTACCCGAACATCTCA GAGCGAAAGTCCGCTGGATGACTG 

ADAM19 CGAGAAGGTGAATGTGGCAGGA AGCTCTGACACTGGATCTTCCC 

CREB5 GTCAGTGAACTCCAGCATCATGG GTGGTGAGTCAATGCAGCCTTC 

KLF7 GAGTGGACAGAGCGACAGTGAC CCTTTAGACACTAGCCGATGCCATG 

NOTUM GAGATCATCATCCGGAGCCAC TCATCTCTTGCCCCGTGAAC 

SNAI2 ATCTGCGGCAAGGCGTTTTCCA GAGCCCTCAGATTTGACCTGTC 

GAPDH GAGCCACATCGCTCAGACACC TGACAAGCTTCCCGTTCTCAGC 

Supplementary Table 1.  List of RT-PCR primers. 

 

 

 

 
Region A BHLHE40-2000f (GCTACTACTCTTCGCCCAGTCTC) BHLHE40-1396r (CTGCCCTTGAACTTGCAGAACCTC) 

Region A 
(nested) 

BHLHE40-1946f (CCACAGCCAGGTCACTCAGCAGTG) BHLHE40-1470r (GTATCGAGGCCACTGGCTGACAG) 

Region B BHLHE40-1419f (GAGGTTCTGCAAGTTCAAGGGCAG) BHLHE40-1089r (CAGGGCGTGACGCTTCACGTGG) 

Region B 

(nested) 

BHLHE40-1391f (CGTGTCGGATTCATCAACTAGTGC) BHLHE40-1141r (GAGCCTCTCTGCGTTGACCCAG) 

Region C BHLHE40-967f (GGTATCTTTCTGCGCTTGACTGG) BHLHE40-447r (CAGGGAAATGAAGTAAGTTCCCGTC) 

Region C 

(nested) 

BHLHE40-831f (ACACCCTCCACGGTCAGGTGC) BHLHE40-507r (CGTCTGACTCAAGCCGGGAGAG) 

Region D BHLHE40-469f (CGGGAACTTACTTCATTTCCCTGG) BHLHE40-78r (GCAAGCCGAGGAGTAATGGAGAG) 

Region D 

(nested) 

BHLHE40-373f (CACCCAACTGGGCAGGACCCAG) BHLHE40-122r (GAGCGAGTGGGTGGGTTGGAGC) 

Supplementary Table 2.  Primer pairs employed for chromatin immunoprecipitation assays. 
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SUPPLEMENTARY FIGURES 
 
 

 
Supplementary Figure 1. 2000 bp of upstream promoter sequence and the first 50 transcribed 
nucleotides (in bold type) of the human BHLHE40 gene (NCBI Reference Sequence 
NM_003670.3). 39 ETS core binding sequences (5’-GGA 

A/T -3’, or A/T TCC in reverse), to which 
ETV1 may potentially bind, are highlighted in yellow color; please note that -1396 to -1391 
encompasses two antiparallel, overlapping ETS sites. The consensus binding sequence for human 
ETV1 is 5’- A/G C/G C/A GGA A/T G/A T/C -3’, as published by Wei et al [1]. 
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Supplementary Figure 2. Correlation of BHLHE40 mRNA levels with those of (A) ETV1 (r = 
0.2772), (B) JMJD1A (r = 0.2569) or (C) JMJD2A (r = 0.1439) in 592 colorectal adenocarcinomas. 
Data were derived from the TCGA PanCancer Atlas (RSEM values; batch normalized from 
Illumina HiSeq_RNASeqV2) with determination of Spearman correlation coefficient (r). 
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Supplementary Figure 3. Expression of BHLHE40 mRNA (log2-median centered ratio) in 
published microarray data sets. (A) Data from Hong et al [2] with reporter 201170_s_at. (B) Data 
from Skrzypczak et al [3] with reporter 201169_s_at. (C) Data from Kaiser et al [4] with reporter 
201170_s_at. (D) Data from Gaedcke et al [5] with reporter A_24_P268676. (E) and (F) Data 
from Smith et al [6] with reporter 201169_s_at. One-way ANOVA (Dunnett’s multiple 
comparisons test) was used for panel B and an unpaired, two-tailed t test for all other panels. 
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