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CancerPPD is a manually curated database of experimentally validated
anticancer peptides. In this database, peptides have been collected from both
published articles as well as from other repositories. This is home page of
CancerPPD mobile versions.
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Welcome to CancerPPD

CancerPPD i:manual y curated database of experimentally validated anticancer peptides. In this database, peptides have been collected from
both published articles as well as from other repositories. In addition, tertiary structure of peptides have been predicted using PEPstr and secondary structure
states are assigned using DSSP.Structure of modified peptides (containing Non-natural, D-amino acids, Modified-amino acid like Ornithine, Terminal modifications
ike Acetylation/Amidation) have also been predicted. In order to provide comprehensive information, peptides were searched and linked with important peptide
and protein databases such as IEDB, PDB, Swiss-Prot and TrEMBL

Read more

Click for Read
more
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In this home page there are five menu options like Home, Basic Search,
Browse, Tools and Miscellaneous. We have also given Read more option in
this page if you want to read more of CancerPPD.
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Basic Search: -
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Basic Search Page of CancerPPD

Please type your query to be searched:

_ )
™~ Search
Select Option: \database query
0

Sequence Search OpﬁOnS

Name
of Basic Search )




This 1s the help page of Basic Search. In tis options we have given ID,
PMID, Sequence and Name. We also gave search option in which we can
search the query of the database. We have given Basic result page of Basic
Search.
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Result Page of Basic Search

™ PMID SEQUENTE [ NAME

1001 00 FLPLLAGLAANFLPTIICKISYRC GONG

1002 0 LLAGLAANFLPTIICKISYRC )

1003 a0un FAGLAANFLPTIICKISYRC PR

1004 a0 FLKLLKXLAAKFLPTIICXISYRC TR - h
™~ Result page of

1005 0 FLKLLKXLAAKLF PT?S -l -

Basic Search

1006 a0 FLKLLKXLAAKLF PTPS

1007 w49 FLGALFKALSKLL m

1008 1495 FUKLLAGLLKNFA PP

1009 w9mn FLPLLAGLAANFLPTIICKISYKC GGNG

1010 a9 LLAGLAANFLPTTICKISYRC TRt

1011 9n FAGLAMNFLPTIICKISYRC R

1012 o FLXLLKKLAAKFLPTIICKISYKC PTPY

1013 aonn FLXLLKXLAAKLF PTRS

1004 FLXLLKXLAAKLF PTPE

Browsing options: -
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In CancerPPD we have given Browsing page. In this database there are four
submenu options like Cell line, Tissue, Assay and Length.

Browse by Cell Line

This page helps user to browse Cell line In CancerPPD. This page summarizes the Primary site, different cell lines. For more Information, please

click ~Hel
4

~

Browsing option No. of |
cell line types and No. of ‘
entries

‘/' A
Click for more cell
lines information
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Cell line wise: -

In this database we have given browse options Cell line type No. of entries,
No. of peptide entries. We have also given Read more option in this page if
you want to read more about cell line wise information.



Browsing option No. of
cell lines and , No. of Browse by Ceaell Line
Co \
A peptide entries J

| STell Time t [ Numbrer of crvtrie |

Browse by Tissue

This page helps user to browse Tissue Type in CancerPPD. This page summarizes the Primary site, different cell lines. For more information, please click
Help

Browsing option No. of
entries, unique peptides and
No. of celllines

Tissue type Number of entries Number of Unique Peptides Number of Cell lines

Bladder 39 €

349 179 37

(Browsingoption 66

'i of Tissue type  pss

Kidney 65 39 14




Tissue wise: -

In this database we have given browse options No. of entries, No. of unique
peptides, and No. of cell lines. We have also given Read more option in this
page if you want to read more about tissue wise information.

Browse by Tissue

Browsing option No. of
entries, No. of unique
m— peptides and No. of Cell lines

Tissue type INumh(rr orentries

Number of Unique Peptides Number of Cell lines

Assay wise: -

In this database we have given browse options No. of entries, No. of
peptides, and No. of cell lines. We have also given Read more option in this
page if you want to read more about Assay wise information.



Browse by Assay used

This page helps user to browse Assay used in CancerPPD. This page summarizes the Primary site, different cell lines. For more information, please click
Help

( Browsing option No. of N

entries, peptides and No. of
celllines

Assay Type Number of entries Number of Peptides Number of Cell lines

Browsing option
of Assay types

Browse by Assay used

Browsing option No. of
| entries, No. of peptides and
- No. of Cell lines

Assay Type INumber of entries

Number of Peptides Number of Cell lines

MTT/MTS Assay 2802 144 191

LDH leakage Assay 28 1 19




Browse by Peptide length

Browsing option No. of
peptides and Peptide entries

Length of peptide iPoptldc Entries

Lengthwise: -

In this database we have given browse options Length of peptides and No. of
peptide entries.



Tools: -

BLAST Search Page of CancerPPD

8last-Search page assists the user to run a BLAST search against the CancerPPD Database. After submission of job it returns the list of peptides similar to the

qQuery peptide. The server TNt parameters like weight matrix and expectation value. For more information see HELP page.
Click for
e

Search a Given Pe xan’]ple query
\

Paste your peptide sequenc FASTA

format. ( Example Sequence )

By default all the parameters of Blast are
set for peptide blast.

User can change the parameters as per
the needs.

E-Value
20000 s
Matrix r ~
PAM3O : Select parameter for
Word Sire ‘

2 z \ blast and click on
SEG Filtering Run analysis

OFF
Compositional Biasness
OFF

Chear AN Run Anabysis!

Blast: -

Blast-Search page assists the user to run a BLAST search against the
CancerPPD Database. After submission of job it returns the list of peptides
similar to the query peptide. The server provides options to choose different
parameters like weight matrix and expectation value.



Smith Waterman search page of CancerPPD

Smith-Waterman Search page assists the user to run a Local alignment search against the CancerPPD Database using Smith-
Waterman algorithm. After submission of job, it returns the list of peptides similar to the query peptide. For more information see

HELP page.

Search a Given Peptide

Enter your peptide sequence in FASTA format. | Example Sequence

>seq
KKKFPWWWPFKKK

Paste your query Or
click on example
sequence option

N
i Click for Run J
.a .:1 -t o
Clear All Run Analysis! i lySIS

Smith —Waterman Search: -

Smith-Waterman Search page assists the user to run a Local alignment
search against the CancerPPD Database using Smith-Waterman algorithm.
After submission of job, it returns the list of peptides similar to the query
peptide. Click on the Run Analysis! box to get the result as displayed
below.



-
Smith Waterman Search Result Page of CancerPPD
Query 1l: seqg - 13 aa
Library: /usrl/webserver/cgidocs/raghava/cancerppd/cancerppd db/cance 68439 residues in
opt
< 20 1}
22 1] one = represents 9 library seguences
24 0
26 9
28 15
30 22
32 38
34 32
36 85 *
38 152 *
40 228 *
42 367 *
44 457 *
46 485 *
48 186 *
50 188 =
52 411 *
54 222 *
56 91 =
58 95 *
60 63 *
62 32
64 175
66 72
68 15
70 27
72 33
74 7
76 48
78 61
80 10
82 12
84 0
86 30 5
88 5 4 inset = represents 1 library sequences
S0 4 3
92 3 2 1=w=
94 0 2 : =
96 0 1 R
98 0 1 ER
100 0 1 2>
102 1} 1 R
104 3 1 1 h==
106 0 ] *
108 3 ] *
110 13 ] *
112 0 1] *
114 0 ] *
116 0 ] *
118 1} ] *
>120 12 [+] W Eaaasa s arasa
68439 residues in 3711 seguences
Statistics: MLE cen statistics: Lambda= 0.1876; K=0.06679 (cen=185)
Kolmogorov-Smirnov statistic: 0.0725 (N=28) at 46
Algorithm: Smith-Waterman (SSE2, Michael Farrar 2006) (6.0 Mar 2007)
Parameters: BLS50 matrix (15:-5), open/ext: -10/-2
Scan time: 0.000

Miscellaneous: -

Developers: -

3711 seguences



This database was developed at Raghava's Group, Bioinformatics Centre,
Institute of Microbial Technology, Chandigarh, India.

Developers of CancerPPD

Group. Sloinformatics Centre, Institute of Microbial Technology. Chandigarh, India.

This database was developed at Raghava's

Senior Research Fellow

Senior Research Fellow

&
Graduate Student
Froject Fellow
Project Fellow

Contact: -



This database was developed at Raghava's Group, Bioinformatics Centre,
Institute of Microbial Technology, Chandigarh, India.

Address for Correspondence

This database was developed at Raghava's Group. Bioinformatics Centre, Institute of Microbial Technology, Chandigarh, India.

Sclentist & Head Bioinformatics Center
Institute of Microbial Technology
Sector-39, Chandigarh, India

Email: raghava@imtech.res.in,raghavagps@gmail_com

Web Site: http://www imtech.res.infraghava

Phone: +91-01722690557 or +91-01726665450






