


Fig. 1 Results of subcellular localization prediction of Non-OmpA and Non-OmpA-PE by PSORTb v.3.0      http://www.psort.org/psortb/index.html
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Fig. 2 Prediction of presence negative CIS elements in protein E by Genscript https://www.genscript.com/
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Fig. 3
 Structure of Non-OmpA-PE was predicted by TMRPres2D.
















Fig. 4
 Comparison of hydrophbicities of the ClyA and Non-OmpA-PE with using membrane proteins prediction program (TopPred) in N-terminal region.





image4.jpeg
by TMRPres2D

)

-3
o g i

O———@

out




image5.png
hydrophobicity value

clya

2 | |

' i 1
}

-

-

-

Sat Jan 23 22:42:87 2016

start position of window in sequence




image6.png
hydrophobicity value

non_onpA_PE

-5
-2
-2.5
-3

- Upper cutoff ——

el Louer cutoff ——

hydrophobicity — —

] 50 100 150 200 250

Sat Jan 23 22:44:88 2016

start position of window in sequence





image1.png
‘Submit Sequences | Documentation | Resources | Contact | Updates

PSORTD Results (Click here for an explanation of the output formats)

SeqID: Non-OmpA-PE
Analysis Report:

cMSVM- Unknown
CytosvM- Unknown
ECSVM- Unknown
ModHMM- Unknown
Motif- Unknown
OMPMOtif- Unknown
oMSVM- OuterMembrane
PRSVM- Unknown
Profile- Unknown
SCL-BLAST- OuterMembrane
SCL-BLASTe- Unknown
signal- Unknown

Localization Scores:
Cytoplasmic 0.00
CytoplasmicMembrane  0.00
Periplasmic 0.00
OuterMembrane 10.00
Extracellular 0.00

Final Prediction:
OuterMembrane 10.00

[No details]

[No details]

[No details]

[No internal helices found]
[No motifs found]

[No motifs found]

[No details]

[No details]

[No matches to profiles found]
[matched 129135: Outer membrane integral membrane protein]
[No matches against databasel
[No signal peptide detected]
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PSORTbD Results (Click here for an explanation of the output formats)

SeqID: Non-Omph
Znalysis Report:

cusv- Unknown
cytosme- Unknown
ECsvM- Unknown
ModEpe- Unknown
Motif- Unknown
OMPMotif- Unknown
ousv- Unknown
BESVM- Unknown
Brofile- Unknown
SCL-BLAST- OuterMembrane
SCL-BLASTe- Unknown
Signal- Unknown

Localization Scores:
Cytoplasmic 0.01
CytoplasmicMembrane  0.01
Periplasmic 0.03
OuterMembrane 9.02
Extracellular 0.03

Final Prediction:
OuterMembrane 0.02
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NOTE: CAl(codon adaptation index) result from this tool is only for evaluation. It will not

necessarily be the same as the one in our optimization report, since we might use different

codon bias table for gene optimization.





