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« BLAST (Basic Local Alignment Search Tool) f&—2H7E & H /M
Bz IR AR PR R ARSI i T A, e et & il 4
(Query) 57502 it AT Ee R AR LR 41
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infoseq

$ infoseq —only —name —length /home/pub/seq/lde. fa
Display basic information about sequences

Name [Length
Musmu 590
Homsa 044
Anoga HH8
Caeel 500
Drome 534
Danre 508

Xentr H34



pepstats

_______________________________________________________________________________________________

$ pepstats lde hs. fa

Calculate statistics of protein properties
Pepstats program output file [homsa.pepstats]:
$ cat homsa. pepstats

PEPSTATS of Homsa from 1 to 544
Molecular weight = 61554. 93 Residues = 544
Average Residue Weight = 113.152 Charge = -16.0

Isoelectric Point = 5. 1441

A280 Molar Extinction Coefficients 67270 (reduced) 67895 (cystine bridges)

A280 Extinction Coefficients I1mg/ml = 1.093 (reduced) 1.103 (cystine bridges)

Probability of expression in inclusion bodies = 0. 639

Residue

A = Ala
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Asp
Property
Tiny
Small
Aliphatic
Aromatic
Non-polar
Polar
Charged
Basic

Acidic

Number Mole%
36 6.618
0 0. 000
11 2.022
42 7.721
Residues

(A+C+G+S+T)
(A+B+C+D+GH+N+P+S+T+V)
(A+I+L+V)

(F+H+W+Y)
(A+CHFHG+I+LAM+P+VAW+Y)
(D+E+H+K+N+Q+R+S+T+7)
(B+D+E+H+K+R+7)
(H+K+R)

(B+D+E+7)

Number
143
265
142

67

269
275
167

81

86

DayhoffStat

0. 769

0. 000

0. 697

1. 404
Mol
26.
48.
26.
12.
49.
50.
30.
14.
15.

e%

287
713
103
316
449
551
699
890
809



pepwindow

$ pepwindow GPCR hs. fa

Draw a hydropathy plot for a protein sequence

Graph type I:Xl 1:| . png Hydropathy Plot

Created pepwindow. 1. png
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