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Intestinal epithelium-specific Taslr3 knockout mice (Taslr3A IEC) and
control mice (WT) were fed a high-fat, high-cholesterol diet (HFCD) for 8 weeks to evaluate liver
disease. The Taslr3A IEC HFCD group showed lower lipid droplet deposition and triglyceride (TG)
content than the WT HFCD group, as well as lower expression levels of CYP2E1 and Alox15 mRNA.
Additionally, in the colitis model, there was no difference in DSS-induced colitis, but in the
indomethacin-induced enteritis model, the Taslr3A IEC group showed milder histological inflammation
and lower expression of inflammatory cytokines compared to the WT group. These results suggest that
taste receptors may be a potential new therapeutic target for metabolic diseases and enteritis.
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BE LR NN Y 7 HSRERE & BB SAE

MNHTOT I —EOHEE LRZR TN EHEL T Y IHE EEGHIIZIEERI & v
D RER OV IALIEREDMIT . SR EFHURLCHAME w25 DO/ ) THEES, fix D%
BRI E "N LTRSS RE 2 H D 2 B> T D, IBERED Y 7HEEIZ T,
LF TSy ETDRNE, oE 17U AL Regd X defensin 72 EOHIEHLTF KL o
Ty WL S Y TR T2 T < B AR @ tight junction T & 2 ¥ 2 M O HilAEH A3
FEXER N Y THERE S L CHIS TS, O tight junction [XEEHAIEAE D Occludin <°
Claudin, = LT ZO HEHEZ EOHMIRINEFTHEREIC Lo TSI, £ DOFRBIRLHTMIT
TNF- o %% IFN- v 72 EDORIEPESF A F A > IBPME S OREEMIZ L > TR, B
EEBMECET 2 2 LAY TR OMGE~ & 572235 (Ulluwishewa D et al, J Nutr. 2011,
Bhat AA et al, Front Physiol. 2019), Z ® & 9 72 tight junction DZEVEIZ X 53V 7 HEBEARFEIL.
RIEMEGRE, BV 7 v 798 MBEIREGRE 7R & Off 2 DGR B ORBIZEE 325 Z & 25,
FERERY « BRIRAOBFZEDS B BH 5202720 558 % (Chelakkot C et al, Exp Mol Med. 2018).,
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TasIR 7 7 X U — (Taslrl, Taslr2, Taslr3) (X G & AEIHEMZRA (GPCR) DRIEZ A
KTH Y, Taslr2/Taslr3 ODESERBHELT Y 272 EOHRZ | Taslrl/Taslt3 AR S
NE IR ED D FREFA L, EICHEOREITFET D, mIEOIERRNG, Zh bk
WKL R TRILL TS Z e LN ERY | FEICSONTE, 2885 - /)
15« KIGOWNGWHIIE CTZORBDBHER STV D (Dyer J et al, Biochem Soc Trans. 2005,
Margolskee RF et al, PNAS 2007), PREMIILIZI51F 5 TasIR OEENIRTARRE A~ DO HRARE T
DO L, MG WHIRIZ 31T 5 TasIR OEENL, WML S D GLP-1 (glucagon
like peptide-1) <° GIP (glucose-dependent insulinotrophic peptide) D figHZ#HEE L, IHE LR
5 ORI A EdEd % (Margolskee RF et al, PNAS 2007), & 512 Taslr3 K~ 7 A Tld/h
Occludin DFELAME T L, BEFZEMENTTEST 5 Z & A ST Y (Xiao W etal, FASEB.
2014) . PBEND TREREDMEFFICEERERZ R T ZERH LN ERD OOH 5, EEE 7
TR ABR T Z I OBMBYEGEBERE~OG DOV TOHRE LIIFER SN

(Zhou Q et al, Gut 2019)
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FREERTHEA & 912, BROGRBEEESE A « iR ICREZ BB EE L TV D
AREVEDS B Z DD D, FIZT DEMBAIRECT DR B Z I LISIBIRISH O < JEHERIT
FEOME T2V, WRZEEEZI LI REEMB OB T, IWREICK > TET 5
BATEZAE MR - (REKT - IBRSCHEREBE M ZFERE L O 5 L2 BET LR
WD, ZNETOREITIEFMETaslR / v 7 T U =T AT L EF D, AHEE
JETIX B LB SRR Taslrd K~ U A & W BGEAODTZE L | & MRIKIZEI1T 5 TASIR
R a2 T DG LOM9E 2 TRt < EHli L, WREZBIRDOIGR - AHEMIEREIZI T 5%
FIOBRC, FEESATET X BROWRZBAR LI LIZBRSITRE~ORBRORREZIT O
ZLEEAME L,
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BRE T NERT

N R R Y Taslrd R¥E~ 7 2 (Tasir3" " Villin-cre™” (Tasir3*')) LxtfR= hu—
V7 A (Taslr3™;Villin—cre”” (Tasir3™")) ORBIE LlskEd 5,

(1) REZA & TH - M OFREE 2 RN CBLEE L AIRADRE S 5 O A B KRR RIE OFR B
SO BREE AL OF M &2 4T 5,

(2) HERRRED SR L7= mRNA « 28 USRI 5 RIEBE Sy -0 L R EEEE By 172 o3
Bl% qRT-PCR, Western blot, ELISA {EZED 4y AW AR T T+ %,

(3) Taslr3* <= 2% FWT, HRFERKETNL (L2 RAZIV/DSS) BERL, F2R (D)o
FERFIRR OFEM 7 1L TR~ 7 A & OHIET 21T 9,
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/NG B R Tasird RE~ 7 A (Taslr3™ ™ Villin—cre™  (Tasir3*™)) LxfM=ar ho—
=T R (Taslr3"" Villin-cre” (Tasir3™™)) ZFNEhimE G L High-fat+high
cholesterol+high fructose (HFCD) BEAFREIZ/FA L. TRt BIZOW T 5,

(1) FFNSAEE o HT- - APl &2 A 2 I b L Y 70 B U R, o L AT v — VIR &%
FIEIZTHEST D, £/, MFEFO RV 77Uk Y K, B L RAT a—)LE L OEBEIEI R %
HET 5,

(2) NAFLD/NASH R EFAM- - 4 rh AST fif, ALT il 2 37 UK Z 31T 2 RIE OFEEE % 515
%, F7-. ATFHE#EZ HE Y@l T NAFLD activity score (NAS) % FHWNTEHMHi9 %, 7Zgfhl mRNA,
Collal mRNA, ActaZ2 mRNA DFEHL% real time PCR {EZHWTHEIT 5,
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B LR SR A Taslr3 RIBOWHER

Taslr3 mRNA % Real—-time RT-PCRJETCTEEMIT, FBERE THREICOWTERZKRIT L. 2%
THRBEXBLTWSZ L 2R LT,
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F7-. WT control Bf & it L WT HFCD BEIC RV THRILAEIN LT CYP2EI 3 L TN Alox15 mRNA @
FEHIN . Tasir3*™ HFCD BECIR FEm Th - 7=,

EBIZZNBRER A B =X DF#NT O, HFCD B TFE LW ~ T A & Tasir3* <7 2
DOINGFNE R A7 ) 7 b — AN 21T > 7=, Gene Set Enrichment Analysis (GSEA) Z AW
T D THEREDBIG T ORBEB 2T LT 2 A, INVEF A« b T AT 2T —F (GST)

TEMEICBE T 2 BB TN Tasir3* ™ <=7 AQ/NMNGHIRTHEI N TND Z ERHAL N E 72

-7,

GS DETAILS ES NES FWER p-val
1 GLUTATHIONE_TRANSFERASE_ACTIVITY 28 0.73 0
2 GLUTATHIONE_BINDING 16 0. 83 0
3 TRANSFERASE_ACTIVITY_TRANSFERRING_ALKYL_OR_ 59 0. 59 0
ARYL_OTHER_THAN_METHYL_GROUPS
MITOGEN_ACTIVATED_PROTEIN_KINASE BINDING 31 0.61 0. 008
5 WW_DOMAIN_BINDING 23 0.67 0. 008

5l 2 @ GST family ®mRNA DRBLEMERT D &, Gsta2, Gstl3, Gstml, GstmZ, Gstm3, Gstmd,
Gstmb, Gstmb, Gstm?7, Gsttl, Gstt37cL M. WI <7 A2l U C Taslr3* ™~ v 2 CHREIHIN
LTWABZERHLNE -T2, LLEREREND ., Taslrd* <o A TIEIRIEMY A DA o
ill° GST MO BN A, NEGHIIE « RN 2 EI2/ER L. REEHEI ] & 40TV 5 FTREME SR
%Xz,
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