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Gather Lines of Evidence Toward Protein Conservation
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Androgen Receptor (AR), Homo Sapiens 
• NCBI Protein Accession: P10275.3
• PDB: 1E3G (metribolone (R1881), 2.4 Å)
• Critical amino acids used for SeqAPASS and DUET are as follows; N706, Q712, R753,

T878
• Note that amino acid position numbering was updated in 2014, therefore literature and

analysis performed before this time will use positions -1 from current. For example,
A878 is reported at A877 in papers older than 2014.

Reference Method Used Ligand
Ligand-Amino 

Acid Interaction
Amino Acid 

(hAR)

Pereira et al. 2006
Protien Crystal 
Structure

TES, DHT, 
THG

Hydrogen Bond
N706, T878, 
Q712, R753

Marhefka et al. 2000 Homology modeling TES Hydrogen Bond
N706, T878, 
Q712, R753

Wang 2006 Protien Crystal 
Structure

R1181, 
LGD2226

Hydrogen Bond N706, T878, 
Q712, R753

Sack et al. 2001
Protien Crystal 
Structure

DHT Hydrogen Bond
N706, T878, 
Q712, R753

TES= Testosterone; DHT= Dihydrotestosterone; THG= tetrahydrogestrione; R1181= model 
synthetic androgen; LGD2226= investigational synthetic androgen















Interactive Data Visualization
Query species/sensitive species

Susceptibility Cut-off; lowest % similarity with ortholog

Susceptible: Yes

Susceptible: No

Taxonomic 
group: Class

































Acknowledgements
U.S. EPA, ORD

Donovan Blatz (ORISE)
Sara Vliet (ORISE)
Sally Mayasich (ORISE)
Marissa Jensen (Univ. Minnesota Duluth)

GDIT
Thomas Transue
Cody Simmons
Audrey Wilkinson

LaLone.Carlie@epa.gov

SeqAPASS v5.0

https://seqapass.epa.gov/seqapass/

https://seqapass.epa.gov/seqapass/

	Sequence Alignment to Predict Across Species Susceptibility (SeqAPASS) Demo
	Slide Number 2
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6
	Slide Number 7
	Slide Number 8
	Slide Number 9
	Slide Number 10
	Interactive Data Visualization
	Slide Number 12
	Slide Number 13
	Slide Number 14
	Slide Number 15
	Slide Number 16
	Slide Number 17
	Slide Number 18
	Slide Number 19
	Slide Number 20
	Slide Number 21
	Slide Number 22
	Slide Number 23
	Slide Number 24
	Slide Number 25
	Slide Number 26
	Slide Number 27

