GEMBASSY:

an EMBOSS associated software package for genome
analysis using G-language SOAP/REST web services
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Quick Start Introduction

GEMBASSY is an EMBOSS associated software (EMBASSY) package of '

53 wols implemented with methods from GHanguage GAE. The tools can -

perom powerkul whole genome analyses such as predicton of repication

origing and tormini, ostmaton of gene axpression from codon usage, and =

genome information visualization. GEMBASSY is available for installation

from source and ready for use through the EMBOSS Exploner imerface
Institute for Advanced Biosciences

Availability
G-language Project - : ' -
Quick Start - ‘ ,

Koio Bicintormatics Web Service &

Get staried now via EMBOSS Explorer interface!

EMBOSS Download

G-anguage SOAP Service The current version is 1.0.1.
GEMBASSY paciage is released under the GNU Genernal Public License for 5 Download ZIP
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GEMBASSY: #&mhess

® EMBOSS Associated Software (EMBASSY) Package

® 53 tools wrapping G-language REST/SOAP Web Services

® Available from website, GitHub, and EMBOSS Explorer

® GNU General Public License version 2

Shell

% gphx nc_000964.gbk
Identify predicted highly expressed gene

Codon usage output file [nc_000964.gphx]: stdout

Sequence: NC_002964
BgC,BgH, E_g, phx, pa, gene
.2049,0.5814,0.3524,0,0,dnaA
.3277,0.5478,0.5982,0,0,dnaN
.5482,0.8992,0.6096,0,1,yacA
.2243,0.6320,0.3548,0,0, recF
.5314,0.7526,0.7060,0,1,yaaB
.2482,0.4458,0.5567,0,0,gyrB
.2859,0.3850,0.7426,0,0,gyrA
.3098,0.6364,0.4868,0,0,yaaC
.3468,0.3939,0.8805,0,0,gucB
.2461,0.4059,0.6063,0,0,dacA
.4680,0.2929,1.5978,1,0, yaaD
.3604,0.5515,0.6535,0,0, yaaE
.2810,0.5049,0.5565,0,0,serS
.4448,0.6043,0.7361,0,1,dck
.3819,0.7195,0.5308,0,0,dgk
.2730,0.6159,0.4433,0,0, yacH
.3329,0.5067,0.6570,0,0,yaal
.4420,0.6178,0.7154,0,1,tadA
.2049,0.5886,0.3465,0,0,dnaX
.4475,0.3348,1.3365,1,0,yaaK
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G-language GAE

gviewcds of Escherichia coli str.K12 gbaseentropy of Escherichia coli str.K12 gbaseinformationcontent of Escherichia coli str.K12 gbaserelativeentropy of NC_000913
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EMBOSS (> 6.5.7) gSOAP Toolkit (version 2.8)

libcurl-devel (> 7.29.0)

-

G-language SOAP Service WSDL File:
- http://soap.g-language.org/g-language.wsdl

Mac OS X/UNIX
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Working with GEMBASSY

% segret -feature refseqn:NC_000964 -osformat genbank

Read and write (return) sequences
output sequence(s) [nc_000964.genbank]:nc_000964.gbk



ggcskew of NC_000964

% ggcskew nc_000964 . gbk i fJ ”W

. 3 i m‘“\“ H "\ u ,
Calculates the GC skew of the input §. | JW "
sequence SnM\KJ“ |
Created ggcskew.ps /‘* W
% ggenomemap3 nc_000964.gbk s E

% gcircularmap nc_000964.gbk




% gphx nc_000964.gbk

Identify predicted highly expressed gene
Codon usage output file [nc_000964.gphx]:

% grep “0 nc_000964.gphx |
sort -t , -k 3 -nr |
cut -d , -f 6 > genes_sorted. txt

% head -n 100 genes_sorted.txt > top_genes.txt

% tall -n 100 genes_sorted.txt > bottom_genes. txt



Single gene All genes
(rbsC or *x )

% genret nc_000964.gbk @[top|bottom]_genes. txt
before_startcodon [top|bottom]_before_startcodon.fasta

emma -> extractalign -> kweblogo
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