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:
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You have selected to perform secondary structure prediction using DSSP (Kabsch and Sander. 1983) and Porter (Pollastri and

......... M00.........20.........3.........40.........50
HSMTAl ——————————- —————mmmmm M AANM.VGD NSSSNP
MMMTAL ————————=—= —————————— ——————— M AANMBRVGD NSSSNP
SCaMTAL —————————— —————————— —— ---LF-LSD NSSSNP
CMMTAl - -—--——————= —————————— NSSSNP
HSMTA2 - —-———————- —————————— NSSSNP
DIMTA3 ——————————= —————————— NSSSNP

———————————————————— TTPNSP

TSSTSP

HSMTA1 KTANGN
MmMTA1 KTANGN
ScaMTA1 KTANGN
CmMTA1 KTANGNV
HSMTA2 KTANGN
DrMTA3 TASGN
DmMTA1 N KNQTGN
HI1MTA1 N KTASGN
......... 110. . . . .. ... 120. .. ... ... 130.........140.........150
HSMTAl -——--—--——- ————— Bl - - - - - - - - ————————— —— oo —_
MOMTAL —————————— ————— [Ny - — — - — — = —— - —————— - o
ScaMTAl - - -—-—--—-—--- ———-—-BDKHASEKEM----—-—-—- ———-———-———-—= ———c———-———--—
ChMTAl ————————-——- ————— DN — — — - — - - ————————— ——————————
HSMTA2 ———-———-——— ————— [ NN — — — — —— ——— —_____ __________
DrMTA3 ———-———-——— ————— O — — — — — — - —— o o ______
DmMTA1 LATKLKKTWL RTPVS viprElA LDEERTSP'GGSATG
HIMTAl SE----——-——- --SPANTQSQ KL------——- -——ENPDTT NKDGIGP
......... 160. . . ... ...
HsMTA1l - -[@BKAGP--

MmMTAL --CYRAGP--— VENPEMVDLP
ScaMTAl - -[BMQVTS - - MENPEMVDLP
CmMTAl --BINCDPALP SEVPEVQOEMMMETKSEDL METDSLQQLT

HSMTA2 - --—-——-—-—-

SK---QPGVS

DrMTA3 KESPP LT

DmMTA1 SGGAG GDAEKGEALT

H1MTAl

HsMTAl

MmMTA1

ScaMTAl

CmMTAl

HsMTA2

DrMTA3

DmMTA1

HI1MTAl

......... 260. ........270 e e e e e e 290, ... .....300

HsMTAl QK LADKG GNRYQAD EGEEDGRD WEAH
MmMTA1l QK LADKG GNRYQAD EGEEDGRD WEAH
ScaMTAl QK LADKG GNRYQAD —----ITBLLK EGEDDGRD WEAF
CmMTAl QK LADKG GPRYQAD ----IPBLLK EGEEDGRD WDTD
HsMTA2 QK LADQG GCKYQAE ----IPDRLV EGESDNRN WDPD
DrMTA3 QK LADKG GPRFQAD ————VPIMLQ EGEADDRD WDPE
DmMTA1l QK LADKG GSRYQCD -—----IPBKLK DTATDDRK WTPE
H1MTAl lR LADKG GSRYQAD GIAPTPLTPA ERESDPRR WTPR

HsMTA1l

LDCSSS VRQPSLH
MmMTAl NPLYV LDCSSS VRQPSL

Results colour-coded for secondary structure


http://www.ncbi.nlm.nih.gov/pubmed/6667333?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15585524?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15585524?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)
(PRED)
(PRED)

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

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

ScaMTAl
CmMTA1
HsMTA2
DrMTA3
DmMTA1
H1MTA1l

HsMTAl
MmMTA1
ScaMTAl
CmMTA1l
HsMTA2
DrMTA3
DmMTA1
H1IMTAl

......... 410
HsMTAl GKD
MmMTA1 GKD
ScaMTAl MIGKD
CmMTA1l GKD
HsMTA2 GKD
DrMTA3 GKD
DmMTA1 GKD
H1MTAl GKD
......... 460
HsMTAl Q IPNYNKP
MmMTA1l Q IPNYNKP
ScaMTAl Q IPNYNKP
CmMTA1l QVEIIPNYNKP
HsMTA2 Q IPTYTKP
DrMTA3 QVEIIPTYNKP
DmMTA1 IPQYNNN
HI1MTAl IPNYNKT
......... 510
HsMTAl --G---QSPG
MmMTAl --G---QSPG
ScaMTAl - -A---QNTG
CmMTAl --G---QNGG
HSMTA2 —-—-——-———-— FQ
DrMTA3 —--TGSFHTAG
DmMTA1l --NGSTDLSS
H1IMTA1l DN
......... 560
HsMTAl - —-—-—-—-——-—- W
MmMTAl —-—-—-—————-— W
ScaMTAl - - =-—-=———— w
CmMTAl - —-—-—————-— w
HSMTA2 - —-—-———=——-— w
DrMTA3 - —-—-=———=——-— w
DmMTA1l SMKSATKGDA
HIMTAl - - —-—-———-— AW
......... 610
HsMTAl - - —-—-—-————-—
MmMTA]l - —-—-—-—-—=———-—
ScaMTAl — - —-=—-=——=———-—
CmMTA]l - -—-—-——=—=——-—
HSMTA2 ——-—-—-———=——-—
DrMTA3 - —-=—-=—=—=—=—=—~—
DmMTA1l --NDDEKISD

NPLV
NPLT
NPLT
CPLT
HSLT
HSLT

LPWKS
FLPWKA
LPWKS
LPWKS
LPWKT
LPWKT

GKGNG---—--
APPTTAPSAA

AGRACESCYT
AGRACESCYT
AGRACESCYT
AGRACESCYT
KGLTCESCHT
GGRACESCFA
NGKPCESCGT
SGKPCESCQV

GEGDAKKKSS

LTNRQLHRCS

HIMTA1l TGSDEESKGI GGAHRPHRCS

HsMTAl
MmMTA1
ScaMTAl
CmMTAl
HsMTA2
DrMTA3
DmMTA1

LDCSSS
LDCSSS
LDCSSS
LDCsSSs
LDCSsSs
LDCSSSs

VPQGGP
VPQGGP
VPQGGP
VPQGGP
VPQGGP
VPQGGP
VPSTGP
VPSTGP

VRQPSLH
IRQPSLH
IRQPSLH
VRQPSL
VKQPSL
VKQPSL

L e O O I O I I

________ BNy --vkAGVV
SA

TEMBLGNNNS

SBASTPTATL

—-RPGPNR---
—-RPGPNR-—--
—-RPGPNR---
—-RPGPNR---
—-TRGTTEPHS
PSPAPNESRS
IVNCGKEFKL
IPSCGKEFKL

SS—-VKATVV
NN--VKPGVV
NSTVAKSAMV
VG--SKPG-M
SN--GKMAT
B8rxacce:
NSNGKPTN

GGLKMPTRLD
GGLKMPTRLD
GGLKMPTRLD
GGLKMPTRLE
GGLKTPTQLE
GGLKMPSRAE
AGLATTPTAV
GGLKVPSRMD

----SNMSPH
-——-NNMSPH
-——-NNLSPH
--—-—-SSANPH
RGHLS RO
RGHCARQSSH
KTHLAREEAQ
KAHLSRHYAS

NGTGAP-—---—
NGTGTP-—---—
NGTGVQ---—-—
NGAAVP-—-—-—

GLPA--RSS-
GIPA--RSS-
GVPV--RNS-
GYWV—--KN--
SLSPYTTSA-
MVPI--RNS-
AHGIAISS--
AHGVDLRGSG

Results colour-coded for secondary structure

04/17/2016 09:03:38 AM



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

HIMTAL AscGGeeesp RENMRNSI - s EENSECRAN  ER- » - : 5

HsMTA1l
MmMTA1
ScaMTAl
CmMTA1l -

HsMTA2 -RLPEAA
DrMTA3 -RVS
DmMTA1 FTN-RISGKS

HI1MTA1 SPQLTSKS
......... 760. . .......770
HSMTAl P--——————— —————————
MOMTAl Po———————— ——————————
SCaMTAl P————————— ——————————
CHMTAL P—=-—-—————— ——————————
HSMTA2 A-—-—-—————— ——————————
DIMTA3 P--——————— ——————————
DmMTAl G----SGPHE WLVLTPKDKM
HIMTAl PAPRQPGDWD MLALTHEEER
......... 810. . . . .. ... 820

HsMTA1l LSSLTPAKVA
MmMTAl LSSLTPAKSA
ScaMTAl LNNLTPAKFT

PVINNGSPTI
PVINNGSPTI
PVINNGSPTI

cmMTal SGSVTPARIL PVLNHGSPTI LGKR--G

HsSMTA2 -TPINRNOQLS Q——NRGLGr

DrMTA3 QVQPPRRLLS SLPSHGPL GKR--S

DmMTAl VVAVPADKEL

HIMTA1 DRLTVTPPQP QPSMQAQQTI LKRTRP
......... 880

HsMTA1 GP-SRNLLLN

MmMTA1 GP—SRNEN

ScaMTAl —————— = — — — -—-NHGQTRQM GP-SRN N

CmMTA1 LAQSCSRLHS HPNHGQVRQM
HsMTA2

DrMTA3 —-——QENPAHI
DmMTA1l DPMPSHCPSP AAS
HIMTA1l RAHHSQQLHP KHTLEHTAPT

HsMTA1l RRRMNWIDAP
MmMTA1l RRRMNWIDAP
ScaMTA1l RRRMNWIDAP

CmMTA1L rNWIDAP
HSMTA2 [R@KLNPADAP
DrMTA3 KRRPNWIDAP
DmMTA1 'SWMDAP
HIMTA1 K@MISWMDAP
......... 90. . .......970
HSMTA1 A----LPPRP PPP-APVNDE
MmMTAl A--—--LPLRP PPP-APVNDE
ScaMTAl — - —— - — MQAV QLR-QPMNDE
CmMTAl V----SCAVS QPSRQPVNEE
HSMTA2 IAVRPPVPLP APSHPASTNE
DrMTA3 QGPSQVPILA PPHPSLRMRG
DMMTAl —-—————- AAP EPS-SRPIES
HIMTAl —--———-——- HPP HPQRAVRGDD

Results colour-coded for secondary structure

Q-SPLVLKOQA
Q-SPLVLKQV
E-NPLLLKQV
E-KPIKLKPS
K-TPLKIHPL
TGRPLKPKSS
O-AEIKKLLL

s - v e [REMMRIR  R P R RP R

PLPAVVSFPK
KQPDRVSFPR

-—-AYET

AAVNRGYMIN
A--GVPFSAN
V--GPILQHN
GQPLSRHHLN
VLPLAPPLNG

P
P
P
P
P
P
Q
M

......... 740. . ... .... 750
V-———- RKP
V-———- RKP
V-———- RKP
V-———- RKT

LK-PKDRGS

......... 790. . .......800
KPDPVKSV-- --—----- ssv
KPDPVKSS-- ------- ssv
KPDPAKSL-- ------- sss
KPICSLA-—- ———————— VH
KPKTPRGT-- --—--—-- K-—
HVQRPHRT-- ----—-- PGL

PPKAPDGSLV YDRVPNKSPD
PPKAPDGSLL YERVPNKSEV

NGVDGNMKK RLLMPSRGLA
NGVDGNMKK RLLMPSRGLA
HNGMDGNMKK RLLMPSRGLP
HNGIDGT RLLMPFRGKT
MAG----—-—-=- —————————-—

Bl srvESAERR AGATG-----

TIIPTQATST IRKRAHEDQQ LNGTEVTIVP SGPPAKRPNK

INGSDGIALS AGLPGGPPAK

GKSYPTKVRL IRGGSLPPVK
GKSYPTKVRL IRGGSLPPVK
GKSYPTKVRL IRGGSMPPVK

GKPYSRSS PGSLPPMK
GRPLA---SG IRSSSQP
GSSTG---GS SLRGSGLMLR

Grf----- RGGNGR
RAAHPHTLPH GPPLSRSNAR

YKPIALRQSQ
YKPIALRQSQ
YKPIILRP--
YKQIFIRQAR
NLPLKVKPTL
CEQISLRRVP
WRTLPIKP--—
WRRLPAPL--

04/17/2016 09:03:38 AM



	sstructure0.html

