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We do not predict the uploaded structure to have a transmembrane segment.
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A160 VAL, A73 TYR, A131 PRO
A131 PRO, B81 ILE

A131 PRO, A160 VAL, A163 ASN, A122 LEU, A187 LEU, B44 TYR, A120 ASN, A155
TYR, A73 TYR

B4 PHE, (A132 ALA-A133 PRO), B25 HIS, A131 PRO, A120 ASN, A122 LEU,
(A159 ASP-A160 VAL), (A65 ASP-A66 PRO), (B79 ALA-B80 PRO), B5 TYR, A163
ASN, (A61 PRO-A62 PRO), B44 TYR, A77 VAL, B77 HIS, A47 TRP, A126 VAL,
A187 LEU, A72 HIS, (A72 HIS-A73 TYR), A132 ALA, A155 TYR, A105 HIS, A22

HIS, A73 TYR, A125 HIS, B23 PHE, A63 PHE, (B2 GLY-B3 TYR), (A168 LEU-A169 -
PRM\ A184 HIS A1R4 I N A70 ASN A1RAR PRN

(A97 PRO-A98 GLU)

Results obtained using MolProbity version 4.4

QMEANDIsCo Global: 0.68 +0.05@

Local Quality Estimate

Predicted Local
Similarity to Target

QMEAN Z-Scores

avean BT T 1 T
cc BT TT A
alaom [ T
solvation-:z:[z]
torsion -:I:[:]

Comparison with Non-redundant
Set of PDB Structures

M

Protein Size (Residues)

lormalized QMEAN4

-1.47
-0.61
-0.55
-0.48
-1.27

https://swissmodel.expasy.org/assess/vSJDQb/01

2/4


https://swissmodel.expasy.org/docs/references#molprobity

1/14/22, 8:00 PM

Residue Quality

Chain:A

OMEAN [

Chain:A

QMEAN L

Chain:A

OMEAN

Chain:A

OMEAN

Chain:A

OMEAN

Chain:A

OMEAN

Chain:B

OMEAN

Chain:B

QMEAN [

Chain:B

49

CCCCEEEEEEEETTEEEEEEEETTEEEEEE

ETTTTEEEESSHHHHTTCCCGGGGHHHHHH

DFNKAEGUPALEPFADPFTFRGHYEGAVGN 79

HHHHHHHHHHHHHHHTSCCCCCCCCEEEEE

QGVCKANLATSIKAVKNPEEKIAPPHSSIY 109

ESSCCCTTSCEEEEEEEEEESSSCCEEEEE
}RDDVDLGVE YPAP 139

ETTEEECSSCEECCCEECTTSCEEEEEEEE

%Nd;;%TEGVE%STA;;NADVTE&;;;;;; 169

ECCCSSCCEEEEEECTTCSSCEEEEECCC

?TPEEGDI HKGLAEP EPE 198

31

CCCEEEEEEEEECCSTTCCEEEEEEEEETT
GYHYQRVSECRPSSKDLQGIEFTHSYUPNOQ

EEEEEEETTTCSEEESSSTHHHHHHHHHTC
AEYVREWSTVGKYVPYTELGVKNAEAWNKG 61

TTGGGGGGHIIIIIIHHTTC

PﬂlAGELGELERVCKH@API 81

https://swissmodel.expasy.org/assess/vSJDQb/01

salmon_MHCII_refined.pdb | Structure Assessment

3/4



1/14/22, 8:00 PM salmon_MHCII_refined.pdb | Structure Assessment

f# Cartoona B P

(4
Q

https://swissmodel.expasy.org/assess/vSJDQb/01 4/4



