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Use perl to extract sequences given IDs (get-seq4.pl) 
 
Use bioperl to extract sequences given IDs (get-seq-bioperl.pl) 
 
Use bioperl to change sequence format (format-bioperl.pl) 
 
Use bioperl to extract sub-sequences given tabular file with positions (get-subseq-bioperl.pl) 
 
Given GenBank IDs, get fasta or genbank format from NCBI remotely (get-genbank.pl) 
 
Bioperl to parse newick trees (get-treeid.pl) 
 
Connecting two ids file to find common or different things (join.pl) 

http://www.biogem.org/downloads/notes/BioPerl.pdf 

http://www.biogem.org/downloads/notes/BioPerl.pdf
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How to parse newick format tree text file to retrieve IDs? 
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CslB 
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Trees and grasses 
Mosses 
Lower green algae 
Other algae 
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yyin@glu:~/work/class$ less full-genom.sel.fa.l.fasttree.nwk.2-sub1 

Newick format: not human-friendly 
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#!/usr/bin/perl -w 

 

use Bio::TreeIO; 

 

$treeio=Bio::TreeIO->new(-format=>"newick", -

file=>$ARGV[0]); 

 

while($tree=$treeio->next_tree){ 

  for $node ($tree->get_nodes){ 

    print $node->id."\n“; 

  } 

} 

perl get-treeid.pl /home/yyin/work/class/full-genom.sel.fa.l.fasttree.nwk.2-sub1  

| less 

 

perl get-treeid.pl /home/yyin/work/class/full-genom.sel.fa.l.fasttree.nwk.2-sub1  

| sed '/^$/d' | less 

 

perl get-treeid.pl /home/yyin/work/class/full-genom.sel.fa.l.fasttree.nwk.2-sub1  

| sed '/^$/d' > sub1.id 

vi get-treeid.pl 

perldoc Bio::TreeIO 
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How do we join two tabular files according to a common column? 

http://www.nature.com/nrc/journal/v4/n3/abs/nrc1299.html 

http://cancer.sanger.ac.uk/cancergenome/projects/census/ 
Download the excel sheet and open it 
Copy and paste to create a file 
/home/yyin/work/class/cancer-census 

The cancer Gene Census 

Consider this task: find out how many cancer-related genes are transcription regulators? 

http://www.nature.com/nrg/journal/v10/n4/suppinfo/nrg2538.html 
Wget the Supplementary information S3 
/home/yyin/work/class/nrg2538-s3.txt 

A census of Human Transcription Factors 

What we need to do is to join the two tables together based on common col 

http://www.nature.com/nrc/journal/v4/n3/abs/nrc1299.html
http://cancer.sanger.ac.uk/cancergenome/projects/census/
http://cancer.sanger.ac.uk/cancergenome/projects/census/
http://www.nature.com/nrg/journal/v10/n4/suppinfo/nrg2538.html
http://www.nature.com/nrg/journal/v10/n4/suppinfo/nrg2538.html
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First let’s clean the two tables first: 
 
cat nrg2538-s3.txt | cut -f2,6 > nrg2538-s3.txt.cut 

less cancer-census | cut -f1,3,4 > cancer-census.cut 

Symbol  GeneID  Chr 

ABL1    25      9 

ABL2    27      1 

ACSL3   2181    2 

AF15Q14 57082   15 

AF1Q    10962   1 

AF3p21  51517   3 

AF5q31  27125   5 

Ensembl ID      HGNC symbol 

ENSG00000001167 NFYA 

ENSG00000004848 ARX 

ENSG00000005073 HOXA11 

ENSG00000005513 SOX8 

ENSG00000005889 ZFX 

ENSG00000006377 DLX6 

Common col is 

Now we need a perl script to join the two tables: 
 using the gene symbol as the key to create a hash 
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#!/usr/bin/perl 

 

open(IN,$ARGV[0]); 

open(IN2,$ARGV[1]); 

 

while(<IN>){ 

  chomp $_; 

  @col=split(/\t/,$_); 

  $hash{$col[1]}=$_; 

} 

 

while(<IN2>){ 

  chomp $_; 

  @col2=split(/\t/,$_); 

  if(defined $hash{$col2[0]}){ 

    print $_,"\t",$hash{$col2[0]},"\n"; 

  } 

  else{ 

    print $_,"\n"; 

  } 

} 

perl join.pl nrg2538-s3.txt.cut cancer-census.cut | less 

perl join.pl nrg2538-s3.txt.cut cancer-census.cut | awk '$4!=""' | less 

perl join.pl nrg2538-s3.txt.cut cancer-census.cut | awk '$4!=""' | wc -l 

vi join.pl 
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April 30: Student presentation of project  1: 
 
Group 1 (GH9): Bill, Brenda, Steve, Tom 
Group 2 (GH10): Jenny, Matt, Shannon, William 
 
Each group have 30 minutes 
 
Indicate who contributed which analyses of the project 
 
Include the background, the experiment design, the methods and the results 


