Version ArchCandy-1.0

INPUT

To paste a protein sequence (one letter code) in the input window.
SEARCH OPTIONS

«Choose Scoring Threshold»

All predicted amyloidogenic regions have a score assigned to them. This
option allows the user to output only those predictions that are higher
than the specified value. The default value (recommended to distinguish
between amyloidogenic and non-amyloidogenic sequences) is 0.575.

Filtering Option “Activate Transmembrane Regions Filter”

As transmembrane protein regions and signal peptides are located in the
membranes in the alpha-helical conformation, it is unlikely that they will
form amyloid Ffibrils. Therefore, if this option is activated, predictions
are not made in these regions.
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OUTPUT WINDOWS

1. Cumulative Score: It is the sum of the scores of all amyloidogenic
candidates at a given amino acid position.
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2. Highest Score: It is the highest scores among all amyloidogenic
candidates at a given amino acid position. Maximal possible value is 1.0

Ci lative Score Highest Score € SeqView " Table
Highest Score Above Threshold
1,35 1,35
1,30 1 R B 1 — 1,50
1,25 + 1,35
1,20 1,20
1,15 1,15
1,10 E——— e 1,10
1,05 1,05
1,00 1,00
0,95 0,95
0,90 H 0,80
0,85 - i i 0,85
¥ 0,80 0,80 L
§ 0,75 o S
w ™
= 0,70 070 &
@ w
£ 065 065 g
T 0,60 0,60 @
0,55 0,55
0,50 H : : 0,50
0,45 + 0,45
0,40 0,40
0,35 0,35
0,30 0,30
0,25 0,25
0,20 0,20
0,15 0,15
0,10 H 0,10
0,05 1 i i 0,05
0,00 0,00
1020 30 40 S50 60 70 80 90 100 110 120 130 140 150 160 170 180 190 200 210
Position in Sequence
= Transmembrane Region
Signal Peptide Region
= Unstructured Region
— Highest possible score




3. SeqView shows locations within the protein, scores and sequences of the
amyloidogenic regions.
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overall view of candidates aligned to original query sequence.

Shows Putative Transmexbrane regions (TM), Signal Peptide Regions (SP), and Unstructured Regions [UNS)
candidates are colour coded with respect to score:
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4. Table with 2D diagrams of the predicted beta-arches
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Contact: andrey.kajava@crbm.cnrs.fr



