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 3PDFDiscovery of Novel Cyanamide-Based Inhibitors of Cathepsin C
	PDB DOI:  https://doi.org/10.2210/pdb3PDF/pdb

	Classification: HYDROLASE/HYDROLASE INHIBITOR
	Organism(s): Homo sapiens
	Expression System: Cricetulus griseus
	Mutation(s): No 
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	Deposition Author(s): Zhao, B., Laine, D.


Experimental Data Snapshot
	Method: X-RAY DIFFRACTION
	Resolution: 1.85 Ã…
	R-Value Free: 0.210 
	R-Value Work: 0.189 
	R-Value Observed: 0.190      
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Discovery of novel cyanamide-based inhibitors of cathepsin C.
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	PubMed Abstract: 
The discovery of potent and selective cyanamide-based inhibitors of the cysteine protease cathepsin C is detailed. Optimization of the template with regard to plasma stability led to the identification of compound 17, a potent cathepsin C inhibitor with excellent selectivity over other cathepsins and potent in vivo activity in a cigarette smoke mouse model.

&nbspView More


Organizational Affiliation: GlaxoSmithKline, Respiratory CEDD, 709 Swedeland Road, P.O. Box 1539, King of Prussia, Pennsylvania 19406-0939, United States.
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Global Symmetry: Dihedral - D2  (Explore in 3D)
Global Stoichiometry: Homo 4-mer - A4 

 Less

Find Similar Assemblies
Biological assembly 1 assigned by authors and generated by PISA (software)
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Macromolecule Content
	Total Structure Weight: 51.18 kDa 
	Atom Count: 3,123 
	Modelled Residue Count: 351 
	Deposited Residue Count: 441 
	Unique protein chains: 1
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 (by identity cutoff)  |  3D Structure
	Entity ID: 1

	Molecule	Chains 	Sequence Length	Organism	Details	Image
	Dipeptidyl peptidase 1	A
	441	Homo sapiens	Mutation(s): 0 
Gene Names: CTSC, CPPI
EC: 3.4.14.1
	
	UniProt & NIH Common Fund Data Resources
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Go to UniProtKB:  P53634

	PHAROS:  P53634
GTEx:  ENSG00000109861 
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Oligosaccharides

Help
	Entity ID: 2

	Molecule	Chains 	Length	2D Diagram 	Glycosylation	3D Interactions
	2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose	B
	2		N-Glycosylation	 Interactions  	Focus chain B


 Interactions & Density  	Focus chain B



	Glycosylation Resources

	GlyTouCan:  G42666HT
GlyCosmos:  G42666HT
GlyGen:  G42666HT








Small Molecules

	Ligands 3 Unique
	ID	Chains 	Name / Formula / InChI Key	2D Diagram	3D Interactions

	LXV
Query on LXV

Download Ideal Coordinates CCD File 
Download Instance Coordinates 	SDF format, chain C [auth A]
	
	MOL2 format, chain C [auth A]



	C [auth A]	2,5-dibromo-N-{(3R,5S)-1-[(Z)-iminomethyl]-5-methylpyrrolidin-3-yl}benzenesulfonamide
C12 H15 Br2 N3 O2 S
HCQNBMQEPLAEIJ-NCAHPRJNSA-N		 Interactions  	Focus chain C [auth A]


 Interactions & Density  	Focus chain C [auth A]




	NAG
Query on NAG

Download Ideal Coordinates CCD File 
Download Instance Coordinates 	SDF format, chain D [auth A]
	SDF format, chain E [auth A]
	
	MOL2 format, chain D [auth A]
	MOL2 format, chain E [auth A]



	D [auth A],
E [auth A]	2-acetamido-2-deoxy-beta-D-glucopyranose
C8 H15 N O6
OVRNDRQMDRJTHS-FMDGEEDCSA-N		 Interactions  	Focus chain D [auth A]
	Focus chain E [auth A]


 Interactions & Density  	Focus chain D [auth A]
	Focus chain E [auth A]




	CL
Query on CL

Download Ideal Coordinates CCD File 
Download Instance Coordinates 	SDF format, chain F [auth A]
	
	MOL2 format, chain F [auth A]



	F [auth A]	CHLORIDE ION
Cl
VEXZGXHMUGYJMC-UHFFFAOYSA-M		 Interactions  	Focus chain F [auth A]


 Interactions & Density  	Focus chain F [auth A]









Experimental Data & Validation

Experimental Data
	Method: X-RAY DIFFRACTION
	Resolution: 1.85 Ã…
	R-Value Free: 0.210 
	R-Value Work: 0.189 
	R-Value Observed: 0.190 
	Space Group: I 2 2 2

Unit Cell:	Length ( Ã… )	Angle ( Ëš )
	a = 85.084	Î± = 90
	b = 88.784	Î² = 90
	c = 114.554	Î³ = 90



Software Package:	Software Name	Purpose
	REFMAC	refinement
	CNS	refinement
	HKL-2000	data collection
	HKL-2000	data reduction
	HKL-2000	data scaling
	CNS	phasing


Structure Validation
View Full Validation Report


Ligand Structure Quality Assessment 




View more in-depth experimental data



Entry History 

Deposition Data
	Released Date: 2011-10-26 

Deposition Author(s): Zhao, B., Laine, D.
Revision History  (Full details and data files)
	Version 1.0: 2011-10-26
Type: Initial release

	Version 1.1: 2019-07-17
Changes: Data collection, Derived calculations, Refinement description 
	Version 2.0: 2020-07-29
Type: Remediation
Reason: Carbohydrate remediation   
Changes: Atomic model, Data collection, Database references, Derived calculations, Structure summary 
	Version 2.1: 2023-07-26
Changes: Database references, Structure summary 
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