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C: Transcription and chromatin remodelling factors

KIf5
Pitx3
Smad3
Hoxc4
Id2
Nfyb
Ets1
KIf6
Pcaf
Jund’
Cbfb
Smad4
Crebbp

Smarcal

Hoxc8
KIf10
Runx1
Mitf
Ezh1
Evi2a
Msh5
Cebpa
Ncoa3
Ncoa4
Chl
Jmjd1c
Msh2
Meis1
Nfam1
Pml
Ncoal
Fes
Myst4
KIf7
Zdhhc9

Hdac11
Nfya
Brg1
Gcenbl2
Mybl2
Brca?2
Mem3
Mcm4
Mcmb5
Mcm6
Brcal
Mem7
Smadb
Thp
Gfilb
Junb
Egri
KIf1
Nfe2
Hemgn
Lmo2
Zfpm1
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Kruppel-like factor 5

Paired-like homeodomain transcription factor 3
MAD homolog 3 (Drosophila)
Homeo box C4

Inhibitor of DNA binding 2

Nuclear transcription factor-Y beta
E26 avian leukemia oncogene 1
Kruppel-like factor 6
P300/CBP-associated factor

Jun proto-oncogene related gene d1
Core binding factor beta

MAD homolog 4 (Drosophila)
CREB binding protein

SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, membe

Homeo box C8

Kruppel-like factor 10

Runt related transcription factor 1
Microphthalmia-associated transcription factor
Enhancer of zeste homolog 1 (Drosophila)
Ecotropic viral integration site 2a

Muts homolog 5 (E. coli)

CCAAT/enhancer binding protein (C/EBP), alpha
Nuclear receptor coactivator 3

Nuclear receptor coactivator 4

Casitas B-lineage lymphoma

Jumonji domain containing 1C

Muts homolog 2 (E. coli)

Myeloid ecotropic viral integration site 1

Nfat activating molecule with ITAM motif 1
Promyelocytic leukemia

Nuclear receptor coactivator 1

Feline sarcoma oncogene

MYST histone acetyltransferase monocytic leukemia 4
Kruppel-like factor 7 (ubiquitous)

Zinc finger, DHHC domain containing 9

Histone deacetylase 11
Nuclear transcription factor-Y alpha
Brahma-related gene 1

GCNbS general control of amino acid synthesis-like 2 (S. cerevisiae)

Myeloblastosis oncogene-like 2

Breast cancer 2

Minichromosome maintenance deficient 3 homolog (S.
Minichromosome maintenance deficient 4 homolog (S.
Minichromosome maintenance deficient 5 homolog (S
Minichromosome maintenance deficient 6 homolog (S
Breast cancer 1

Minichromosome maintenance deficient 7 homolog (S.
MAD homolog 6 (Drosophila)

TATA box binding protein

Growth factor independent 1B

Jun-B oncogene

Early growth response 1

Kruppel-like factor 1 (erythroid)

Nuclear factor, erythroid derived 2

Hemogen

LIM domain only 2

Zinc finger protein, multitype 1

cerevisiae
cerevisiae
cerevisiae
cerevisiae
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cerevisiae)



D: Cell surface receptors and signal transduction proteins

I118r1
I7r

Lyb6a
Ly9
Cd244
Pik3ap1
Terb
B2m
Cd53
Notch2
Cer2
CdS52
Fcgr3
1r2
L1cam
Map3k14
Fcerlg
Lamp2
Lpxn
Mgl 1
Cd38
Jak1
Jak2
Pira2
ll5ra
Itgax
Pilrb
Ptprc
Cdgéb
Csf2
Cxcr3
ltgam
Bink
Cd14
Mapk14
Cd82
Cd&0
Pik3cg
Fcgri
Acvr2a
Itgav
Pik3cd
Cd276
Piral
Fcgrzb
Myadm
Tagfbri
7r
Cd44
Prkcd
Cd37
Ifngr1
7
Pten
Dpp4
I1rl1
Ly96
Thy1
Cd22
Cd7
Itgb4
Itgh5
Ifngr2
Vegfr3

Gypa
Socs3
I19r

Tfrc
Epor
Slamf1
Tspan33
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Interleukin 18 receptor 1

Interleukin 7 receptor

Lymphocyte antigen 6 complex, locus A
Lymphocyte antigen 9

CD244 natural killer cell receptor 2B4
Phosphoinositide-3-kinase adaptor protein 1
T-cell receptor beta, variable 8.2

Beta-2 microglobulin

CD53 antigen

Notch gene homolog 2 (Drosophila)

Chemokine (C-C motif) receptor 2

CD52 antigen

Fc receptor, 1gG, low affinity |l|

Interleukin 1 receptor, type I

L1 cell adhesion molecule

Mitogen-activated protein kinase kinase kinase 14
Fc receptor, IgE, high affinity |, gamma polypeptide
Lysosomal membrane glycoprotein 2

Leupaxin

Macrophage galactose N-acetyl-galactosamine specific lectin 1
CD38 antigen

Janus kinase 1

Janus kinase 2

Paired-lg-like receptor A2

Interleukin 5 receptor, alpha

Integrin alpha X

Paired immunoglobin-like type 2 receptor beta
Protein tyrosine phosphatase, receptor type, C
CD86 antigen

Colony stimulating factor 2 (granulocyte-macrophage)
Chemokine (C-X-C motif) receptor 3

Integrin alpha M

B-cell linker (Ly57)

CD14 antigen

Mitogen activated protein kinase 14

CD82 antigen

CD80 antigen

Phosphoinositide-3-kinase, catalytic, gamma polypeptide
Fc receptor, IgG, high affinity |

Activin receptor |I1A

Integrin alpha V

Phosphatidylinositol 3-kinase catalytic delta polypeptide
CD276 antigen

Paired-lg-like receptor A1

Fc receptor, IgG, low affinity |l, beta polypeptide
Myeloid-associated differentiation marker
Transforming growth factor, beta receptor |
Interleukin 17 receptor

CD44 antigen

Protein kinase C, delta

CD37 antigen

Interferon gamma receptor 1

Interleukin 7

Phosphatase and tensin homolog
Dipeptidyl-peptidase 4 (Cd26)

Interleukin 1 receptor-like 1

Lymphocyte antigen 96

Thymus cell antigen 1, theta

CD22 antigen

CD7 antigen

Integrin beta 4

Integrin beta 5

Interferon gamma receptor 2

Vascular endothelial growth factor receptor 3

Glycophorin A

Suppressor of cytokine signaling 3

Interleukin 9 receptor

Transferrin receptor

Erythropoietin receptor

Signaling lymphocytic activation molecule family member 1
Tetraspanin 33



E: Celular metabolism
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Ctsj 1 | Cathepsin J
Ncf1 | Neutrophil cytosolic factor 1
Hfe Hemochromatosis
Mmp9 | Matrix metallopeptidase 9
Mpo Myeloperoxidase
Ctsb | Cathepsin B
Myo1g | Myosin IG
Cat Catalase
Hexb | _ Hexosaminidase B
Lyzs | | | | Lysozyme
Lzp-s | P lysozyme structural
Man2b1 | Mannosidase 2, alpha B1
Ncf2 | Neutrophil cytosolic factor 2
Ncf4 Neutrophil cytosolic factor 4
0 2 4 812162024 0 2 4 8 12162024
Eraf | | Erythroid associated factor
Hba-a1 | ﬁ _ | ] Hemoglobin alpha, adult chain 1
Alas? Aminolevulinic acid synthase 2, erythroid
Hbb-b1 | Hemoglobin, beta adult major chain
Hk1 Hexokinase 1
Hk2 | Hexokinase 2




F: Cell cycle regulatory proteins

Cdkn2a
Cdkn1b
Cdkn2c
Cdkn2b
Pink1
Btg1
Pak1
Srgap3

Cdc25a
Ccne?2
Cdc25b
Cdcb
Cdknla
Cdkn2d
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Cyclin-dependent kinase inhibitor 2A (p16)
Cyclin-dependent kinase inhibitor 1B (p27)
Cyclin-dependent kinase inhibitor 2C (p18)
Cyclin-dependent kinase inhibitor 2B (p15)
PTEN induced putative kinase 1

B-cell translocation gene 1, anti-proliferative
p21 (CDKN1A)-activated kinase 1
SLIT-ROBO Rho gtpase activating protein 3

Cell division cycle 25 homolog A (S. cerevisiae)
Cyclin E2

Cell division cycle 25 homolog B (S. cerevisiae)
Cell division cycle 6 homolog (S. cerevisiae)
Cyclin-dependent kinase inhibitor 1A (p21)
Cyclin-dependent kinase inhibitor 2D (p19)



G: Apoptosis regulatory proteins
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Bcl2at | | ] | [ 1] B-cell leukemia/lymphoma 2 related protein A1
Bircle Baculoviral IAP repeat-containing 1e

Birc4 Baculoviral IAP repeat-containing 4

Birc1b Baculoviral IAP repeat-containing 1b

Cflar | CASPS8 and FADD-like apoptosis regulator (Flip)
Birc3 Baculoviral IAP repeat-containing 3

Mcl1 Myeloid cell leukemia sequence 1

0 2
PU.1 GATA-1

0 2 4 812162024 0 2 4 8 12162024

Bcl2 d:H_‘ ‘ | | [ | | B-cell leukemia/lymphoma 2
Birc5 _ _ | [ | | Baculoviral AP repeat-containing 5
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Table 1

Gene name Amplicon Binding site
(+/- bp relative to TSS) (+/- bp relative to TSS)

Zfpm 1 3537 — 3630 +3579, AGATAA

Nfe2 -2233 —-2111 -1589, AGATAA

-1502 —-1390 -1532, AGATAG

-1084 — -966 -1525, AGATAA

-475 — -359 -1052, AGATAG

22 — 194 -804, AGATAG
Cbfb 1812 — 1913 +1531, GAGGAACT
-3260 —-3170 -2978, GAGGAAGT

Cebpa




Table 2

Gene Oligo sequence Relative position from TSS
Zfpml1 CTCTTTGAAATAAGATCAGCT GCATTCCGGGCTACAGGAAGCC +3557 to +3606
GAGAAACTTTATTCTAGTCGA COTARGGCCCGATETCCTTCGE
Nfe2 TG GTAATCTGATATTATGTT CCTATTOTCO TT | Three segments: -1583 to -1559, -1537 to
~ ACT CATTAGACTATAATACAA GGATAAGACG TAA | -1515 and -1055 to -1042
ATTGATACGGCGT CCGTCTGATACAGAAAAGGATACCTCCTCAGATACCTG Five segments: -828 to -818, -807 to -
TAACTATGCCGC TGCCAGAGTATETCTTTTECEATECAGCAGHCTATECAC 796, -687 to -676, -428 to -417 and -327
to-316
Chfb TTGAAAAATATCGAAGTGATC TN T CTTGCCTCTTCGTTATCCTC +1509 to +1559
- AACTTTTTATAGCTTCACTAGATCAAGGAGAGAACGGAGAAGCAATAGGAG
Cebpa | CCTCTCTAGCCGCTCCTGGANSHEEREEICCCCTTGAAACAAGTCCTTTTG -2999 to -2949

GGAGACATCGGCGAGGACCTTCTCCTTCACCCCAACTTTGTTCAGGAAAAC
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