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Arachidonic acid released by PIK3CA
mutant tumor cells triggers malignant
transformation of colonic epithelium by
inducing chromatin remodeling

Cell Reports Medicine
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OPEN ACCESS

Arachidonic acid released by PIK3CA mutant tumor
cells triggers malignant transformation of colonic
epithelium by inducing chromatin remodeling

Baoyu e, Qingli Bie,' Rou Zhao,' Yugang Yan," Guanjun Dong," Baogui Zhang,® Sen Wang, Wenrong Xu,*
Dongxing Tian,' Yujun Hao,” Yanhua Zhang,” Mingsheng Zhao,* Huabao Xiong,** and Bin Zhang'*

Department of Laboratory Medicine. Affiliated Hosoita! of Jining Medical University., Jining Medical University, Jining, Shandong 272000,
China
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Multi-omics reveals that Bifidobacterium
breve M-16V may alleviate the immune dys-
regulation caused by nanopolystyrene
Environment International

10.3, HFRE—KX

Contents lists available at ScienceDirect

Environment International

ELSEVIER

Journal homepage: wwww.elsevier. com/locats/envint

Multi-omics reveals that Bifidobacterium breve M-16V may alleviate the

immune d; lation caused by polystyrene

Na Li**’, Jun Wang ', Ping Liu®, Jinhua Li“’, Chundi Xu™
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OPLS-DA score plot
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Human supplementation with Pediococcus
acidilactici GR-1 decreases heavy metals
levels through modifying the gut microbio-
ta and metabolome

npj Biofilms and Microbiomes

7.8, FRE—X

FEARER.

EXRE (HM) SRETEFRETAZ—, mEXBNEMENRERSRE, ERVEREEYERR

i | bicfilms and
npj I microbiomes

www.nature.com/npjbiofilms
ARTICLE  OPEN B pons
Human supplementation with Pediococcus acidilactici GR-1
decreases heavy metals levels through modifying the gut
microbiota and metabolome

Pengya Feng'“, Jinfeng Yang'*, Shuai Zhao'®, Zhenmin Ling’, Rong Han? Ying Wu', Ei-Sayed Salama (i, Apurva Kakade',

Aman Khan', Weilin Jin®, Weibing Zhang”, Byong-Hun Jeon (¥, Jingjing Fan', Minrui Lit?, Tursunay Mamtimin', Pu Liu'* and
Xiangkai Li'™
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BX. b5, GM B—LEEIhRERIRS B @B mP M At axX Rk EEEE XK,
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Positive correlation: n=117

Negative correlation: n=92

Intervention

Fa&icalmclabolomc Metagenomic species

Faecal metabolome

Serum metabolome

Positive correlation: n=193

Negative correlation: n=169
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Functional modules of the gut microbiota

Ni00844 Arginine biosynthesis, ormithine == arginine
MO00029 Urea cycle

MO00015 Proline biosynthesis, glutamate => proline

MO00025 Tyrosine blosynthesns chrismate =>HPP=>tyrosine

leg
MO00535 lsoleucme blosynthesls pymva!
M00432 Leuclm: 3y
MO00167 Reductive pentose
M00170 C4-dicarboxylic acid cycle,

2-oxobutanoate

= 2.
cycle, gl Idehyde-3P =>ribulose-5P
hospl Ipyruvate carboxykinase type

“N00125 Riboflavin biosynthesis, piants and bacteria, G1P = riboflavin/EMN/EAD
MO00881 Lipoic acid biosynthesis, plants and bacteria, octanoyl-ACP => dihydrolipoyl-E2/
MO00842 Tetrahydrobiopterin biosynthesis, GTP => BH4

MO00843 L-threo-Tetrahydrobiopetrin biosynthesis, GTP => L-threo-BH4

MO0880 cofactor | hesis, GTP =>
MO00609 Cysteine biosynthesis, methionine => cysteine
MO00017 Methionine biosynthesis, apartate => homoserine => methionine

8 Ethylene biosynthesis, methionine == ethylene

6 Lysine biosynthesis, succinyl-DAP pathway, aspartate => lysine

MO00525 Lysine biosynthesis, acetyl-DAP pathway, aspartate => lysine

MO00526 Lysine biosynthesis, DAP dehydrogenase pathway, aspartate => lysine

MO00031 Lysine biosynthesis, mediated by LysW, 2-aminoadipate => lysine

M00357 Methanogenesis, acetate => methane

M00358 Coenzyme M biosynthesis

M00378 F420 biosynthesis, archaea

M00549 Nucleotide sugar blosymhesls, glucose => UDP-glucose

MO00554 1 sugar bi => UDP-gal

M00892 UDP-N-acetyl-D-glucosamine biosynthesis, eukaryotes, glucose =>UDP-GIcNA¢
MO00909 UDP-N- yl-D-gl bi , prokaryotes, glucose => UDP-GlcNAc¢
M00136 GABA bi thesis, prok =>GABA

Mo0020 Serine biosynthesis, glycelate 3P =2 Serine

MO00018 Threonine biosynthesis, aspartate => homoserine => threonine

MO00033 Ectoine biosynthesis, aspartate => ectoine
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Arginine and proline metabolism

Aromatic amino acid metabolism
Aromatics degradation

Branched-chain amino acid metabolism

Carbon fixation

Central carbohydrate metabolism

Cofactor and vitamin metabolism

Cysteine and methionine metabolism

P
Lysine metabolism B :
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Methane metabolism

Other carbohydrate metabolism

Polyamine biosynthesis

Serine and threonine metabolism
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