Net-SSPredict

Program for secondary structure prediction.

Neural nets based on profile of psiBLAST comparison of the query sequence with NR database.

!Attention! This program uses SoftBerry web service and requires the computer should be connected to
the internet.

Example:
>T0388
Lengt h=174
Pr edSS bbbbb aa bbbbbbbb aaa
AA seq ENLYFQSM NSFYAFEVKDAKGRTVSLEKYKGKVSLVVNVASDCQLTDRN
Pr obA 00242002220000000000000000552110000000000110000766
Pr obB 00002200000334888851103452000100499999985010000000
Pr edSS aaaaaaaaaaaa bbbbbbb aaaaaaaaaa bbb
AA seq YLGALKEL HKEFGPSHFSVL AFPCNQFGESEPRPSKEVESFARKNYGVTFP
Pr obA 77999999998520000000000121301000089899999971100000
Pr obB 00000000000000389999873100000000000000000000104879
Pr edSS bb aaaaaaaa bbbbb bbbbbb
AA seq I FHKI KI LGSEGEPAFRFLVDSSKKEPRWNFWKYL VNPEGQVVKFWRPEE
Pr obA 00100000010115888787643000000000000000000000000000
Pr obB 86453442200000000000000000133438988920008999983000
Pr edSS aaaaaaaaaaaaaaaaaa
AA seq Pl EVI RPDI AALVRQVI | KKKEDL
Pr obA 055688999999999997743000
Pr obB 000000000000000000000000
Where:

PredSS - secondary structure predicted: a - alpha helix, b - beta sheet;
AA seq - amino acid sequence in one-letter form;
ProbA - probability of 'a’ structure for the position,
ProbB - probability of 'b' structure for the position.
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umn - a number of position,

umn - amino acid sequence in one-letter form,

umn - secondary structure predicted: A - alpha helix, B - beta sheet;

umn - probability of 'A" structure for the position,
umn - probability of 'B' structure for the position.
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Par anet ers:

Input

Sequence

‘h\lame of input file with protein sequence in FASTA-format.

Output

Vertical Prediction

‘h\lame of the output file with Vertical Prediction.

Horisontal Prediction

‘h\lame of the output file with Horisontal Prediction.
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