
Supplementary Information

Supplementary Figure 1 

Scale
chr5:

SINE
LINE
LTR

DNA
Simple

Low Complexity
Satellite

RNA
Other

Unknown

5 kb hg19
120,490,000 120,495,000 120,500,000

UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparative Genomics)
mphag_pat_ls036 mapalgo3_pe50x50_rpt�lt_tophat rnaseq pairedEnd Only mappings coverage both strand (including one hit for each  multihit read) (duplicates removed down to 1)

mphag_sib_ls037 mapalgo3_pe50x50_rpt�lt_tophat rnaseq pairedEnd Only mappings coverage both strand (including one hit for each  multihit read) (duplicates removed down to 1)

mphag_pat_ls036 mapalgoS2_pe98x98_rpt�lt_star rnaseq pairedEnd chimeric mappings coverage both strand (including all hits for each multihit read)

mphag_sib_ls037 mapalgoS2_pe98x98_rpt�lt_star rnaseq pairedEnd chimeric mappings coverage both strand (including all hits for each multihit read)

Repeating Elements by RepeatMasker

bb mphag_pat_ls036 ih1 rd1 xpe 0b cov

22 _

1 _

bb mphag_sib_ls037 ih1 rd1 xpe 0b cov

No data _

No data _

bb mphag_pat_ls036 ihn 0b chimeric cov

15 _

1 _

bb mphag_sib_ls037 ihn 0b chimeric cov

No data _

No data _

chimeric mappings from QKI 
intron 4 to here, not spliced

transcripts emerging from broken QKI allele on der(6)

chimeric transcripts spliced 
from QKI exon 4 5’ ss to the 
3’ss of an exon-like Alu
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Supplementary Figure 1: RNA-seq shows chr6-derived read coverage on chr5. Genomic
location according to UCSC genome browser on chromosome 5. Read coverage is only seen
in patient tracks.
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QKI expression

THP-1 FACS
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Supplementary Figure 4: QKI protein is differentially expressed during THP-1 mono-
cyte-like to macrophage-like differentiation. a. Intracellular FACS analysis of THP-1 ‘mono-
cytes’ for total QKI expression. b. Western blot analysis of QKI-5, -6 and -7 expression in cellular 
lysates harvested from sh-Cont and sh-QKI transduced THP-1 ‘macrophages’ following stimula-
tion with PMA for 3d. c. Phase-contrast photomicrographs of 3 days stimulated THP-1 ‘mac-
rophages’. Scale bar = 50 µm. 
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Supplementary Figure 5: GapmeR-mediated reduction of QKI expression regulates the 
expression of atherosclerosis-related mRNAs. qRT-PCR analysis of established atheroscle-
rosis-related genes in QKI-Gap as compared to Scr-Gap treated macrophages. Gene expres-
sion in QKI-Gap macrophages are relative to Scr-Gap macrophages (n=3). Data expressed as 
mean +/- s.e.m; Student’s t-test; *p<0.05, ** p<0.01. 



Transcription factors that bind to the QKI promoter region

PU.1 binding PU.1 binding 

Putative Kruppel Like Factor binding sitets
(High GC%)

Supplementary Figure 6

Supplementary Figure 6: Experimentally determined and putative transcription factor bind-
ing sites in the QKI promoter region. Top tracks: Genomic location and organization according 
to UCSC genome browser on chromosome 6 mapping to the QKI locus. Tracks 2 and 3 represent 
the read coverage for two independent chromatin-immunoprecipitations in HL60 cells for PU.1 1, a 
well-known myeloid transcription factor. Tracks 4,5,6,7 represent read coverage for sibling and 
patient monocyte and macrophages. Track 8 represents percentage GC in 5 bp windows, indicative 
of putative Kruppel-Like Factor binding sites. 
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Supplementary Figure 8

Supplementary Figure 8: Original bioanalyzer images utilized for preparation of figures 
 4c and 6d.
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another blot. 

Supplementary Figure 9: Original bioanalyzer images utilized for preparation of figures 
 6d and 6e.
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Supplementary Figure 10: Original bioanalyzer images utilized for preparation of figures 
4f.
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Transcript abundance 
primers 5'--> 3'

Forward CTGTCATGCCAAACGGAAC
Reverse GATGGACACGCATATCGTG
Forward CTGTCATGCCAAACGGAAC
Reverse CGTTGGGAAAGCCATAC
Forward CTGTCATGCCAAACGGAAC
Reverse GACTGGCATTTCAATCCAC
Forward TTCCAGGAGCGAGATCCCT
Reverse CACCCATGACGAACATGGG

pre-mRNA splicing 
primers 5'--> 3'

Forward ACCAGCTCCTCCTAACCCAT
Reverse TCACTCGCTTAGCAAGCTCAT
Forward AGTTCCTCGTGACTGGAGAGA
Reverse AATGGGTTTCCTCTACCCCC
Forward GTGCAGCATTCAGGGACACT
Reverse GCATCTGACCACCTCTCCCT
Forward AAACATTCCGCCTGGAGAGG
Reverse CATTGTGACTGTTGTCCGACG
Forward GGAGTGTGGAGCTGGTACAT
Reverse AGGCATCAAAGTCATCCAGTTG
Forward TCACTGGGATTGCTGTAGCG
Reverse GCCTCATCAGGATTAGTGGGA
Forward TTGCCAAACACCCTCGACTT
Reverse AACAGTTGAGGAGATTGTGAGGG
Forward ATGTGGAGCTGGCACGTTTG
Reverse ACGGGGTTTGTTAGTTTCCTCT
Forward CATGGCCAGCAAGAAAGATGAC
Reverse TTTGGTCAACATGTGCTTGC
Forward AGCCAGGTGAGGTAGGTTACT
Reverse CTGCATGTGGATTTTGCTTGGA

hsa-FCGR2B

hsa-UTRN

mmu-PTPRO

mmu-FGFR1OP2

mmu-REPS1

hsa+mmu-QKI-5

hsa+mmu-QKI-6

hsa+mmu-QKI-7

hsa-GAPDH

hsa-PTPRO

hsa-ERBB2IP

hsa-ADD3

hsa-KIF13A

hsa-LAIR1

Atherosclerosis-
related genes 5'--> 3'

Forward CATCTTACAGGAGCAGACTAGGC
Reverse TTGGCAGTGTTCTGGTTGTAG
Forward ATTCAGGGACCTTTCCTATTCGG
Reverse CTCACCACTATTGAACTTCCCG
Forward ACCCACCCTATGAACAACATGA
Reverse GAGTCGGGTAACGGAAACAGG
Forward ACTTCTGGCATTCCGATCAGT
Reverse ACGAAGCGATAGGTGGGGAT
Forward GCCTCTATCGTCAACAAGGAC
Reverse GCAATGAATAGGGCCAGGTC
Forward TACTGTCGGTTTCAGAAATGCC
Reverse GTCAGCGGACTCTGGATTCAG
Forward ATGGTGGACACGGAAAGCC
Reverse CGATGGATTGCGAAATCTCTTGG
Forward AGAAGATTCGGAAACAACAGCA
Reverse GCTGGATCATTAGTTCTTGAGCC
Forward GTTGCTGGTCACATTCCTGG
Reverse GCAGGTAATCCCAAAAGCGAC
Forward CTTTGGCTTAATGAGACTGGGAC
Reverse GCAACAAACATCACCACACCA
Forward ACGGCGTCTCTTCCTATGACA
Reverse CCCTTGGTATCCGCAACAGA
Forward CTGGGTATGCGACGATGATG
Reverse CTTGGTGTGTATGACTGGCTG
Forward CTCAATGCCTGATGTTTCTCCT
Reverse TCCAACCCTATCCCTAAAGCAA
Forward TCCATCGTCAACAAAGACGGG
Reverse ACTTGGGCTCAATGATGTCAC
Forward GGAAGACCACTCGCATTCCTT
Reverse GTAATCAGCAACCATTGGGTCA
Forward AGAGCCCCATCTGTCCTCTC
Reverse ACTGGTAGTCTGCAAAACCAAA
Forward ATGTCTTCCCCCACAAGTTCT
Reverse GACCACGATGTAGGCAGAGC
Forward CTCAATGCCTGATGTTTCTCCT
Reverse TCCAACCCTATCCCTAAAGCAA
Forward CTGACAGGATGCCTAGCCG
Reverse CGCAGGTAATCCCAGAAGC
Forward AGATGACGTGGCAAAGAACAG
Reverse CCTTGGCTAGATAACGAACTCTG
Forward TCAGACGAACAAGGCTGTCC
Reverse CCATCTAGGCAATCTCGGTCTC
Forward GAGTCTGACTTCGTGTGCAAA
Reverse GAACCGTCTTCGCAATCAGGA
Forward CTCAATGCCTGATGTTTCTCCT
Reverse TCCAACCCTATCCCTAAAGCAA
Forward ATGCTGTGCTATGTGACGAGG
Reverse TCGATGATCCCTAGACGCCTG

mmu-LDLR

mmu-VLDLR

mmu-NR1H3

mmu-MYLIP/IDOL

hsa-NR1H3

mmu-PPARA

mmu-NR1H2

mmu-NR1H3

mmu-ApoE

mmu-CD36

mmu-PPARD

mmu-PPARG

hsa-NR1H2

hsa-ApoE

hsa-CD36

hsa-LDLR

hsa-VLDLR

hsa-ABCA1

hsa-SCARB1

hsa-PPARD

hsa-PPARG

hsa-PPARA

hsa-MYLIP/IDOL

hsa-ABCG1

Supplementary Table 1

Supplementary Table 1: Primers sets utilized to determine mRNA abundance and pre-mRNA splicing 
events. 
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