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Investigation of novel treatment and cause of diseases in the field of pediatric
surgery by deep proteome analysis of stools
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We established deep proteome analysis of stools and apply it to infants with
cholestasis, including both BA and non-BA cohorts. Our new method of deep proteome analysis by
data-independent acquisition mass spectrometry (DIA-MS) can detect over 2,000 host-derived proteins
in stools and provides a method for discovering new BA biomarkers. Further large-scale studies are
needed to validate our results regarding the varying levels of host-derived stool proteins in BA as
potential specific and reliable biomarkers for diagnosing this disease. Moreover, deep proteome
analysis of stools has great potential to elucidate the pathophysiology of BA and other pediatric
diseases, especially in the field of pediatric gastroenterology.
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Gene symbol Protein name Fold change p value
e CD93 Complement component C1q receptor 40.3 0.03
i Fg—_z_ EEEEENg C8A Complement component C8 alpha chain 8.9 <0.01
3 ) F : ADA2 Adenosine deaminase 2 7.8 <0.01
: 1 ° ®le - GLMP Glycosylated lysosomal membrane protein 6.2 0.04
* i . : HABP2 Hyaluronan-binding protein 2 6.1 <0.01
° t [~ RUVBL1 RuvB-like 1 53 0.01
. ) HEBPL Heme-binding protein 1 49 003
2 ® : F ° RENBP N-acylglucosamine 2-epimerase 4.7 0.04
.0 ® '. E’C SERPINA7 Thyroxine-binding globulin 39 0.01
- Corti id-binding globulin 37 0.01
—————————— DLG1 Disks large homolog 1 35 0.02
1 UBE2D3 Ubiquitin-conjugating enzyme E2 D3 31 0.05
LCN1 Lipocalin-1 31 0.05
PCSKS protein convertase subtilisin/kexin type 5 3.0 0.03
MT-ND2 NADH-ubiquinone oxidoreductase chain 2 3.0 0.04
FLNC Filamin-C 2.8 0.03
04 GPDIL Glycelrol-a-phosphate dehydrogenase 1-like 28 001
T T - . protein
-10 -5 0 5 10 cp Ceruloplasmin 2.6 0.03
Lng fold change CIAO2A Cytosolic iron-sulfur assembly component 2A 22 0.04
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