Untitled Project | Models
i= All Projects

Untitled Project Created: today at 01:53
Summary Templates 44 Models 5 Project Data v

Model Results o Orderby: GMQE v

Model 05

Structure Assessment

Compare [J

Download files & = Display files |

\_ J
Oligo-State GMQE QMEANDisCo Global:
Monomer 0.70 0.75 +=0.05
QMEANDiIsCo Local v
QMEAN Z-Scores v
Template v
2pe4.1.A Hyaluronidase-1 Seq Identity
43.07%
Coverage
\
Model-Template Alignment A
https://swissmodel.expasy.org/interactive/9TaXwd/models/ 1/4
Halozyme EX2183

Merck v. Halozyme
PGR2025-00053


https://swissmodel.expasy.org/interactive
https://swissmodel.expasy.org/interactive
https://swissmodel.expasy.org/interactive/9TaXwd/
https://swissmodel.expasy.org/interactive/9TaXwd/
https://swissmodel.expasy.org/interactive/9TaXwd/templates/
https://swissmodel.expasy.org/interactive/9TaXwd/templates/
https://swissmodel.expasy.org/interactive/9TaXwd/models/
https://swissmodel.expasy.org/interactive/9TaXwd/models/
https://swissmodel.expasy.org/docs/help#model_results
https://swissmodel.expasy.org/docs/help#model_results
https://swissmodel.expasy.org/docs/help#model_results
https://swissmodel.expasy.org/docs/help#model_results
https://swissmodel.expasy.org/assess
https://swissmodel.expasy.org/assess
https://swissmodel.expasy.org/templates/2pe4.1
https://swissmodel.expasy.org/templates/2pe4.1

Untitled Project | Models

Model_05/| 1/ FRAPPVPPNPP ALWAWNAPSEFCLGKEDEPLDM
2ped.1.A -—FRGP-L[PPNRP AT TVWIANTQWCLERHGVDVDYV

Model 05 SLFSEPGSPRINATGQGVTIPYVDRLGYYPYPDSI
2pe4.1.A'SVFDVPANPGQTFRGPDMTIPYSSQLGTYPYY-TP

Model 05 TGVTUNGGIPQRISI QDHI DKAKKDITEYMPV—DN
2ped.1.ATGEPVFGGLEQNASLTAHL ARTEQDILAATPAPDF

Model_@5 L GMAV-PDWE EWR P TWARNWKPKDVYKNRSIELVQQ
2ped.1.ASALAVIDWEAWRPRWABNWDTKDIYRQRSRALVQA

Model_05 SNVQLS KL

2ped.1.A HPDWPMRA
Mode1_05BRPNH%LQPDCYNHHYKKPGYNGSCFéﬁIK
2pe4.1.AERPRG GFPDCYNYDFLSPNYTGQCP RA
Model_(/)Smﬁ % Ag% QSPVA%YV
2pe4d.1.A QL SRA IYM EGTGK YV
Model_05 SK DAKSPLE@RI\&& QvL
2ped. 1. A GHRVA A AAGDPNL TTN
Model_05 KKLS LGAS@ T%MRSM
2pe4.1.AH LP QGAA VS TRTK
2pe4.1.A K

Model_05 Q@KNWNSSDYLHLNPDN@ Cg@ K@TV
2pe4.1.AHGRCVRRTSHPKALLLLNPAS QLT GPLSL

Model_@S%KPT ‘ Y
2pe4.1.ARGALSLEDQAQMAVEFKCREY ——————————————

Model_05
2ped. 1. A———————
Model 01
Structure Assessment
Compare [
Download files &, Display files |
Oligo-State @ GMQE ©
Monomer 0.94
Template v
P38568.1.A Hyaluronidase PH-20 Seq Identity
AlphaFold DB model of HYALP_MACFA (gene: SPAM1, organism: Macaca fascicularis (Crab-eating macaque) 29-26%
overage
(Cynomolgus monkey)) %
Model-Template Alignment v

https://swissmodel.expasy.org/interactive/9TaXwd/models/ 2/4


https://swissmodel.expasy.org/assess
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/repository/uniprot/P38568?model=AF-P38568-F1-model-v4

Untitled Project | Models

Model 02

Structure Assessment

Compare [

Download files & Display files [

Oligo-State @ GMQE © QMEANDIsCo Global: @
Monomer 0.89 0.93 +0.05
Ligands @
(A
1 x NAGY v
QMEANDiIsCo Local v
QMEAN Z-Scores v
Template v
9jub.1.A Hyaluronidase PH-20 Seq Identity
Cryo-EM structure of human hyaluronidase PH-20 99.75%
Coverage
C
Model-Template Alignment v
Model 03
Structure Assessment
Q
\
Compare [
\ Download files &, Display files |
Oligo-State @ GMQE © QMEANDIsCo Global: @
Monomer 0.05 0.43 +0.10
(matching prediction)
QMEANDIsCo Local v
QMEAN Z-Scores v
Template v
3iwp.3.A Copper homeostasis protein cutC homolog Seq Identity
Crystal structure of human copper homeostasis protein CutC 20.27%
Coverage
Model-Template Alignment v

https://swissmodel.expasy.org/interactive/9TaXwd/models/ 3/4


https://swissmodel.expasy.org/assess
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/docs/help#qmean
https://swissmodel.expasy.org/docs/help#qmean
https://swissmodel.expasy.org/docs/help#ligand_modelling
https://swissmodel.expasy.org/docs/help#ligand_modelling
https://www.rcsb.org/ligand/NAG
https://www.rcsb.org/ligand/NAG
https://swissmodel.expasy.org/templates/9jub.1
https://swissmodel.expasy.org/assess
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/docs/help#qmean
https://swissmodel.expasy.org/docs/help#qmean
https://swissmodel.expasy.org/templates/3iwp.3

Untitled Project | Models

Model 04

Structure Assessment

Compare [

Download files & | Display files |

Oligo-State @ GMQE © QMEANDIsCo Global: @

Monomer 0.05 0.35 +=0.11
QMEANDisCo Local v
QMEAN Z-Scores v
Template v
9cli.1.D Coagulation factor X Seq Identity
Cryo-EM model derived from localized reconstruction of human adenovirus (Ad5)-hexon-FX complex at 3.6A 2:8-06%
resolution overage
Model-Template Alignment A 4

https://swissmodel.expasy.org/interactive/9TaXwd/models/

/S & Cartoona Bla p A

Q

4/4


https://swissmodel.expasy.org/assess
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#oligo-state
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/docs/help#GMQE
https://swissmodel.expasy.org/docs/help#qmean
https://swissmodel.expasy.org/docs/help#qmean
https://swissmodel.expasy.org/templates/9cli.1



