Supplementary Table 1: Primer sequences for the genomic amplification of CD14 gene promoter.

SIN Primer sets

Sequences (5°- 3°)

Size (bp)

F: ACACACCTGGAGAAGGCAA

1  CD14 promoter

R: TCCAAGGGCTAGTTCCAG AG

F: CAATTCCTGGTCAGGGAACTAA

2  CD14 promoter

R: GGCAGCCTCTGAGAGTTTATGT

Supplementary Table 2: List of common transcription factor binding sites associated with CD14 gene promoter region in both animals.

Eﬂa?;'}:i Transcription factor information Regulatory sequence Position #inWF  #inND p-value
XBBF Regulatory factor X 5 ggGTTGccattgecttete 7 1 1 0.010
TEAF TEA/ATTS DNA binding domain factors acccATTCcagta 22 1 1 0.145
NFAT Nuclear factor of activated T-cells 5 gcctGGAAaatcccaagga 40 1 2 0.142
ESRR Estrogen-related receptor alpha ctggaaaatcccAAGGacagagg 42 1 1 0.108
IRFF Interferon regulatory factor 7 tgaaaagtGAAAgtgaagtcgctca 113 2 3 0.141
PRDF Positive regulatory domain | binding factor gaaaagtGAAAgtgaagtc 118 2 1 0.102
HUB1 Zinc finger protein 282 (HTpI;(\)/t—elir:Jf) repressive element-binding TTTCacttttcactt 126 2 2 0.148
HOXF T-cell leukemia, homeobox 2 agaagggAATGgcaaccca 152 1 1 0.100
SMAD Smad4 transcription factor involved in TGF-beta signaling gtgGTCTtgce 176 1 1 0.145
NFKB Nuclear factor kappa B/c-rel ctGGGAttctccagg 185 1 1 0.143
PAX6 PAX-4/PAX-6 paired domain binding sites ctggagaatcCCAGggaag 186 1 2 0.144
ZTRE ZTRE motifs (1 bp spacer), ZNF658 binding site ccttccctGGGALttcte 189 2 3 0.153
GLIF GLIS family zinc finger 2 caggCCCcCeccttccctg 197 1 1 0.141
SRFF Serum response element binding factor gacccCATAgacggcagcee 217 2 1 0.013
SREB Sterol regulatory element binding protein 1 and 2 aagTCACctcagttg 250 1 1 0.092
NF1F Myoblast determining factors agtagcCAGCagcagcg 267 1 2 0.104
PAX3 PAX-3 binding sites tgtgTCT Cgctgcetgetgg 272 1 2 0.086
CAAT Cellular and viral CCAAT box gtggCCAAtgaagat 311 1 1 0.105
CTCE CTCF and BOhRIS gene family, t_rans<_:riptiona| re_gulators with 11 tceacmeccctgeagtGGGAgtgeagt 354 1 2 0.088
ighly conserved zinc finger domains

KLFS Kidney-enriched kruppel-like factor, KLF15 cccactgcaGGGGtgtgga 362 1 2 0.024
BCL6 POZ/zinc finger protein, transcriptional repressor, translocations caaTTCClygtcaggga 385 9 1 0.144

observed in diffuse large cell lymphoma
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SP1F Stimulating protein 1, ubiquitous zinc finger transcription factor gatagGGGCaggggaca 703 1 1 0.129
AP2F Transcription factor AP-2, alpha caagCCTGggggcat 729 1 1 0.145
SNAP snRNA-activating protein complex aTCTCcttttctccaaccc 748 1 1 0.145
RORA Orphan nuclear receptoL irﬁ\égﬁgbs?tlé)ha (NR1D1), monomer cactgectggGTCAgaggaatagag 799 1 1 0.141
RXRF RXR heterodimer binding sites gcctgGGT Cagaggaatagaggcect 803 1 1 0.145
STAT1 Signal transducer and activator of transcription ccctTTCCaggcaacatcc 849 1 2
STAT3 Signal transducer and activator of transcription 3 tcaaTTCCtggtcagggaa 877 1 1 0.141
ETSF Ets variant 1 aatttccaGGAAgagtagcga 880 1 2 0.136
MZF1 Myeloid zinc finger protein MZF1 gtGGGGagtga 925 1 2 0.083
PBXC Pre-B-cell leukemia homeobox 3 gtggggagT GACagggt 925 2 2 0.039
HOXH Meisla and Hoxa9 form thaertgeg:)(g)lmz\rlc binding complexes on TGACaggattcaaag 933 1 5 0.058
CHRE Cell cycle gene homology region (CDE/CHR tapdem elements ttctTTGAaccct 937 1 5 0.106
regulate cell cycle dependent repression)

STATS Signal transducer and activator of transcription 5 agggT TCAaagaaggggga 937 2 2 0.018
BARB Barbiturate-inducible element gttcAAAGaaggggg 940 1 1 0.146
PLAG Pleomorphic adenoma gene 1 aaGGGGgagcaaagcgacttcec 948 1 1 0.059
RBPF Mammalian transcriptional repressor RBP-Jkappa/CBF1 acccTGGGaagtc 963 1 1 0.068
PARF Thyrotrophic embryonic factor / hepatic leukemia factor cagggT TACataaactc 970 2 2 0.148

WE: White Fulani; ND: N'Dama.



