EXERCISE 03-1 Sequence Manipulation in GCG UNIX
●Fetch File from Database

(Start PCMAN
(Connect to telnet://bioinfo.nhri.org.tw
(Start GCG

(Create your OWN Folder

(Type fetch gb:L10131
(Check and view the file (ls and cat)

●Upload Files from Local Computer
(Start FileZilla
(Connect to ftp://bioinfo.nhri.org.tw
(Upload the files naq.txt and psq.txt to your FOLDER

(Check and view the files

(Type chopup naq.txt (save the file name as naq.dat)
(Type reformat naq.dat
(Check and view the file naq.dat

Repeat the procedure for psq.dat

EXERCISE 03-2 Sequence Manipulation in GCG UNIX

Use the database searching techniques you learned today to retrieve the

“reference sequence of Homo sapiens LEGUMAIN” and 
the “amino acid sequence of ALL LEGUMAIN”
And then transfer the sequence(s) to SeqWEB and GCG Unix (in GCG format)
· There are many different ways to DO it.

· You can have your lunch now if you make it.

ASSIGNMENT 01
Use the Entrez searching techniques you learned today to retrieve the
Reference sequence and the corresponding amino acid sequences of 

All the subclasses of Homo sapiens cyclophilin
Transfer the sequences  to GCG Unix,

Transform the sequences to GCG format

E-mail

1. The steps (including URL of WWW sites) you used and

2. The sequences in GCG format as attached file to 

petang@mail.cgu.edu.tw before  next Thursday 1200
****郵件主旨： ASS01 bioinfo – (學號)
