BIOINFORMATICS 89    Exercise 11

Download Bioinfo89-12.exe from 講義上網/Lecture12

Decompress the file

Start WSFTP ( Transfer the files seq*.txt to GCG/BIO (seq01.txt – seq10.txt)

Telnet://gcg.nhri.org.tw

Chopup and reformat all the files

IRIX (gcg2)

login: petang

Password:

gcg2 1% go
                     Welcome to the WISCONSIN PACKAGE

                     Version 10.0-UNIX, January 1999

                             Installed on irix

             Copyright 1982-1998, Genetics Computer Group, Inc.

 A wholly owned subsidiary of Oxford Molecular Group, Inc. All rights reserved.

          Published research assisted by this software should cite:

 Wisconsin Package Version 10.0, Genetics Computer Group (GCG), Madison, Wisc.

        Databases available:

                GenBank               Release  116.0  (02/2000)

                EMBL (Abridged)       Release   61.0  (12/1999)

                PIR-Protein           Release   63.0  (12/1999)

                NRL_3D                Release   26.0  (12/1998)

                SWISS-PROT            Release   38.+  (02/2000)

                SP-TREMBL             Release   12.0  (11/1999)

                PROSITE               Release   16.0  (07/1999)

                Restriction Enzymes (REBASE)          (03/2000)

 Technical support in NHRl : phone (02)26534401x8225 or e-mail gcg@nhri.org.tw

 Technical support in USA:   phone (608) 231-5200 or e-mail Help@GCG.Com

             Online help: % genhelp or http://gcg.nhri.org.tw/

             Online help: % genhelp or http://www.gcg.com/genhelp/

             GCG System Support Environment Initialized.

gcg2 2% cd BIO
gcg2 3% ls

seq04.txt      seq07.txt      seq01.txt      seq10.txt 
    seq02.txt
seq05.txt      seq08.txt      seq03.txt      seq06.txt      seq09.txt

gcg2 4% chopup ALL THE *.txt FILES
ChopUp converts a non-GCG sequence file containing lines longer than 511

characters and as long as 32,000 characters into a new file containing lines no

longer than 50 characters.  The new file can be read by Reformat to create a

GCG-format sequence file.

 What should I call the chopped file (* seq02.dat *) ?

 All of "seq02.txt" chopped up without error!

gcg2 7% reformat ALL the *.dat FILES
Reformat rewrites sequence file(s), scoring matrix file(s), or enzyme

data file(s) so that they can be read by GCG programs.

 No ".." divider

       seq02.dat  length: 593 bp
gcg2 11% gelstart
GelStart begins a fragment assembly session by creating a new

fragment assembly project or by identifying an existing project.

 What is the name of your fragment assembly project?  BIOINFOR
 GELSTART cannot find this project.  Is it a new one (* No *) ?  y
 You have a new project named "BIOIBFOR".

 Which vector sequence(s) would you like highlighted?

 Which restriction site(s) would you like highlighted ?

 Project BIOIBFOR has 0 fragments in 0 contigs.

 You are ready to run the other fragment assembly programs.

gcg2 14% gelenter seq01.dat
GelEnter adds fragment sequences to a fragment assembly project. It

accepts sequence data from your terminal keyboard, a digitizer, or

existing sequence files.
<ctr>d

:ex

 "seq01"  560 nucleotides
gcg2 15% repeat gelenter seq02.dat to seq05.dat
GelEnter adds fragment sequences to a fragment assembly project. It

accepts sequence data from your terminal keyboard, a digitizer, or

existing sequence files.

 "seq02"  593 nucleotides
 "seq03"  369 nucleotides
 "seq04"  480 nucleotides
 "seq05"  545 nucleotides

gcg2 20% gelmerge

GelMerge aligns the sequences in a fragment assembly project into

assemblies called contigs.  You can view and edit these assemblies

in GelAssemble.

 What word size (* 7 *) ?

 What fraction of the words in an overlap must match (* 0.80 *) ?

 What is the minimum overlap length (* 14 *) ?

   Reading .....

 Comparing .....

  Aligning ..

   Writing ...

          Input Contigs:          5

         Output Contigs:          3

               CPU time:      00.13

gcg2 21% gelassemble
GelAssemble is a multiple sequence editor for viewing and editing

contigs assembled by GelMerge.
*** No more fragments in contig ***

   3        seq03                       <-------------------+

   2       seq01       +----------------------------->

   C       CONSENSUS   +------------------------------------>

                       |----------|----------|----------|----------|----------|

                       0         200        400        600        800

Contig    1 of    3

Scroll with <Up-arrow> and <Down-arrow>

<Right-arrow> for next contig, <Left-arrow> for previous contig

<Ctrl>D for Screen Mode, <Ctrl>K to load a contig:
Press <Right-arrow> once to go to contig 2 of 3
   3        seq04                     <------------+

   2       seq02       +--------------->

   C       CONSENSUS   +--------------------------->

                       |----------|----------|----------|----------|----------|

                       0         400        800       1200       1600

Contig    2 of    3

Scroll with <Up-arrow> and <Down-arrow>

<Right-arrow> for next contig, <Left-arrow> for previous contig

<Ctrl>D for Screen Mode, <Ctrl>K to load a contig:
Press <Right-arrow> once to go to contig 3 of 3
   2       seq05       +---------------------------->

   C       CONSENSUS   +---------------------------->

                       |----------|----------|----------|----------|----------|

                       0         200        400        600        800

Contig    3 of    3

Scroll with <Up-arrow> and <Down-arrow>

<Right-arrow> for next contig, <Left-arrow> for previous contig

<Ctrl>D for Screen Mode, <Ctrl>K to load a contig:
Press <Left-arrow> twice to go to contig 1 of 3

Press <ctr>k for sequence display

GelAssemble                          seq01                                   GCG

                     Absolute:       1   Relative:       1

     TGATGATGCTTCGGACGAGAAAAACTGCCAAACTAATGCTCCAAGCGAAGAAGAATATCTTTCTGGGCAAGCCG

     TGATGATGCTTCGGACGAGAAAAACTGCCAAACTAATGCTCCAAGCGAAGAAGAATATCTTTCTGGGCAAGCCG

....|.........|.........|.........|.........|.........|.........|.........|....

    0        10        20        30        40        50        60        70

   7

   6

   5

   4

   3                         <-------------------------+

   2   *-------------------------------------->

   C   +----------------------------------------------->

       |......|......|......|......|......|......|......|......|......|......|

       0     100    200    300    400    500    600    700    800    900   1000

<Ctrl>D for Command Mode, or ? for help
Press <Ctrl>D
command: prettyout

What should I call the output file (* GelAssemble.Prty *)  ?  con1.prty
Press <Ctrl>D
Command: ex

 Writing contig seq01          ..gcg2 7%
gcg2 28% more con1.prty

 GELASSEMBLE PrettyOut of Contig: seq01.fil from Project: BIOIBFOR

    May 4, 2000 23:03

    From: 1  To: 689

seq01      > TGATGATGCTTCGGACGAGAAAAACTGCCAAACTAATGCTCCAAGCGAAGAAGAATATCT 60

CONSENSUS  > TGATGATGCTTCGGACGAGAAAAACTGCCAAACTAATGCTCCAAGCGAAGAAGAATATCT 60

             .........+.........+.........+.........+.........+.........+

seq01      > TTCTGGGCAAGCCGATCACATGCATTCGTGCTCAGCAGCAGGAATGTATTCTTGTGGAAC 120

CONSENSUS  > TTCTGGGCAAGCCGATCACATGCATTCGTGCTCAGCAGCAGGAATGTATTCTTGTGGAAC 120

gcg2 23% gelview                                                 Edit Mode: INS
GelView displays the structure of the contigs in a fragment

assembly project.

 What should I call the output file (* BIOINFOR.view *) ?bioinfor.view

 BIOINFOR has 5 Fragments in 3 Contigs

gcg2 24% more bioinfor.view
GELVIEW Fragment Assembly contig display of Project: BIOINFOR

    May 4, 2000 23:01

Contig: seq01

   3       seq03                        <-------------------+

   2       seq01       +----------------------------->

   C       CONSENSUS   +------------------------------------>

                       |----------|----------|----------|---------|---------|

                       0         200        400        600        800

Contig: seq02

   3       seq04                      <------------+

   2       seq02       +--------------->

   C       CONSENSUS   +--------------------------->

                       |----------|----------|----------|---------|---------|

                       0         400        800       1200       1600

Contig: seq05

   2       seq05       +---------------------------->

   C       CONSENSUS   +---------------------------->

                       |----------|----------|----------|---------|---------|

                       0         200        400        600        800

 5 Fragments in 3 Contigs

gcg2 26% gelassemble
GelAssemble is a multiple sequence editor for viewing and editing

contigs assembled by GelMerge.

 Writing contig seq01          ..gcg2 27%                        Edit Mode: INS

gcg2 28% more con1.prty
 GELASSEMBLE PrettyOut of Contig: seq01.fil from Project: BIOIBFOR

    May 4, 2000 23:03

    From: 1  To: 689

seq01      > TGATGATGCTTCGGACGAGAAAAACTGCCAAACTAATGCTCCAAGCGAAGAAGAATATCT 60

CONSENSUS  > TGATGATGCTTCGGACGAGAAAAACTGCCAAACTAATGCTCCAAGCGAAGAAGAATATCT 60

             .........+.........+.........+.........+.........+.........+

seq01      > TTCTGGGCAAGCCGATCACATGCATTCGTGCTCAGCAGCAGGAATGTATTCTTGTGGAAC 120

CONSENSUS  > TTCTGGGCAAGCCGATCACATGCATTCGTGCTCAGCAGCAGGAATGTATTCTTGTGGAAC 120

             .........+.........+.........+.........+.........+.........+

seq01      > AAAAGGATCCGAAATTGGCGTTTGTATTCCGATGAATGCCACGTGTAATGGGATCAAGGA 180

CONSENSUS  > AAAAGGATCCGAAATTGGCGTTTGTATTCCGATGAATGCCACGTGTAATGGGATCAAGGA 180

DO IT YOURSELF

(1) Output the aligned consensus to a file.

(2) Use that file to search for potentail open reading frames (frames-map-translate).

(3) Identify homologous protein from databases.

gcg2 5% gelassemble

GelAssemble is a multiple sequence editor for viewing and editing

contigs assembled by GelMerge.
  11        seq05                                           +------>

  10        seq07                                          <--------+

   9        seq08                                     +----->

   8        seq10a                                +---->

   7        seq10                                 +--->

   6        seq03                             <----+

   5        seq01                         +------->

   4        seq06                   +------>

   3        seq02            +------->

   2       seq04       +----->

   C       CONSENSUS   +--------------------------------------------------->

                       |----------|----------|----------|----------|----------|

                       0         800       1600       2400       3200

Contig    1 of    1

Scroll with <Up-arrow> and <Down-arrow>

<Right-arrow> for next contig, <Left-arrow> for previous contig

<Ctrl>D for Screen Mode, <Ctrl>K to load a contig:
Press <Ctrl>K to load the contig
GelAssemble                          seq04                                   GCG

                     Absolute:       1   Relative:       1

     CCTGTTTTTCCTCGAAAAGATTCCAATGTTCTATAATTCTACAAAACTTCCCACGCGAGAAACAACTGTAATAA

     CCTGTTTTTCCTCGAAAAGATTCCAATGTTCTATAATTCTACAAAACTTCCCACGCGAGAAACAACTGTAATAA

....|.........|.........|.........|.........|.........|.........|.........|....

    0        10        20        30        40        50        60        70

   7                              +---->

   6                           <----+

   5                      +------->

   4                +------->

   3         +------->

   2    ----->

   C  *+---------------------------------------------------->

       |......|......|......|......|......|......|......|......|......|......|

       0     500   1000   1500   2000   2500   3000   3500   4000   4500   5000

<Ctrl>D for Command Mode, or ? for help
Use the <Up-arrow> and <Down-arrow> to move the asterik(star) to C

Press <Ctrl>D

command: seqout

What should I call the output file (* seq04.consensus *)  ?
<Ctrl>D for Command Mode, or ? for help

 Writing seq04.consensus
Press <Ctrl>D

Command:ex

gcg2 6% more seq04.consensus
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