Supplemental Table S1 — qPCR primers employed in the study

Gene Amplicon Reaction
Symbol Description, protein name Forward sequence (5°-3°) Tm (°C) Reverse sequence (5°-3") Tm (°C)  length (bp) efficiency
ACTB Actin, beta CTACGTCGCCCTGGACTTC 61 GCAGCTCGTAGCTCTTCTCC 59 77 0.78
PPIA Peptidylprolyl Isomerase A (Cyclophilin A) CAAGACTGAGTGGTTGGATGG 61 TGTCCACAGTCAGCAATGGT 60 138 0.82
c3 Complement Component 3 ATCAAATCAGGCTCCGATGA 61 GGGCTTCTCTGCATTTGATG 61 76 0.92
CFB Complement factor B TGATGGAGCGGGGTACTG 61 TCGGCTGCAGTAGTAGGTGA 60 103 1.07
CFD Complement factor D CCTCGGAGCAGCTGTATGT 59 ATGCCATGTAGGGTCTCTCG 60 89 0.90
MASP2  Mannan-binding lectin serine peptidase 2 GGCAAGGACAGCTGTAAAGG 60 TTCCTCCCACAAACCACTTC 60 82 0.96
TLR2 Toll-like receptor 2 GTTTTACGGAAATTGTGAAACTG 58 TCCACATTACCGAGGGATTT 59 136 0.54
TLR4 Toll-like receptor 4 TTTCCACAAAAGTCGGAAGG 60 CAACTTCTGCAGGACGATGA 60 145 1.05
CD14 CD14 molecule GGGTTCCTGCTCAGATTCTG 60 CCCACGACACATTACGGAGT 61 165 0.80
MYD88 Myeloid differentiation primary response 88 CCAGACTAAGTTTGCACTCAGC 59 AGGATGCTGGGGAACTCTTT 60 99 0.98
LBP Lipopolysaccharide binding protein CCCAAGGTCAATGATAAGTTGG 61 ATCTGGAGAACAGGGTCGTG 60 83 0.92
CD163 CD163 molecule CACATGTGCCAACAAAATAAGAC 59 CACCACCTGAGCATCTTCAA 60 130 0.86
MD2 Lymphocyte antigen 96 CAGTAAAGGTTGAGCCCTGTG 60 TTTGCGCATTGGTAAAGTCA 60 140 0.94
IRF3 Interferon regulatory factor 3 GCTACACCCTCTGGTTCTGC 60 GAGACACATGGGGACAACCT 60 95 0.99
IL1B Interleukin 1, beta CCAAAGAGGGACATGGAGAA 60 GGGCTTTTGTTCTGCTTGAG 60 123 1.06
ILIRN Interleukin 1 receptor antagonist GTTGGACGCAGTTAACATCACA 61 GCTGACTCAAAGCTGGTGGT 60 105 1.02
IL6 Interleukin 6 TGGGTTCAATCAGGAGACCT 60 CAGCCTCGACATTTCCCTTA 60 116 0.88
IL8 Interleukin 8 GAAGAGAACTGAGAAGCAACAACA 60 TTGTGTTGGCATCTTTACTGAGA 60 99 0.85
IL17A Interleukin 17A TACTCCAAACGCTCCACCTC 60 AGCATTGATACAGCCCGAGT 60 111 0.97
IL18 Interleukin 18 (interferon-gamma-inducing factor) CTGCTGAACCGGAAGACAAT 60 TCCGATTCCAGGTCTTCATC 60 110 0.91
TNF Tumor necrosis factor CACGTTGTAGCCAATGTCAAAG 61 GAGGTACAGCCCATCTGTCG 61 129 0.91
TNFAIP3 Tumor necrosis factor, alpha-induced protein 3 CCCAGCTTTCTCTCATGGAC 60 TTGGTTCTTCTGCCGTCTCT 60 113 0.92
SAA Serum amyloid A CAGAGATGGGCATCATTCCT 60 TGGCATCGCTGATCACTTTA 60 184 0.96
HP Haptoglobin ACAGATGCCACAGATGACAGC 61 CGTGCGCAGTTTGTAGTAGG 60 105 0.95
TF Transferrin CTCAACCTCAAAACTCCTGGAA 61 CCGTCTCCATCAGGTGGTA 59 82 1.01
LTF Lactotransferrin GGAAAAGACTGCCCAGACAA 60 ACACTCCGTGTTGTCGTTGA 60 78 1.00
IFNg Interferon, gamma CCATTCAAAGGAGCATGGAT 60 TTCAGTTTCCCAGAGCTACCA 60 76 0.89
GZMB  Granzyme B CCAGGACCAGGATAATCGAA 60 GGGTGACGTTGATTGAGCTT 60 101 1.04
CSF2 Colony stimulating factor 2 CCGAGGAAACTTCCTGTGAA 60 GCAGTCAAAGGGGATGGTAA 60 92 1.08
SFTPA  Surfactant protein A CATGGGTGTCCTCAGTTTCC 60 CATCAAAAGCGACTGACTGC 60 86 0.91
SFTPD  Surfactant protein D AGCGGAGCAGAGAACTGTGT 60 CTCAGAACTCGCAGATCACG 60 94 0.91
kdsB 3-deoxy-manno-octulosonate cytidylyltransferase GGAACGTTTAGCGGAAGTGA 60 CAACGGCTCATCACCTTGTA 60 82 1.06
wzxE Lipopolysaccharide biosynthesis protein GCGCGATTTACTGATGGAAT 60 AAAACCGCCGTAATCAGTTG 60 102 0.96
comEA  DNA uptake protein CCTAATAATCCGCCCGTTTC 61 CGGCAGTTTTGTTCGTTGT 60 70 0.99
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