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Abstract—A novel series of non-covalent, benzimidazole-based inhibitors of DPP-4 has been developed from a small fragment hit
using structure-based drug design. A highly versatile synthetic route was created for the development of SAR, which led to the dis-
covery of potent and selective inhibitors with excellent pharmaceutical properties.

© 2008 Elsevier Ltd. All rights reserved.

Dipeptidyl peptidase IV (DPP-4) is a serine protease that
cleaves N-terminal dipeptides from polypeptides having
Pro (or Ala) at the penultimate position.! DPP-4 rapidly
cleaves and inactivates the incretin glucagon-like peptide
1 (GLP-1) in the blood. The active form of GLP-1 en-
hances glucose-stimulated insulin release from beta cells
in the pancreas. Inhibition of DPP-4 can serve as an
indirect way to increase the levels of circulating GLP-
1, and it has been shown to increase insulin secretion
and effectively regulate blood glucose levels.”? DPP-4
inhibitors are highly effective therapeutic agents in the
treatment of type 2 diabetes.®> Clinical validation has
been established with the FDA approval of sitagliptin
(Januvia™),* as well as the progression of several other
candidates through advanced stages of development.’

Numerous classes of DPP-4 inhibitors have been re-
ported, most of which are derived from o- and B-amino
acids that mimic the N-terminal dipeptide residues of
natural substrates. Many of the reported DPP-4 inhibi-
tors make a covalent interaction with the Ser630 residue
in the S1 pocket.® Both sitagliptin and alogliptin (SYR-
322)°¢ are notable exceptions. In some DPP-4 inhibitors,
the electrophile inherent in a covalent inhibitor in com-
bination with the basic nitrogen necessary for high-affin-
ity binding leads to chemical instability.” Therefore, we
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focused our attention on developing non-covalent inhib-
itors of DPP-4. In addition, we aimed to design inhibi-
tors that would be potent, selective, and orally active.

We began our design of novel, non-covalent DPP-4 inhib-
itors with the aid of a co-crystal structure of DPP-4 with
compound 1, commercially available 2-phenylbenzyl-
amine. Although this fragment was found to be a weak
inhibitor of DPP-4 (ICs, = 30 pM),® we considered it to
be a very attractive starting point due to its low molecular
weight and functional simplicity. In addition, this frag-
ment is related to the 2-phenyl-aminomethyl-heterocycle
motif contained within other DPP-4 inhibitors.’
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Several important interactions can be observed from the
co-crystal structure of compound 1 in the DPP-4 active
site (Fig. 1).1° The basic nitrogen forms a salt bridge be-
tween both Glu205 and Glu206, as well as a hydrogen
bond with Tyr662; the ortho-phenyl ring occupies the
S1 pocket formed by Tyr666, Trp659, Tyr631, Val656,
Val711, and Tyr662; and a stacking interaction can be
observed between the central phenyl ring and Tyr547.
The catalytic triad of Ser630, His740, and Asp708 does
not interact directly with compound 1.
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Figure 1. X-ray co-crystal structure of compound 1 bound in the DPP-
4 active site.

Utilizing this structure in molecular modeling, we pre-
dicted that the bicyclic benzimidazole ring of compound
2 would provide an additional m-stacking interaction
with Argl25, while possibly allowing for a hydrogen-
bonding interaction with the backbone carbonyl of
Glu205. In addition, the benzimidazole ring would pro-
vide a drug-like, heterocyclic central scaffold that would
be synthetically tractable in further derivatization and
SAR development.

The prototype compound 2 showed only a modest
improvement in potency (ICso =12 uM). We reasoned
that this compound could adopt a low-energy confor-
mation with an internal hydrogen bond between the
benzylic amine and the benzimidazole nitrogen. The
molecule would need to overcome such an interaction
(at significant energy cost) in order to adopt the proper
conformation for optimal binding in the active site of
the protein. The N-methylated compound 3a (Fig. 2)
was designed in order to prevent such an internal hydro-
gen bond, as well as restrict the rotation of the methyl-
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Figure 2. Benzimidazole conformations leading to the design of
N-methyl benzimidazole isomers 3a and 3b.

amine appendage to a range that includes the preferred
conformation seen in the crystal structure. Compound
3a showed a 10-fold increase in potency (ICsy = 1.0 uM)
over compound 2, validating our rationale for the de-
sign, while the isomer 3b showed a predicted decrease
in potency (ICsy =40 uM). Although the N-alkylated
benzimidazole 3a has lost any possibility of gaining
affinity through a hydrogen-bonding interaction with
the backbone carbonyl of Glu205, the gain in affinity
due to conformational restriction more than compen-
sates for this.

Structural information was used to guide us in our SAR
development from compound 3a (Fig. 3). The position
on the phenyl ring that appeared to be most promising
for gaining affinity was the ortho-position, given the
available room to build and possibility for interaction
with nearby Argl25. There also appeared to be a small
hydrophobic pocket at the para-position. Substituents
larger than a methyl group at R' seemed possible, pro-
vided that these larger groups would be able to pack
along the backbone of Glu206 and Val207 while direct-
ing towards Arg358. Substitution at R? seemed promis-
ing due to the possibility of creating an interaction with
Ser209. Finally, derivatization at R> looked highly
promising due to the close proximity of Ser630.

The synthesis of the initial core compounds 2 and 3a is
outlined in Scheme 1.!! 2-Amino-6-chloro-3-nitro-ben-
zonitrile 4a (R'=H) was prepared according to the
method of Goldberg and coworkers.'”> A Suzuki reac-
tion with phenylboronic acid gave compound Sa
(R = H), and subsequent nitro reduction by hydrogena-
tion led to intermediate 6a. Acid catalyzed condensation
with formic acid gave compound 7a (R*= H), which
was reduced by high-pressure hydrogenation to produce
compound 2. Alkylation of intermediate 7a with dimeth-
ylsulfate followed by hydrogenation yielded compounds
3a and 3b as a 2:1 ratio of isomers.

The original synthetic scheme was expanded and modi-
fied to allow for SAR development at multiple positions
on the core. The general route outlined in Scheme 1 was
used in the syntheses of compounds 8-24. The R'
groups were installed from the start of the sequence by
the selective SyAr displacement of the C-2 chlorine of
2,6-dichloro-3-nitro-benzonitrile with primary amines.
Subsequent Suzuki reactions with R-substituted arylbo-
ronic acids led to intermediates 5. Nitro reductions were
carried out with hydrogenation as before, or by using
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Figure 3. SAR strategy for benzimidazole DPP-4 inhibitors.
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Scheme 1. Synthesis of compounds 2-24. Reagents and conditions: (a) R'NH,, THF; (b) R-Ph-B(OH),, Pd,dba;, DavePhos, K;PO4, DMA, 68 °C;
(c) H,, Pd/C, MeOH; or Fe, HOAc; (d) R2CO,H, PPA; (e) Hy, Pd/C, HOAc, MeOH, 50 p.s.i.; or 1—BH3THF, reflux, 1 h; 2—HCI; (f)

dimethylsulfate, K,COs;.
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Scheme 2. Synthesis of benzotriazole and benzimidazolone com-
pounds 25 and 26. Reagents and conditions: (a) NaNO,, HCI; (b)
1—BH; THF, reflux, 1 h; 2—HCI; (c) CDI, THF.
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iron in acetic acid in instances with halogen-containing
substrates. The resulting diamine compounds 6 were
heated with carboxylic acids (or esters) in the presence
of a catalzytic amount of PPA to give the benzimidazoles
7 with R groups in place. Finally, nitrile reductions oc-
curred optimally through either high-pressure hydroge-
nation or borane reduction to yield the final
compounds 8-24.

The synthetic scheme was amenable to simple core mod-
ifications as well (Scheme 2). The benzotriazole 25 and
benzimidazolone 26 were sPlnthesized by treatment of
the aniline 6b (R = 2-Cl, R" = Me) with sodium nitrite
or carbonyldiimidazole, respectively, followed by bor-
ane reduction of the nitrile to give the desired amines.

_ bec J _d

O2 Br N
5b 27 28

Cl NH2 C NH2 Cl _NH2
L g ALy QL
N eng N N
(b e~y b
Br N NC N © N

29 30 NH, 31

Scheme 3. Synthesis of compounds 29-31. Reagents and conditions: (a) Br,, HOAc, 88 °C; (b) Fe, HOACc; (c) formic acid, PPA; (d) 1—BH;5 THF,
reflux; 2—HCI; (e) BOC,0; (f) Zn(CN),, Pd,dbas, DavePhos, K;PO4, DMA, 92 °C; (g) TFA, CH,Cl,; (h) H,O,, KOH, MeOH.
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Table 1. Selected data for benzimidazole analogues: R and R!-modified compounds

= NH2 ;
R | R
X N
?
N

Compound R R! DPP-4 ICsy (uM) DPP-8 ICso (uM) RLM/HLM ¢, (min)
3a H Me 1.0 63 46/93

8 2-CH,OH Me 0.4 NT 39/100

9 2-Cl Me 0.063 50 57/>200
10 2-CONH, Me 4.0 NT NT/NT
11 2-OMe Me 2.0 NT NT/NT
12 2-OH Me 1.6 NT NT/NT
13 2-Me Me 0.098 80 28/183
14 2,4-Di-Cl Me 0.062 25 46/>200
15 2-Cl, 5-F Me 0.32 NT NT/NT
16 2.4-Di-F Me 0.79 NT NT/NT
17 2,4-Di-Cl H 0.63 32 46/129
18 2,4-Di-Cl Et 0.066 50 42/>200
19 2-Cl CH,CH,OH 0.096 20 32/>200
20 2-Cl Bn 0.102 >100 4/8

NT, not tested.

Table 2. Selected data for benzimidazole analogues: R? and R>-modified compounds

Cl_NH2
QL
N\
O X-R?
R5
Compound X R? R® DPP-4 ICsy (uM) DPP-8 ICsy (uM) RLM/HLM ¢/, (min)
9 C H H 0.063 50 57/>200
21 C Me H 0.160 NT 7/>200
22 C Et H 0.097 32 2/>200
23 C CH,OCHj3; H 0.066 40 11/>200
24 C 3-Pyridyl H 0.011 4.0 26/96
25 N H 0.061 40 13/29
26 C= H 0.052 >100 76/>200
29 C H Br 0.050 >100 24/176
30 C H CN 0.008 >100 38/>200
31 C H CONH, 0.032 32 >200/>200

NT, not tested.

The synthesis of R’-substituted compounds 29-31 is
illustrated in Scheme 3. Bromination of intermediate
5b selectively produced compound 27. Nitro reduction,
benzimidazole formation, and nitrile reduction were car-
ried out as previously described to produce compound
29. Boc-protection of the resulting amine was necessary
prior to palladium-catalyzed cyanation of the aryl bro-
mide, and subsequent Boc-deprotection gave compound
30. Finally, hydrolysis of the nitrile with basic peroxide
yielded the benzamide compound 31. Compounds 29-31
were determined to exist as diastereomeric mixtures of
atropisomers by chiral SFC analysis.!> Experimental
data were collected for the compound mixtures.

Results of initial SAR development for the series are
shown in Table 1. Substitution at the ortho-position of
the phenyl ring with a methyl or preferably chloro group
(compounds 13 and 9, respectively) provided a substan-

Figure 4. X-ray co-crystal structure of compound 30 in the DPP-4
active site.
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Table 3. Selected PK parameters for compounds 14, 26, and 30

Compound Dose iv/oral (mg/kg) iv t1> (h) Oral t1)> (h) AUC,, (ug h/mL) Vyss (mL/kg) F (%)

14 0.8/8 7.0 4.4 11.5 4808 100

26 0.7/8.4 4.2 4.0 9.0 1137 49

30 1.0/11.6 3.8 2.9 22.1 1073 122
tial (>10x) boost in potency. Larger or more polar Acknowledgments

groups were not as well tolerated. The addition of a
chlorine at the para-position had little effect. SAR at
the R! position demonstrated that groups larger than
methyl could be tolerated, but no additional improve-
ment in activity was observed.

Once the R and R! groups were optimized (R = 2-CI,
R! = Me), we turned our attention to SAR work at R?
and R’ (Table 2). Substitution at R* with a 3-pyridyl
group (compound 24) resulted in a sixfold increase in
potency (ICso =11 nM), demonstrating the utility in
optimal engagement of Ser209. In addition, the central
core could be modified to the benzotriazole 25 or the
benzimidazolone 26 without significant change in activ-
ity. Substitution at R® proved to be highly productive,
with the 5-cyano group (compound 30) imparting the
greatest  improvement in  enzyme  inhibition
(ICso = 8 nM). This low molecular weight compound
also displayed excellent selectivity over the related S9B
protease DPP-8.

The co-crystal structure of compound 30 in the DPP-4
active site is shown in Figure 4.!* A single atropisomer
of the compound preferentially co-crystallizes with the
enzyme. In addition to the interactions described for
compound 1, the benzimidazole ring displays a n-stack-
ing interaction with Argl25. The chlorine on the phenyl
ring favorably increases the dihedral angle of the bicyclic
system and also makes an electrostatic interaction with
Argl25. The 5-cyano group favorably interacts with
neighboring residues and locks the orthogonal confor-
mation of the bicyclic system.

After acceptable enzymatic activity and microsomal
stability were demonstrated for compounds 14, 26,
and 30, the pharmacokinetic properties of these
compounds were determined in rats (Table 3). Com-
pound 14 showed long half-life, low clearance, and
excellent oral bioavailability. Compounds 26 and 30
showed moderate half-lives, low clearance, and mod-
erately high volume of distribution. The oral bio-
availability was determined to be 49% for
compound 26 and in excess of theoretical 100%
for compound 30.

In summary, we have utilized structure-based design to
build a novel series of non-covalent benzimidazole-
based DPP-4 inhibitors from a small fragment lead.
SAR development led to the discovery of multiple com-
pounds which are potent and selective while maintaining
excellent physical properties and drug-like characteris-
tics. We have developed highly versatile synthetic
schemes for the rapid development of SAR around this
core.
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