Results colour-coded for secondary structure

The current colourscheme of the alignment is for secondary structure type.
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The 3-state (H, E C) secondary structure for each sequence is represented by a colour. If a sequence in the alignment has no colours assigned, this means that either there is no DSSP

information available (if this was requested), or that no prediction was possible for that sequence (if this was requested).
The colour assignments are:

_— You have selected to perform secondary structure prediction using DSSP (Kabsch and Sander. 1983) and PSIPRED (Jones. 1999).
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http://www.ncbi.nlm.nih.gov/pubmed/6667333?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/10493868?dopt=Abstract

(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)

(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)

(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)

(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)
(PRED)

1EDG_APNDISGNNNK

3noy_aBMN----Dsk

6MQ4 PNN----DSK
3AYR APED----DDK
3AYS APED----DDK
601I AVPD----DKN
4NF7_APNDT--ASGR
6GL2 APNG----DKN
6WQP APTDT--VANK
4IM4_APNN----DSR
P23660

1EDG_A

3NDY_A

6MQ4

3AYR A

3AYS A

601I A

ANF7_A

6GL2_A

6WQP A

4IM4_A

......... 360
P23660 DNGY-Y
1EDG A WDNNN-F
3NDY_A WDNGYSV
6MQ4 DNGYYG
3AYR A DNGVF -
3AYS A DNGVF -
601I_A DNNYAE
ANF7_A WDNNIYOQ
6GL2_A D----N
6WQP_A DNNAFD
4IM4_A DNGYYN
......... 410

P23660 - —————————
1EDG A-—-=-—=—=—————
3NDY A——————————
6MQ4 ——————————
3AYR A TEE
3AYS A TEE
601 AVH-————————
ANF7 A-—————————
6GL2 A——-————————
6WQP_ A ——-————————
4IM4 A-—————————

T-—-—-YNA NADWELFHWD

GLA GGTNAWNIND
————— M DINGTSSWGS
Y -——-MV- —-SNSTPTWGT
YNFA---LNN -GEGAVDKFD
YNFA---LNN -GEGAVDKFD
YFFA-—--MDT SSNSVNTWGS

ASDTYVTRFD
DGTDSTWGTE
NT-SGTSSFT
DVNGTSYWGS

GSIDKSN-L
GAMNRDN-E
GAMNRDN-E
GSINKNN-T
SATNRNN-
GSTFSDN-
GALNKNN-IN
GTIDKNN-

......... 370
S—-—---SGNEL
S----GTGEL
A----GKAET
P--—--GKDNS
E----GTGE
E----GTGE
T----NKGE
NNSAGSDGEC
G-——-—--- NVDE
T———=-- SGEN
P----GDAET Y

Results colour-coded for secondary structure

02/28/2021 02:39:58 PM



	sstructure0.html

