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Figure S1. Screenshot of the “Search” page
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Physicochemical features of AMP, such as hydrophobicity, charge, amphipathicity, predisposition to interaction with cell envelope and so on,
determine the mode of action. Physicochemical features are determined by amino acid sequences, for example, by amino acid compositions and
distribution of particular amino acids along the chain. Mode of action determined by amino acid compositions and distributions can be different. So,
it's interesting to know differences in amino acid compaositions and distributions along the chain between different groups of AMPs, for example:
between linear and non-linear; between long ( > 25 aa) and short ( < 15 aa); between AMPs that are active against different species; etc . Current
tool relying on DBAASP data allows to perform such assessments for sequences consisting of not modified amino acids. The parameter "Minimal
Peptide count" means a threshold for which statistics will not be assessed. User can choose convenient value of threshold. The default value equals
100;

Amino acid composition of peptides from DBAASP
Comparative analysis of AMP composition
Amino acid composition of peptides from DBAASP relative to UniProt
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Figure S2. Screenshot of the subpage of the “Statistics” titled “Comparative analysis of AMP
composition”
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Distribution of the values of Physicochemical characteristics for the sets of peptides from DBAASP

A desired characteristic has to be chosen at the menu "Physicochemical Characteristics”, to build a distribution of the values of corresponding
characteristic for the sets of peptides defined by different values of parameters: "sequence length", "synthesis type" , "target group” and "bond".

Sequence Length

empty or 2- or -100 or 2-200

Synthesis Type

Ribosomal A

Intrachain Bond

All -

Target Group

All -
Pathogens
All -

Minimal Peptide count

100

Physicochemical Characteristics

Isoelectric Point -

Found 2612 peptide(s)

Isoelectric Point

800

600
545
g
=
e
5
e
%5 400
E 33
E 236
- 207
200 172
16 14 61 hd 36
"
, mm [ | —
(26)-{36) (36)-(46) (46)-(56) (56)-166) (66)-(76) (76)-(8.6) (86)-1(9.6) (96)-(106) (10.6) - (11.6) - {12.6) - (13.6) -

©2020 DBAASP.ORG

Figure S3. Screenshot of the subpage of the “Statistics” titled “Distribution of Physicochemical
characteristics ”
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Figure S4. Screenshots of the subpage of the “statistics” titled “Distribution of i-spaced
amino acid pairs” for two different options of the parameters from the drop-down menu
of the "type of task": a) when X option is selected and b) when XY option is selected



