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Supplementary Figure 1. qRT-PCR analyses for measuring the knockdown 

efficiency of transcription factors. 

A549 and U937 cells knocking down or overexpressing different transcription factors 

including NF-κB subunits p65 and p50 (A), HIF1 (B), TCF4 (C), AP-1 subunits c-Jun 

and c-FOS (D), or FOXP3 (E) were subjected to RNA isolation, followed by 

qRT-PCR analyses to examine the expression of these transcription factors. **P<0.01 

and ***P<0.001. 
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Supplementary Figure 2. Effects of FOXP3 downregulation and overexpression 

on the expression of NLRP1, IL1B and IL18. 

A549 and U937 cells were transfected with si-FOXP3 or pCDNA3-2×Flag-FOXP3. 

After 24 h, cells were subjected to RNA isolation, followed by qRT-PCR analyses to 

examine the expression of NLRP1 (A), IL1B (B) and IL18 (C). ***P<0.001. 
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Supplementary Figure 3. Effects of CtBP2 downregulation and overexpression 

on the expression of miR-199a-3p, NLRP1, IL1B and IL18. 

A549 and U937 cells were transfected with si-CtBP2 or pCDNA3-2×Flag-CtBP2. 

After 24 h, cells were subjected to RNA isolation, followed by qRT-PCR analyses to 

examine the expression of miR-199a-3p (A), NLRP1 (B), IL1B (C) and IL18 (D). 

***P<0.001. 
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Supplementary Figure 4. CHFTC specifically bond to the promoter of 

miR-199a-3p. 

(A and B) Effects of CtBP2 knockdown and overexpression on HDAC1 and FOXP3 

protein levels. A549 cells were transfected with two CtBP2-specific shRNAs and 

pCDNA3-2×Flag-CtBP2 to obtain two CtBP2-knockdown cell lines (KD-1 and KD-2) 

(A) and two CtBP2-overexpression cells lines (OE-1 and OE-2) (B), respectively. 

These cells were used to examine the protein levels of CtBP2, HDAC1, FOXP3 and 

NLRP1. GAPDH was used as a loading control. (C and D) The enrichment of FOXP3 

and HDAC1 in the promoters of miR-199a-3p was significantly increased upon 

CtBP2 knockdown. The A549 and CtBP2-KD1 cells were subjected to ChIP assays 

with anti-FOXP3 (C), anti-HDAC1 (D) and IgG antibodies. The purified DNA was 
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applied to qRT-PCR analyses to examine the enrichment of FOXP3 and HDAC1 in 

the promoter of miR-199a-3p. Primers used for qRT-PCR analyses located in the two 

regions [-31-(-)37 and -960-(-966)] of miR-199a-3p promoter containing the FOXP3 

binding site. ***P<0.001. (E and F) The enrichment of FOXP3 and HDAC1 in the 

promoters of miR-199a-3p was dramatically decreased upon CtBP2 overexpression. 

A549 and CtBP2-OE1 cells were subjected to ChIP assays with anti-FOXP3 (E), 

anti-HDAC1 (F) and IgG antibodies. The purified DNA was applied to qRT-PCR 

analyses to examine the enrichment of FOXP3 and HDAC1 in the promoter of 

miR-199a-3p. **P<0.01. 
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Supplementary Figure 5. LPS treatment changed the binding of CHFTC in the 

promoter of miR-199a-3p. 

(A) LPS treatment increases CtBP2 protein levels. A549 and U937 cells were treated 

with 200 ng/mL LPS for 2 h, followed by protein isolation and immunoblot analysis to 

examine the protein levels of CtBP2, HDAC1, FOXP3 and NLRP1. GAPDH was used 

a loading control. (B-D) LPS treatment affected the enrichment of CtBP2, FOXP3 

and HDAC1 in the promoter of miR-199a-3p. A549 and U937 cells were treated with 

200 ng/mL LPS for 2 h, followed by ChIP assays with anti-CtBP2 (B), anti-FOXP3 

(C), anti-HDAC1 (D) and IgG antibodies. The purified DNA was applied to 

qRT-PCR analyses to examine the enrichment of CtBP2, FOXP3 and HDAC1 in the 

promoters of miR-199a-3p. ***P<0.001. 
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Supplementary Figure 6. Effects of CtBP1 downregulation and overexpression 

on the expression of miR-199a-3p and NLRP1. 

A549 cells were transfected with si-CtBP1, si-CtBP2, pCDNA3-2×Flag-CtBP1 and 

pCDNA3-2×Flag-CtBP2, respectively. After 24 h, cells were subjected to RNA 

isolation, followed by qRT-PCR analyses to examine the expression of CtBPs (A), 

miR-199a-3p (B) and NLRP1 (C). ***P<0.001. 
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Supplementary Table-1. The basic information of NSCLC and ALI patients (n=24 in each group) 

Parameter NSCLC ALI 

Mean age 57.8±5.7 48.2±6.8 

Gender 

Stage 

12M/12F 

T0 

17M/7F 

Died 

F, female; M, male. 

 

Supplementary Table-2. Primers used for qRT-PCR analyses 

Gene Forward Primers Reverse primers 

TNFA 5’- GCAACAAGACCACCACTTCG-3’ 5’- CTCAAGTCCTGCAGCATTC-3’ 

S100A8 5’- GCTAGAGACCGAGTGTCCTCA-3’ 5’-CACGCCCATCTTTATCACCAGA-3’ 

NLRP1 5’- ATGCCCTGCGCTTCATTCCCG-3’ 5’- CATTTCTAGATCATCTATGGC-3’ 

CDH1 5’- CACCACTGGGCTGGACCGAG-3’ 5’-TGGGATTGAAGATCGGAGGA-3’ 

GLTPD 5’-TGTGAGCTGAGCTGGTTAG-3’ 5’- GCACCCTGGCGAGGCCTGGCT-3’ 

PSRC1 5’- TGCAGGACACAGAGTGCG-3’ 5’- TCCAGGTACTGACTGTAGTGG-3’ 

IL1B 5’- TGTACCTGTCCTGCGTGTT-3’ 5’- CTCCCAGGAAGACGGGCATG-3’ 

IL18 5’-CCAGCCTAGAGGTATGGCT-3’ 5’- TATCCCCCAATTCATCCTC-3’ 

IL-6 5’-CAACCTGAACCTTCCAAAGATG-3’ 5’- ACTCATCTGCACAGCTCTGG-3’ 

p65 5’-AGTGCGGGACCCATCAGGCA-3’ 5’- TCATCCCCACCGAGGCAGCT-3’ 

P50 5’-AGCTAATCCGCCAAGCAGCT-3’ 5’- TTTCAAGTTGGATGCATTGG-3’ 

HIF1 5’- GAGCTTGCTCATCAGTTG-3’ 5’- TGTCATCTTCAATATCC-3’ 

TCF4 5’-TGCTCCATCAGCAAGCACT-3’ 5’- TCCTGCATAGCCAGGCTG-3’ 

c-Jun 5’-GCCTTCGTTAACTGTGTAT-3’ 5’- AACACTGGGCAGGATACCC-3’ 

c-FOS 5’-ACTCCAGGGCTGGCGTT-3’ 5’-CTTGGAGTGTATCAGTCAGC-3’ 

FOXP3 5’-CAAAGCCTCAGACCTGCTGG-3’ 5’-AGGGTGCCACCATGACTAG-3’ 

-Actin 5’-AGAGCTACGAGCTGCCTGAC-3 5’- AGCACTGTGTTGGCGTACAG -3’ 
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Supplementary Table-3. Primers used for ChIP qRT-PCR analyses 

Gene Forward Primers Reverse primers 

miR-199a-3p 

promoter 

(-31-37) 

5’- AGCTCTCCAGTGGCGGCG-3’ 5’- CAGAGGACACCTCCACTCCG-3’ 

miR-199a-3p 

promoter 

(-960-966) 

5’- TGATCTCATGCCTGAGCC-3’ 5’- CACACACACACACAAACACA-3’ 
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Supplementary Table-4. The aberrant expressed microRNAs in ALI lung tissues 

miRNA Average fold change P Value Expression 

miR-592 22.5 0.0045 Up 

miR-7-5p 21.6 0.00093 Up 

miR-224-5p 21.2 0.0025 Up 

miR-451b 20.4 0.0052 Up 

miR-21-5p 19.7 0.00081 Up 

miR-182-5p 19.6 0.0033 Up 

miR-589-5p 19.2 0.00062 Up 

miR-181a-5p 18.8 0.0045 Up 

Let-7p-5b 17.9 0.0026 Up 

miR-379-3p 17.5 0.0056 Up 

miR-18a 17.1 0.012 Up 

miR-32 16.6 0.0053 Up 

miR-100 16.2 0.0067 Up 

miR-328 15.4 0.0025 Up 

miR-132 14.9 0.023 Up 

miR-340 14.8 0.0034 Up 

miR-485 14.6 0.0017 Up 

miR-490 14.1 0.0066 Up 

miR-892a 13.7 0.0038 Up 

miR-943 13.4 0.0015 Up 

miR-921 12.9 0.00042 Up 

miR-1231 12.5 0.0015 Up 

miR-1305 12.1 0.0091 Up 

miR-17 11.7 0.00024 Up 

miR-2682 11.4 0.00011 Up 

miR-302c 10.9 0.00053 Up 

miR-23a 10.7 0.00056 Up 

miR-518d 10.2 0.00032 Up 

miR-125a 9.9 0.0094 Up 

miR-106a 9.8 0.00057 Up 
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miR-210 9.5 0.0083 Up 

miR-370 9.1 0.00021 Up 

miR-377 8.8 0.0052 Up 

miR-429 8.5 0.0025 Up 

miR-422a 7.9 0.0016 Up 

miR-650 7.7 0.0057 Up 

miR-933 7.1 0.0024 Up 

miR-770 6.6 0.00093 Up 

miR-1200 6.0 0.0033 Up 

miR-1243 5.3 0.00042 Up 

miR-607 5.1 0.0051 Up 

miR-633 4.7 0.0098 Up 

miR-520d 4.2 0.00065 Up 

miR-323b 3.5 0.0033 Up 

miR-199a-3p -29.1 0.00013 Down 

miR-1213 -28.4 0.0016 Down 

miR-338-5p -27.9 0.00043 Down 

miR-95-5p -27.2 0.0051 Down 

miR-3686 -26.7 0.00064 Down 

miR-5688 -26.3 0.0075 Down 

miR-30a-3p -25.9 0.0037 Down 

miR-22-3p -25.8 0.0054 Down 

miR-448 -25.5 0.0077 Down 

miR-144-3p -25.1 0.0052 Down 

miR-555 -24.6 0.025 Down 

miR-569 -24.2 0.0031 Down 

miR-300 -23.9 0.0029 Down 

miR-10a -23.7 0.0095 Down 

miR-15b -23.3 0.00044 Down 

miR-126 -23.1 0.0013 Down 

miR-140 -22.9 0.0077 Down 

miR-185 -22.5 0.00056 Down 



 12 

miR-222 -22.2 0.0016 Down 

miR-211 -21.9 0.00022 Down 

miR-410 -21.5 0.0065 Down 

miR-600 -21.2 0.0036 Down 

miR-2113 -20.9 0.00024 Down 

miR-762 -20.5 0.00016 Down 

miR-631 -20.2 0.0011 Down 

miR-770 -20.0 0.00076 Down 

miR-1227 -19.6 0.0032 Down 

miR-889 -18.9 0.00054 Down 

miR-875 -18.3 0.0011 Down 

miR-920 -17.3 0.0012 Down 

miR-424 -17.0 0.0032 Down 

miR-335 -16.9 0.00045 Down 

miR-449c -16.7 0.0032 Down 

miR-509-1 -15.9 0.0055 Down 

miR-1306 -15.2 0.00014 Down 

miR-1537 -14.7 0.00065 Down 

miR-653 -14.1 0.0012 Down 

miR-676 -13.4 0.0016 Down 

miR-3122 -12.9 0.00047 Down 

miR-1294 -12.4 0.00068 Down 

miR-8086 -11.9 0.00052 Down 

miR-935 -11.6 0.00081 Down 

miR-607 -11.1 0.00054 Down 

miR-887-5p -10.5 0.00091 Down 

miR-135b-5p -10.1 0.00043 Down 

miR-619-5p -9.5 0.00022 Down 

miR-744-3p -9.2 0.0094 Down 

miR-1305 -8.8 0.0035 Down 

miR-1290 -8.5 0.0043 Down 

miR-559 -7.9 0.0035 Down 
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miR-876-5p -7.4 0.0036 Down 

miR-759 -6.9 0.0073 Down 

miR-4324 -6.7 0.0046 Down 

miR-4504 -5.9 0.00032 Down 

miR-552-3p -5.5 0.00075 Down 

miR-466 -5.2 0.00084 Down 

miR-363-3p -4.9 0.00024 Down 

miR-606 -4.5 0.00015 Down 

miR-612 -4.2 0.0072 Down 

miR-940 -3.9 0.00013 Down 

miR-874-5p -3.6 0.00066 Down 

miR-2113 -3.1 0.00023 Down 
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Supplementary Table-5. The predicted targets of miR-199a-3p 
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Supplementary Table-6. The aberrantly expressed genes in ALI lung tissues 

Gene Gene Description Change fold P Value Expression 

TNFA Tumor necrosis factor alpha 13.5 0.00025 Upregulation 

S100A8 S100 calcium binding protein A8 13.1 0.00038 Upregulation 

IL6 Interleukin-6 12.7 0.0022 Upregulation 

CtBP2 C-terminal binding protein 2 12.3 0.0075 Upregulation 

TIPARP TCDD inducible poly (ADP-Ribose) 

polymerase 

12.0 0.0062 Upregulation 

TNFSF9 TNF superfamily member 9 11.6 0.0024 Upregulation 

TGB1 Transforming growth factor beta 1 11.3 0.0031 Upregulation 

IL1B Interleukin1-beta 10.9 0.0044 Upregulation 

NLRP1 NLR family pyrin domain containing 

1 

10.6 0.0013 Upregulation 

IL18 Interleukin-18 10.4 0.0022 Upregulation 

S100A9 S100 calcium binding protein A9 10.1 0.00055 Upregulation 

ICAM1 Intercellular adhesion molecule 1 9.9 0.0052 Upregulation 

NLRP3 NLR family pyrin domain containing 

3 

9.6 0.00035 Upregulation 

MEAF6 MYST/ESA1 associated factor 6 9.3 0.00021 Upregulation 

SYCP1 Synaptonemal complex protein 1 9.1 0.0011 Upregulation 

ZNF436 Zinc finger protein 436 8.9 0.0044 Upregulation 

CtBP1 C-terminal binding protein 1 8.8 0.0032 Upregulation 

ZNF687 Zing finger protein 687 8.8 0.00017 Upregulation 

NABP1 Nucleic acid binding protein 1 8.5 0.0043 Upregulation 

INPP1 Inositol polyphosphate 

1-phosphatase 

8.4 0.00021 Upregulation 

NOL6 Nucleolar protein 6 8.4 0.0022 Upregulation 

KYAT1 Kynurenine aminotransferase 1 8.2 0.0084 Upregulation 

IL15 Interleukin-15 8.1 0.0045 Upregulation 

BAFF B-cell activating factor 8.0 0.0028 Upregulation 

IFNG Interferon gamma 8.0 0.0054 Upregulation 

SOD1 Superoxide dismutase 1 7.9 0.0072 Upregulation 
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SOD2 Superoxide dismutase 1 7.8 0.0045 Upregulation 

NOD1 Nucleotide binding oligomerization 

domain containing 1 

7.8 0.0087 Upregulation 

CCR6 C-C Motif chemokine receptor 6 7.8 0.0047 Upregulation 

SOCS3 Suppressor of cytokine signaling 3 7.7 0.0082 Upregulation 

IRF5 Interferon regulatory factor 5 7.6 0.0091 Upregulation 

ATN1 Atrophin 1 7.5 0.0031 Upregulation 

RIPK1 Receptor interacting serine/threonine 

kinase 1 

7.5 0.0023 Upregulation 

ADAM17 DAM metallopeptidase domain 17 7.5 0.0028 Upregulation 

DDX58 DExD/H-Box helicase 58 7.4 0.0045 Upregulation 

SLC11A1 Solute carrier family 11 member 1 7.3 0.0026 Upregulation 

NLRC4 NLR family CARD domain 

containing 4 

7.3 0.0035 Upregulation 

NPL N-Acetylneuraminate pyruvate lyase 7.3 0.0091 Upregulation 

MYD88 MYD88 innate immune signal 

transduction adaptor 

7.2 0.0021 Upregulation 

HSP90AB1 Heat shock protein 90 Alpha family 

class B member 1 

7.2 0.0034 Upregulation 

RNF31 Ring finger protein 31 7.2 0.0073 Upregulation 

DEFA5 Defensin alpha 5 7.2 0.0072 Upregulation 

DEFA6 Defensin alpha 6 7.2 0.0046 Upregulation 

HSPA2 Heat shock protein family A (Hsp70) 

member 2 

7.1 0.0038 Upregulation 

HOGA1 4-Hydroxy-2-Oxoglutarate Aldolase 

1 

7.1 0.0036 Upregulation 

STAT3 Signal transducer and activator of 

transcription 3 

7.1 0.0047 Upregulation 

RPL6 Ribosomal Protein L6 7.1 0.00018 Upregulation 

PPARG Peroxisome proliferator activated 

receptor gamma 

7.0 0.0079 Upregulation 

SLC6A4 Solute carrier family 6 member 4 7.0 0.0093 Upregulation 
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COCH Cochlin 7.0 0.0023 Upregulation 

ITLN1 Intelectin 1 7.0 0.0048 Upregulation 

BTNL2 Butyrophilin Like 2 6.9 0.0065 Upregulation 

AIF1 Allograft inflammatory factor 1 6.9 0.0037 Upregulation 

LTB Lymphotoxin Beta 6.9 0.0038 Upregulation 

CASP1 Caspase 1 6.9 0.0041 Upregulation 

NOS3 Nitric Oxide Synthase 3 6.9 0.0055 Upregulation 

TGIF1 TGFB induced factor homeobox 1 6.8 0.0067 Upregulation 

IFNGR2 Interferon gamma receptor 2 6.7 0.0024 Upregulation 

S100A6 S100 Calcium Binding Protein A6 6.7 0.0078 Upregulation 

S100A7 S100 Calcium Binding Protein A7 6.6 0.0056 Upregulation 

NQO1 NAD(P)H quinone dehydrogenase 1 6.5 0.0033 Upregulation 

GSTT1 Glutathione S-transferase theta 1 6.5 0.0078 Upregulation 

UCP2 Uncoupling protein 2 6.4 0.0052 Upregulation 

BRD4 Bromodomain Containing 4 6.4 0.0032 Upregulation 

BMP6 Bone morphogenetic protein 6 6.3 0.0053 Upregulation 

BMP1 Bone morphogenetic protein 1 6.2 0.0036 Upregulation 

CASP8 Caspase 8 6.0 0.0048 Upregulation 

XDH Xanthine dehydrogenase 5.8 0.0083 Upregulation 

THSD4 Thrombospondin type 1 domain 

containing 4 

5.6 0.0034 Upregulation 

KLF11 Kruppel like factor 11 5.6 0.0065 Upregulation 

BMP2 Bone morphogenetic protein 2 5.5 0.0024 Upregulation 

GDF5 Growth differentiation factor 5.5 0.0093 Upregulation 

ACVRL1 Activin A receptor like type 1 5.5 0.0084 Upregulation 

GDNF Glial cell derived neurotrophic factor 5.4 0.0035 Upregulation 

NFKB1 Nuclear factor Kappa B subunit 1 5.2 0.0013 Upregulation 

RELA RELA proto-oncogene, NF-KB 

subunit 

5.2 0.0034 Upregulation 

CARD16 Caspase recruitment domain family 

member 16 

4.9 0.0062 Upregulation 

AKT2 AKT Serine/Threonine kinase 2 4.8 0.0074 Upregulation 
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TBP TATA-Box binding protein 4.6 0.0025 Upregulation 

CUL1 Cullin 1 4.5 0.0092 Upregulation 

RAC1 Rac family small GTPase 1 4.3 0.0044 Upregulation 

MAPK10 Mitogen-activated protein kinase 10 4.3 0.0049 Upregulation 

BCL3 BCL3 transcription coactivator 4.1 0.0032 Upregulation 

CSF3 Colony stimulating factor 3 3.9 0.0016 Upregulation 

SCAMP3 Secretory carrier-associated 

membrane protein 3 

3.8 0.0026 Upregulation 

ZBED6 Zinc finger, BED-type containing 6 3.7 0.0072 Upregulation 

LRRC40 Leucine-rich repeat-containing 

protein 40 

3.5 0.0032 Upregulation 

CCL21 Chemokine (C-C motif) ligand 21 3.5 0.0045 Upregulation 

MTIF2 Mitochondrial translational initiation 

factor 2 

-15.6 0.0056 Downpregulation 

MFSD7 Major facilitator superfamily 

domain-containing protein 7 

-15.1 0.0061 Downpregulation 

PSG8 Pregnancy specific 

beta-1-glycoprotein 8 

-14.3 0.0043 Downpregulation 

GLTPD Glycolipid transfer protein domain 

containing 1 

-14.1 0.0065 Downpregulation 

LYZL2 Lysozyme like 2 -13.8 0.0095 Downpregulation 

CDH1 Cadherin 1 -13.2 0.0054 Downpregulation 

HDAC1 Histone deacetylase 1 -12.6 0.0044 Downpregulation 

EXO1 Exonuclease 1 -12.5 0.0082 Downpregulation 

ALDH1L1 Aldehyde dehydrogenase 1 family 

member L1 

-12.2 0.0056 Downpregulation 

ACCN1 Amiloride-Sensitive cation channel 

neuronal 1 

-11.8 0.0043 Downpregulation 

PSRC1 Proline and serine rich coiled-coil 1 -11.3 0.0067 Downpregulation 

BAX BCL2 associated X Protein -10.9 0.0017 Downpregulation 

SORT1 Sortilin 1 -10.7 0.0016 Downpregulation 

SYPL2 Synaptophysin like 2 -10.7 0.0034 Downpregulation 
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E2F2 E2F transcription factor 2 -10.5 0.0015 Downpregulation 

FOXP3 Forkhead box P3 -10.4 0.0066 Downpregulation 

ZFP90 ZFP90 zinc finger protein -10.3 0.0092 Downpregulation 

IKZF4 IKAROS family zinc finger 4 -10.2 0.0044 Downpregulation 

GLI1 GLI family zinc finger 1 -9.8 0.0033 Downpregulation 

EGR4 Early growth response 4 -9.5 0.0054 Downpregulation 

LRG1 Leucine-rich alpha-2-glycoprotein 1 -9.2 0.0036 Downpregulation 

PFDN6 Prefoldin subunit 6 -8.8 0.0092 Downpregulation 

INTS12 Integrator complex subunit 12 -8.5 0.0036 Downpregulation 

DHX16 DEAH-box helicase 16 -8.3 0.0072 Downpregulation 

AMOTL1 Angiomotin-like protein 1 -7.6 0.0055 Downpregulation 

MCDR1 Macular dystrophy, retinal, 1 -7.4 0.0051 Downpregulation 

FAR1 Fatty acyl-coA reductase 1 -7.2 0.0083 Downpregulation 

GLYAT Glycine-N-acyltransferase -7.0 0.0032 Downpregulation 

PLCB1 Phospholipase C Beta 1 -6.8 0.0055 Downpregulation 

PRDM16 PR/SET domain 16 -6.8 0.0021 Downpregulation 

ZFPM1 Zinc finger protein, FOG family 

member 1 

-6.7 0.0014 Downpregulation 

DVL2 Dishevelled segment polarity protein 

2 

-6.5 0.0073 Downpregulation 

GRHPR Glyoxylate and hydroxypyruvate 

reductase 

-6.5 0.0025 Downpregulation 

KDM1A Lysine demethylase 1A -6.5 0.0052 Downpregulation 

SOX13 SRY-Box 13 -6.3 0.0058 Downpregulation 

NEAT1 Nuclear paraspeckle assembly 

transcript 1 

-6.2 0.000062 Downpregulation 

MCDR1 Macular dystrophy, retinal, 1 -6.0 0.0027 Downpregulation 

CDCA7L Cell division cycle-associated 7-like 

protein 

-5.9 0.0044 Downpregulation 

SEH1L SEH1 like nucleoporin -5.8 0.0062 Downpregulation 

APIP APAF1 interacting protein -5.6 0.0024 Downpregulation 

TNS3 Tensin 3 -5.6 0.0092 Downpregulation 
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CHD4 Chromodomain helicase DNA 

binding protein 4 

-5.6 0.0011 Downpregulation 

FGF3 Fibroblast growth factor 3 -5.5 0.0015 Downpregulation 

CTCF CCCTC-binding factor -5.3 0.0043 Downpregulation 

RBBP8 RB binding protein 8, endonuclease -5.3 0.0024 Downpregulation 

NOL4 Nucleolar protein 4 -5.2 0.0074 Downpregulation 

PLD1 Phospholipase D1 -5.1 0.0038 Downpregulation 

ZBTB18 Zinc finger and BTB domain 

containing 18 

-4.6 0.0055 Downpregulation 

RTN4 Reticulon 4 -4.3 0.0067 Downpregulation 

GUCA1A Guanylate cyclase activator 1A -4.1 0.0026 Downpregulation 

KIF2A Kinesin family member 2A -4.1 0.0012 Downpregulation 

ECT2 Epithelial cell transforming 2 -3.7 0.0074 Downpregulation 

SV2B Synaptic vesicle glycoprotein 2B -3.5 0.0092 Downpregulation 

HES7 Hes family BHLH transcription 

factor 7 

-3.5 0.0035 Downpregulation 

HDAC2 Histone deacetylase 2 -3.2 0.0062 Downpregulation 

CALM2 Calmodulin 2 -3.1 0.0045 Downpregulation 
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Supplementary Table-7. The FOXP3-associated proteins identified by LC-MS/MS 

Protein Protein description Molecular weight 

(kDa) 

MASCOT scores 

FOXP3 Forkhead Box P3 47 783 

HDAC1 Histone Deacetylase 1 55 745 

β-Actin Actin Beta 42 702 

CtBP2 C-Terminal Binding Protein 2 49 686 

CTLA4 Cytotoxic T-lymphocyte associated protein 4 25 675 

GATA3 GATA binding protein 3 48 635 

NFATC2 Nuclear factor of activated T cells 2 100 616 

TNFRSF18 TNF receptor superfamily member 18 26 603 

ITGB8 Integrin subunit beta 8 86 596 

GATA3 GATA binding protein 3 48 580 

IRAK4 Interleukin 1 receptor associated kinase 4 52 572 

HIPK2 Homeodomain interacting protein kinase 2 131 562 

IRF1 Interferon regulatory factor 1 37 556 

USP7 Ubiquitin specific peptidase 7 128 550 

IKZF2 
IKAROS Family Zinc Finger 2 

60 543 

PDCD1 Programmed cell death 1 32 526 

ITCH Itchy E3 Ubiquitin protein ligase 103 520 

KLF8 Secreted and transmembrane protein 1 39 515 

SMAD4 SMAD Family Member 4 60 512 

GPS2 G Protein Pathway Suppressor 2 37 504 

GATA1 GATA Binding Protein 1 43 498 

USF1 Upstream Transcription Factor 1 34 494 

MAPK1 Mitogen-Activated Protein Kinase 1 41 483 

EMP2 Epithelial membrane protein 2 19 472 

NOD2 Nucleotide binding oligomerization domain 

containing 2 

115 469 

CARHSP1 Calcium-regulated heat stable protein 1 16 466 

CTRL1 Chymotrypsin-like protease 28 452 

PSMB1 Proteasome subunit Beta 1 26 437 
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PYDC2 Pyrin domain containing 2 11 427 

CHD7 Chromodomain helicase DNA binding protein 7 336 419 

FGL1 Fibrinogen-like protein 1 36 412 

INTS9 Integrator complex subunit 9 74 399 

ODF1 Outer dense fiber protein 1 28 384 

MFAP2 Microfibrillar-associated protein 2 21 378 

GBP2 Guanylate binding protein 2 67 352 

GNL2 G protein nucleolar 2 84 345 

FPGT Fucose-1-phosphate guanylyltransferase 68 336 

ULK4 UNC-51 like kinase 4 142 315 

EAF1 ELL associated factor 1 29 311 

GNPDA1 Glucosamine-6-phosphate isomerase 1 33 303 

BRAT1 BRCA1-associated ATM activator 1 88 294 

ING3 Inhibitor of growth protein 3 47 283 

MOSPD3 Motile sperm domain containing 3 26 268 

SUMF2 Sulatase-modifying factor 2 34 257 

NRBF2 Nuclear receptor-binding factor 2 32 251 

CCDC70 Coiled-coil domain-containing protein 70 29 245 

WBP4 WW domain-binding protein 4 43 237 

DDX23 DEAD-box helicase 23 96 225 

EMP1 Epithelial membrane protein 1 18 215 

LRRK2 Leucine-rich repeat kinase 2 286 206 

PDCD7 Programmed cell death protein 7 55 199 

CHSY1 Chondroitin sulfate synthase 1 92 192 

SCAMP5 Secretory carrier-associated membrane protein 5 26 183 

ELL3 Elongation factor RNA polymerase II-like 3 45 177 

CSDC2 Cold shock domain-containing protein D2 17 162 

NOL12 Nucleolar protein 12 25 155 

THAP7 THAP domain-containing protein 7 34 143 

PI4KA Phosphatidylinositol 4-kinase alpha 237 104 
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Supplementary Table-8. Potential targets of miR-5688 and miR-95-5p in ALI 

miRNAs miRNA sequence Target gene Target region 

(3’-UTR) 

miR-95-5p UCAAUAAAUGUCUGUUGAAUU TGBF1 TTTATTGA 

(308-315) 

miR-5688 UAACAAACACCUGUAAAACAGC IL1B GTTTGTT 

(362-368) 

 


