
LECT2 deletion exacerbates liver steatosis and
macrophage infiltration in a male mouse model of
LPS-mediated NASH

言語: en

出版者: 

公開日: 2024-04-12

キーワード (Ja): 

キーワード (En): 

作成者: 

メールアドレス: 

所属: 

メタデータ

http://hdl.handle.net/2297/0002000522URL
This work is licensed under a Creative Commons
Attribution-NonCommercial-ShareAlike 4.0
International License.

http://creativecommons.org/licenses/by-nc-nd/4.0/


Supplemental information  
 
LECT2 deletion exacerbates liver steatosis and macrophage infiltration in a male mouse 

model of LPS-mediated NASH 

 
Ryota Tanida, Hisanori Goto, Hiroaki Takayama, Yujiro Nakano, Hein Ko Oo, Cynthia 

Monserrat Galicia-Medina, Kenta Takahashi, Kiyo-aki Ishii, Arman Syah Goli, Takashi 

Matsuzaka, Kenichi Harada & Toshinari Takamura 

 
Materials and Methods 
RNA isolation and real-time PCR analysis 

The total RNA was isolated from the epididymal white adipose tissue (eWAT) using the 

RNeasy Lipid Tissue Mini Kit (QIAGEN, Germany), according to the manufacturer’s protocol. 

In addition, we used the high-capacity cDNA reverse transcription kit (Applied Biosystems, 

Foster City, CA) to prepare cDNA from total RNA. Real-time PCR was used to assess the 

expression levels of target genes using qPCR MasterMix Plus (EUROGENTEC, Selaing, 

Belgium) and the StepOnePlus Real-Time PCR system (Applied Biosystems, CA, USA). The 

gene expression data are presented as 2ΔΔCT. The primers used here, which were cataloged 

primers (Applied Biosystems) for mice, were as follows: Ppara (Mm00440939_m1), Acox1 

(Mm01246834_m1), Srebf1 (Mm00550338_m1), Fasn (Mm00662319_m1). The relative 

mRNA expression levels were normalized to those of the endogenous control, Gapdh 

(#4351309) (Applied Biosystems, CA, USA). 

 

Fatty acid composition analysis 

The fatty acid composition was measured as described previously (Nakamura et al., Cell Death 

Dis, 2018., Matsuzaka et al., Hepatology, 2020., Muranaka et al., Oncogenesis, 2017.) with 

some modifications. Approximately 100 mg liver tissues were homogenized with 1 mL of 

methanol containing 1% acetic acid by a polytron homogenizer, followed by the addition of 



6.7  ml of a 1:2:2 mixture of chloroform:methanol:ethanol and 333 µl of a 2:1:1:1 mixture of 

chloroform:methanol:ethanol:acetic acid. The mixture was vortexed at room temperature and 

centrifuged for 10 min at 4 °C; the organic layer was collected and evaporated under reduced 

pressure. For FA analysis, extracted lipids were methylated with 2.5% H2SO4 in methanol. The 

FA methyl esters were then extracted with n-hexane and quantified by gas chromatography-

mass spectrometry (GC/MS) using a Clarus SQ 8 GC/MS (PerkinElmer Japan, Kanagawa, 

Japan). 
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