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#1 IDEAS FimamsiEe

1 GENBANK

2 EMBL

3 NBRFNUC

4 NBRF

5 PDBDIR

6 PDBSTR

7 KABAT

-GeaBank (R) Genetiec Sequence data Bank
Release 44.0,30 AUG 1986

Los Alamos National Laboratory

8823 entries, 8, 442, 357 bases

-EMBL Nucleotide Sequence Data Library
Release 8.0 April 1986

European Molecular Biology Laboratory
6395 entries, 6353040 bases

-Nucleic Acid Sequence Database of the
Release 28.0, July 1986

Protein ldentification Resource at the
National Biomedical Research Foundation
1917 entries, 3502068 bases

-Protein Sequence Database of the Release
10.0, AUG 1986

Protein Identification Resource at the
National Biomedical Research Foundation
3800 entries, 890703 residues,

-Protein Data Bank Directory

April 1986

Brookhaven National Laboratory

292 entries

-Protein Data Bank Structures

April 1986

Reoreanized at Institute for Chemical
Research Kyoto University

391 entries, 69308 residures

-Sequences of Proteins of Immunological
Interest 1983

Bolt Beranek and Newman, Inc.
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#3 IDEAS symiteitis

1 D E A S
Inlegrated Database and Extended Analysis System
for Nucleic Acids and Proteins k k%
Last database updates sksksk
08/30/86 GENBANK Release 44.0(AUG 86)
08/05/86 EMBL Release 5.0 (APr 86)
08/13/86 NBRENUC Release 28.0 (JUI 86)
08/05/86 NBRF Release 16,0 (May 86)
Options available:
SEQMAN FRAMIS SFQF SEQFN SFQH SFOFP SEQHP SFLFCT GRAPH
SEQDP SKQFT SEQA SEQAP SFQL STRALt CHOFAS DELPHI DSSp
ANNOT HPLOT HCOMr WUKAB ALIGN ALOM
DCL Symbol Manual Help Menu More Exit
Option? SEQMAN

R4 AHFEEEEF SEQVAL =THEYUR

RS Bk

find KREREREEDLREFERNHKE
get S e IR E R R E & B IR
Scan RERENBEENAE

SRCH WEFNE R NBEFFRECRNFNLE
Pr H—E AP TR

tr BBEERF M EREZRFT

rc 7 fa 2 FF Ay B 3 51

frey S h R RE ERAR

diff B B TR 22 50

def & XA 2 $R B ML

type FIRREREMNE

IDEAS BOff I Lo BREE—HBIIHHA:
k& GENBANK 15 T-CELL REC-

EPTOR HyHKFFII, AIHT A 6y &
FIND GENBANK T-CELL RECEPTOR

TE# GENBANK ¥#EgETH, §T T-
CELL RECEPTOR WEV| £ EHEM%E L%
BT HEERFIH:

HUMTCAXA Human T-cell receptor active alpha-chain
mRNA from jurkat cell lien. 728bp

HUMTCAXA Human T-cell receptor germline beta-chain
partial C-beta-2 gene. 278bp

mEEKE EMBL ¥IEEHK T-CELL
RECEPTOR HIFF%,3T Afr4:

FIND EMBL T-CELL RECEPTOR

S WITE, B LEARUNER, &
EITEIH M GENBANK Hife &R HENREFISL
HEBEENERT, WiTHIH HUMTCAXA, H
M

GET GENBANK HUMTCAXA
RITRAFS X% HUMTCAXA HINES XA
o SEQMAN MIH B4 HEATHE,
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%5 CHOFAS BAGHREMN

CHOFAS---Protein Secondary Structure Prediction
Input file [NBRF database] = NBRF

Output file [ Your terminal] =

Output line width [80] = 60

Plot the Profiles? (Y/N) [Nj=N
Sequence or LIBRARY or END: RWHUVY
Start, End ([CR] for entire sequence)

%6 JCHOFAS #gF™ RWHUVY BamasR

Prediction of Secondary Structures in RWHUVY (Length 135)
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