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Inhibiting sodium-dependent glucose transporters (SGLTs) has been 
proposed as a new therapy for the treatment of diabetes [1]. SGLT2 as 
the most prominent member of this family is mainly expressed in the 
kidney and responsible for the reabsorption

 

of the vast majority of the 
filtered glucose. Therapeutic goals of SGLT2 inhibition are reduced 
plasma glucose levels and weight loss. Potential side effects in

 

case of 
SGLT2 inhibition are expected to be mediated by a lack of selectivity 
towards SGLT1 that is mainly expressed in the intestine and 
responsible for glucose-

 

and galactose

 

absorption from food sources.
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models
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generated
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the

 

vSGLT

x-ray

 

structure
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-

 

3D QSAR studies

 

elucidate

 

the

 

inhibitor

 

SAR for

 

SGLT1/2

●The

 

generated

 

models

 

suggest

 

different binding

 

sites

 

and modes

 

for

inhibitors

 

despite

 

of high sequence

 

similarity

 

between

 

SGLT1 and SGLT2

●Selectivity

 

Hotspots

 

have

 

been

 

identified

SGLT1

Homology

 

modelling

 

& Structure-based

 

Alignment

 

of known

 

Inhibitors

SGLT2SGLT1

Workflow

 

& Tools

 

Homology

 

Modelling

 

–

 

Template

 

vSGLT

 

crystal

 

structure

 

(PDB: 3DH4) Resolution: 2,7Å

 

[2].

 

Protein modeling

 

was accomplished

 

with

 

Maestro (Schroedinger,LLC, Portland, OR), 
3D QSAR studies

 

were

 

performed

 

using

 

the

 

Sybyl

 

Molecular

 

Modeling

 

Package

 

(Tripos, St.Louis, MO).
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