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(1) EEFHZDHS—QE£&$$E£ server Chttp://mendel. imp. ac. at/=at,/D45/DAS, himl ) Tﬁﬂﬂ#
ZEANT . Output format: short; Evaluation: trusted; TM-library size: 8;
Version: last update: May 27 2003, &EBEIE 2 m. «

Caleulacing prediccion for the following proceins
with reference library 08:

>QikTCI453366TRTCref®TCHP 175700.2%7C catalytic k5BArabidopsis thaliana%5D

Done.
==% Lisc of predicced non-TH-protein codes =@w
}qllTﬂlé533EE?9%TC!EE%7CHP_LTETDD_EkTC cacalycic ¥5BArabidopsi=s thaliana%sD
ww® List of predicced TH-protein codes we=
none

=== Result of the prediction ===

ik TCL45336679% TCrefd7CHP _175700.2%7C catalytic ¥5BArabidopsis thaliana%SD
¥ THH: 0 Q: wrusced !!! Warning! WNon-TH protein!

{=——————— end of 1li8T ———————- >
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Good example

HAmE R B! 10811082 pku09sldl «

EBI-SRS {3 FH <51 #0 swiss-pdbviewer & F SZ .

3k fB.
IRAZESREZRTARSBHEENFREE L% 1008710
5, SRS(Sequence Retrieval System):Z i Bl 4 1 E S R EIEBDH S 810 www i
EITHHEELZERESNEZSE, EENEYER AR EHEEERS.
Swiss-pdbviewer EEHBMES pdb I HBEM, EIEEA, MR AERE
EEOHMNEMENE. &IUAEEIR it EBL-SRS 1 swiss-pdbviewer FIERAF . «

;Qﬁﬁ] SRS. sequenceretrieval sysem., PDB. swiss-pdbviewer, EWER, EQGW.

SRS. Bl Sequence Retrieval System, it R4 FEAEFFINE CHERE ENEIEE
7 — . EAlA £ BIEHEEE, 20 RefSeq genome. UniProtKB/Swiss-Prot ZEEME— - FMF .
RATLBEER @R Las BRERNER, HFA sRs BFOTMTAN xE
BEMEERH T «

Swiss pdbviewer 22— ANEEMNTAT £ EQREHNT. ZHGRIFNA
FRE. BEERUNENE, B8RP (AT ERITER RN T RS, SERFIR
ET, o, ETRESFEWEE. EREN4 PR EN, RAZEH—T. «

1 MRS HE
f#F EBI B SRS (http//srsebiacuk) FREH POU BEZETFERMHAETED, HEE
{189 fasta HIAEIRFEFE A4, SAEFIA weblab/Macro/phylogenetic #ATHH. «

|4 poU BRAFHEN—1ED: PO2FI_mouse A, FZ3] swisspdbviewer BIfE
R, ¢




Bad example

= Nucleotide sequence databases
2lll ] eMBL [ Patent DNA O EMBL (Contigh
[ EMBL {Contigs expanded) [J EMEL (Annotated Cons} ] EMBL (Coding Seguences)

click the linke

| Extende Buery Forn = mucle
¥ou can browse thrcuu[<J
fill the black+
AllText :hemuglnbin alpha "
ande
Qrganism Mame human .

there are found 18 alpha subunits entries results , and search beta there
are 41 entries. While most part of them are partial, mutant , subunit variant

and truncated I chose the full length :+

= Homo saplens
EMEL (Coding Sequences) :CAAZ3TEZ Homo ( )
: human
Vo0493, 1. /sapiens . 429,
hemoglobin
(human) «

alpha chain »

There are too many partial hemoglobinbeta, so I add +

Seguence Length ;>= | 1440 _ <= "::‘_15':' E .

H
there are 12 entries, some of them are the same after needle program. I chose this

one. +



Bad example

Swiss-PDBviewer A1
A% HEE R swiss PDByiewer 11 /| BEREEHIHHT T BT, «

Fiox LHRZERINEERN R ZERH T BAINEGES cull — —rocl JBRE— 1S EIHILE
FELE E3 RIEHER . 2ERNSREEHNET, 2EREE — = BIEnfEER , 5 cull FHE
158 sef BRES /5 > B RS, XALLSEr F151E cull PR S FEIES skpl
FERERREES - A—AH, AN HEAT FIEESfS cull FHRSTRIMERN, HH,
fEE cull {7 Iys AU S #EEm. HESRHEEHERRNGERIE : HEET 7 sof FOEAME
cullin WHRAD E3 ES1#MFES , f0ER~" (1F8 PDB Bif); «

71 1 F swiss-pdbviewer [ alignment I , AT ER— M INRERINFER BT 14518
B “1ZEEMLE B3 2 HEEEBFREI—T . ZEALIFRIENE cullsbe-sipl FIES
#4557 «




Bad example

T E RS #AT 2 TN AT 24T distance matrix 77 FT1F L+
Distance Matrix+

4
Uncorrected for Multiple Substitutions+
Gap weighting is 0.000000+
+
1 2 J+
000 2183 5428 SWISSPROTHBA_HUMAN 1+
000 57.14 SWISSPROTHBA_RAT 2+
0.00 SWISSPROTHBE1 _MOUSE 3+

FRLARIBILE ARIFFI SRR R ASAREZER, MhRL—£.
EREERIEMNERAEHEEME T #HTIT. -



Bad example

v s v

+ o+
group show side [abl

LEU-6
TVR-5
LS-4
h LYE-3
halLs-2
h GLY-1
h LEUD
MET1
WAL
ASPS
[ =0)
S LSS
= LEUE
= WALT
= WALS
= WALY
= PHE1O
GLY

WEBHAMFEHHEM. Select secondary structure Z[EBATICIERE (h), BB
iwEs. £ M & o WM O F R 0Hh &’k OB' .
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a e S N SN e SN . S S e S O T S

GLY11

GLY12

THR13

GLY14
hALA1S
h GLMN16E
h GLY17
h GLY18
h SER19
h WALZ0
h ALAZ
h ARGZ2
h THR23
h LEU24
h LEU25
h GLUZE
h ASP2T

et w
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Color by type HIIMEARARTE, ERMAFFER, ABNFEFTRH, BRAET
o, REMAFRLERE. .

R A

PP EFREEEREEREI R
T




	ABC作业规范
	基本规范
	基本规范
	基本规范
	基本规范
	幻灯片编号 6
	Good example
	Bad example 
	Bad example 
	Bad example 
	Bad example 

