5/27/2020 PSIPRED Workbench

P Name : AOS87703.1 Copy Link: nttp:/bioinf.cs.ucl.ac.uk/psipr  Ea
Sequence Plot -
Show psipred Show memsat Show aatypes
10 20 30

1 KAYTWPI NKQGGSAPGQNKFGVDLGKQQ@DADTAAWYSP ¢

51 VHI VI KPDKECVVNSGLGSVRGARMAEMSYSRARSTA QLI
1 amaP T s/wbDbALDLVARVITCAVI NDIQGEDGLFVSAFDHG
1 MKVKNIRIHNRPAYNSEVHATRDM

201
RTVTVINACEVEAGKDRVMHLAI NS G[T

251

1 fAls T NGlLDKALAANKTSsLDERAARIIT L TVD/all[RQs AEWI /Y

31 MF CY

&)}
=

10 20 30
Strand - Helix Coil |:| Disordered
|:| Disordered, protein binding Putative Domain Boundary . Membrane Interaction . Transmembrane Heli
Extracellular . Re-entrant Helix Cytoplasmic Signal Peptide
PSIPRED Cartoon -

Conf

Cart

peg CCCCCCCCCCCCCCCCCCccccccccccccccEECCCccccc

M KAYTWPI NKQGGSAPGQNKFGVDLGKQQDADTAAWYSPS M)

10 20 30 40

Conf

Cart

pred EEEEEECCCCCCCCCCCCCHHHHHHHHHHHCCCCCCCCHHLI

AMVHI VI KPDKECVVNSGLGSVRGARMAEMSYSRARSTQLAQRI

60 70 80 90

Conf

Cart ===
ped CEEEECHHHHHHHHHHHHHHHHHHHCCC CEEEEEECCCCCC(
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AA

Conf

Cart

Pred

Conf

Cart

Pred

Conf

Cart

Pred

Conf

Cart

Pred

PSIPRED Workbench
QMQPTSWDDALDLVARVTCAVI NDQGEDGLFVSAFDHGGA(

110 120 130 140

|

3

HHHHHHHHCCCCCEECCCCCCCHHCHHHHHCCCCCCCCCHI

GKLYFEAMKVKNI RI HNRPAYNSEVHATRDMGVGELNNCYE

160 170 180 190

EEECCHHHHCCCHHHCCCCCCCCCCCCHHHHHHHHHHCCC(

AVGTNALETQTNYSLNHWVPNLRGTSAQKKRAEFGAEETPIE

210 220 230 240

CCCHHHHHHHHHHHCCCCCCCCCCCHHHHHHHHHHHHHHH(

RTVTVNACEVEAGKDRVMHLAI NSGTDLALFNAWFTHI NEF

260 270 280 290

HHCCCHHHHHHHCCCCHHHHHHHHCCCHHHHHHHHHHHHTC(

AAASTNGLDKALAANKTSLDEAARI TGLTVDQI RQSAEWI AQF
310 320 330 340
Conf I:I:I:.
Cart I
pred C C CC
AA MFCY
360 370 380 390
Legend:
Strand Conf: - ___rmilf- Confidence of prediction
. Helix Cart:  3-state assignment cartoon
= Coil Pred: 3-state prediction
AA: Target Sequence
Downloads -

bioinf.cs.ucl.ac.uk/psipred/&uuid=640357e2-a036-11ea-bca0-00163e100d53
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5/27/2020 PSIPRED Workbench

ZIP FILE
Get Zip file ()

JOB CONFIGURATION
Get Job Details ()

PSIPRED V4.0 DOWNLOADS

Horiz Format Output (http://bioinf.cs.ucl.ac.uk/psipred/api/submissions/6403bd2c-a036-11ea-bca0-00163e100d53.horiz)
SS2 Format Output (http://bioinf.cs.ucl.ac.uk/psipred/api/submissions/6403bd2c-a036-11ea-bca0-00163e100d53.ss2)

Segment Resubmission +
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5/27/2020 PSIPRED Workbench

P Name : Uncultured-2 Copy Link: nttp:/bioinf.cs.ucl.ac.uk/psipr  Ea
Sequence Plot -
Show psipred Show memsat Show aatypes
10 20 30

1 QGGTDPSQAQNKFKVDLAKQQGAESDAWY

s
51 NCVVNSGLGSIVRGARMAETSYSEARSTAQ
H
N

S MY NI V KQD (
QRLTHPMYV WE

GAGGGYENTN

o KBV ARV H AT VKDEocoeLrvsars
151 V K N I HNR............MGIGEL c......AD1
m1Q...... WvPNLRGTsMDKKRAEL AHPPARI
%1..AGKDRVMHLAINSG...............KGWVD..I
o1 WAAN KT TILE@AAALT 6L TIVD/QIRQSAEWIASPKDGNA

10 20 30

Z O O T

Strand - Helix Coil |:| Disordered
|:| Disordered, protein binding Putative Domain Boundary . Membrane Interaction . Transmembrane Heli
Extracellular . Re-entrant Helix Cytoplasmic Signal Peptide
PSIPRED Cartoon -

Conf

Cart

peq CCCCCCCCCCCCCCHHHCCCCCCCCCCCCCCCEEEEEETCC(

MM QGGTDPSQNKFKVDLAKQQGAESDAWYSPSMYNI VKQDGKI

10 20 30 40

Conf

Cart
ped CCCCCCCCCCHHHHHHHHHHCCCCCCCCCCCcCcccccccccc

AMMNCVVNSGLGSVRGARMAETSYSEARSTQQQRLTHPMVWRY(

60 70 80 90

Conf

|
l

Cart

ped HHHHHHHHHHHHHHHHCCCEEEEEECCCCCCCCCHHHHHHLI

M ALDLVARVTCQI VKDQGEDGLFVSAFDHGGAGGGYENTWGIT
bioinf.cs.ucl.ac.uk/psipred/&uuid=8d14f548-a039-11ea-b84e-00163e100d53 1/3
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110 120 130 140

Conf

Cart

ped CCCCEECCCHHHHHHHHHHHHCCCCCCCCCHHHHHHCCETET

AMVKNI RI HNRPAYNSEVHATRDMGI GELNNCYEDAELADTI

160 170 180 190

Conf

Cart
ped CHHHHHHCHHHHHCCCCCCHHHHHCCCCCCCCCETETETETETEC/

AM QT NYFLNHWVPNLRGTSMDKKRAELPNEAHPPARI VI I DPEF

210 220 230 240

Conf

Cart

Ti

pPed HHCCCCCEEEECCCCCHHHHHHHHHHHHHHHCCCCCHHHHLI

AMMVEAGKDRVMHLAI NSGSDLALFNAWMTYI AEKGWVDKALI /

260 270 280 290

Conf

Cart

ped HHHCCCCHHHHHHHHCCCHHHHHHHHHHHHCCCCCCC

AMMVAANKTTLEQAAALTGLTVDQI RQSAEWI ASPKDGNA

310 320 330 340
Legend
Strand Conf: - __. —miiillli+ Confidence of prediction
. Helix Cart:  3-state assignment cartoon
= Coil Pred: 3-state prediction
AA: Target Sequence
Downloads -

bioinf.cs.ucl.ac.uk/psipred/&uuid=8d14f548-a039-11ea-b84e-00163e100d53 2/3



5/27/2020 PSIPRED Workbench
ZIP FILE

Get Zip file ()

JOB CONFIGURATION
Get Job Details ()

PSIPRED V4.0 DOWNLOADS

Horiz Format Output (http://bioinf.cs.ucl.ac.uk/psipred/api/submissions/8d154dea-a039-11ea-b84e-00163e100d53.horiz)
SS2 Format Output (http://bioinf.cs.ucl.ac.uk/psipred/api/submissions/8d154dea-a039-11ea-b84e-00163e100d53.ss2)

Segment Resubmission +
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5/27/2020 PSIPRED Workbench

P Name : Uncultured-3 Copy Link: nttp:/bioinf.cs.ucl.ac.uk/psipr  Ea
Sequence Plot -
Show psipred Show memsat Show aatypes
10 20 30

FCI VGCGYKAYTWDI NKQGGADPSQNKFKADLSKOQD G !/

H
5. N1 VKQGGKDVHLVI MPDKGCSVNSGLGSVRGARMAET|S:
10" TDPMVWRYGAMSPTSWDDAILDILVARVTICQVVEKDAQGEDGI
151 6 GY EN/TWGTGKILYFGAMKVRNIRI HNRPAYNSIEVHATRI
201 DAQLADTI VMVGANSILETQTINYFLNHWVPNLRGTSI DKII
251 GRI1 1 | VDPRRTVTVNACETEAGKDNVMHLAI NSGTDILAI
01 6 WT DKALIAAISTNGFEDKMAAANKTTL@QAATLTcL TV

3% KEGNARRRTMFAYEKGLI WGND

10 20 30
Strand . Helix Coil |:| Disordered
|:| Disordered, protein binding Putative Domain Boundary Membrane Interaction Transmembrane Heli
Extracellular . Re-entrant Helix Cytoplasmic Signal Peptide
PSIPRED Cartoon -

Conf

Cart ™= L]

pred CEEEECCCCEEEECCCCCCCCCCcCcccCcCcCcCCCCHHHCCcCcCcCC

M HFCI VGCGYKAYTWDI NKQGGADPSQNKFKADLSKQDGAN ¢

10 20 30 40

Conf

Cart I I

pred CEEEEECCCEEEEEECCCCCCCCCCCCCHHHHHHHHHHCTC((

AANI VKQGGKDVHLVI MPDKGCSVNSGLGSVRGARMAETS SFS S

60 70 80 90

Conf

Cart
pre¢d CCCCCCCCCCEEECCHHHHHHHHHHHHHHHHHHHCCTCETETE '
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AA

Conf

Cart

Pred

Conf

Cart

Pred

Conf

Cart

Pred

Conf

Cart

Pred

Conf

Cart

Pred

PSIPRED Workbench

TDPMVWRYGAMSPTSWDDALDLVARVTCQVVKDQGEDGL F\
110 120 130 140
CCHHHHHHHHHHHHCCCCCCCCCCCCCCCCCHHHHHHHHHC
GGYENTWGTGKLYFGAMKVRNI RI HNRPAYNSEVHATRD M(
160 170 180 190
HHHHCCEEEECCCCCHHHCHHHHHHCCCCCCCCCCCCCHHLI

DAQLADTI VMVGANSLETQTNYFLNHWVPNLRGTSI DKKK/

210 220 230 240

|
|

CEEEEEECCCCHHHHHHHHHHCCCCEEEECCCCCCHHHHHLI
GRI 1T I VDPRRTVTVNACETEAGKDNVMHLAI NSGTDLALTF?!
260 270 280 290

CCCCHHHHHHHCCCHHHHHHHHCCCHHHHHHHHCCCHHHHL

GWTDKALI AASTNGFDKMAAANKTTLQQAATLTGLTVDA QI

310 320 330 340

CCCCCCCCCEEEEECCCcCccccCcC

KEGNARRRTMFAYEKGLI WGND

360 370 380 390
Legend
Strand Conf: - ___rmilf- Confidence of prediction
. Helix Cart:  3-state assignment cartoon
= Coil Pred: 3-state prediction

AA: Target Sequence

bioinf.cs.ucl.ac.uk/psipred/&uuid=bfd75bda-a041-11ea-bcdc-00163e100d53
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Downloads -

ZIP FILE
Get Zip file ()

JOB CONFIGURATION
Get Job Details ()

PSIPRED V4.0 DOWNLOADS

Horiz Format Output (http://bioinf.cs.ucl.ac.uk/psipred/api/submissions/bfd7de70-a041-11ea-bcdc-00163e100d53.horiz)
SS2 Format Output (http://bioinf.cs.ucl.ac.uk/psipred/api/submissions/bfd7de70-a041-11ea-bcdc-00163e100d53.ss2)

Segment Resubmission +
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CFSSP: Chou & Fasman Secondary Structure Prediction Server

Target Sequence:

16

20 30 40 50 69 79

KAYTWPINKQ GGSAPGQNKF GVDLGKQQDA DTAAWYSPSM YNIVRQNGED VHIVIKPDKE CVVNSGLGSV

80

90 100 110 120 130 140

RGARMAEMSY SRARSTQLQR LTDPMVWRYG QMQPTSWDDA LDLVARVTCA VINDQGEDGL FVSAFDHGGA

150

160 170 180 190 200 210

GGGYENTWGT GKLYFEAMKV KNIRIHNRPA YNSEVHATRD MGVGELNNCY EDAELADTIV AVGTNALETQ

220

230 249 250 269 279 280

TNYSLNHWVP NLRGTSAQKK RAEFGAEETP PARIIIVDPR RTVTVNACEV EAGKDRVMHL AINSGTDLAL

290

300 3190 320 330 3490 359

FNAWFTHINE RGWTDKAFIG ASTNGLDKAL AANKTSLDEA ARITGLTVDQ IRQSAEWIAQ PKAANARRRT

MFCY
0 50 100 150 200 250 300 350 354
Secondary Structure:
* * * * * *
Query 1  KAYTWPINKQGGSAPGQNKFGVDLGKQQDADTAAWYSPSMYNIVRQNGEDVHIVIKPDKECVVNSGLGSV 70
Helix 1 HH HHHHHHHHHHHHHHHHHH HHHHHHHHHHHHHHHHH 70
Sheet 1 EEEEE EEEEEEEEEEE EEEEEEEEEEEEEE EEEE EEE 70
Turns 1 T T T T7T TT T T T TT T 70
Struc 1 TCEEEEECTCCTCCCTETEEEEHHHTHTHHHHHEEEETEEEEEEETHHHHEEEEHHTHHHEEECT 70
* * * * * *
Query 71 RGARMAEMSYSRARSTQLQRLTDPMVWRYGQMQPTSWDDALDLVARVTCAVINDQGEDGLFVSAFDHGGA 140
Helix 71 HH HHHHHH HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH 140
Sheet 71 EEEEEEEE EEEEEEEEEEEEEEEEEEEEE EEEEEEEEEEEEEE EEEEE 140
Turns 71 T T T T T T 140
Struc 71 EEHHEEEECCCTCCHEEEEHEETEEEEEEEEEEETHHHHHEHEEEEEEEEEEHTHHHTHEEEHHHH 140
* * * * * *
Query 141 GGGYENTWGTGKLYFEAMKVKNIRIHNRPAYNSEVHATRDMGVGELNNCYEDAELADTIVAVGTNALETQ 210
Helix 141 HHHHHHHHHHHHH HHHHHHHHHH HHHHHHHHHHHHHHHHHHH 210
Sheet 141 EEEEEEEEEEEEEEEEEEEEEE EEEEEEEEEEEE EEEEEEEEEEEEEEEE 210
Turns 141 T T 7T T T T T T 210
Struc 141 CTCEETEEETTEHHHHHHEEEEEEECCTTCCCTCCHHHTHEHHHHEETECHHHHHHEEEEEEEEHHHHEE 210
* * * * * *
Query 211 TNYSLNHWVPNLRGTSAQKKRAEFGAEETPPARIIIVDPRRTVTVNACEVEAGKDRVMHLAINSGTDLAL 280
Helix 211 HHHHHHHHHHHHHHHHHHHHH HHHHHHHHHHHHHHHHHH HHHH 280
Sheet 211 EEEEEEEEEEEE EEE EEEEEE EEEEEEEEEEEEEE 280
Turns 211 T T 1T T T T 280
Struc 211 TEEEEEEEEEEECTCCHHHHHHHHHHHHHHHHHEEEHCTTCEEEEHHHHHHHHHHHEHHEEEETEEHHHH 280
* * * * * *
Query 281 FNAWFTHINERGWTDKAFIGASTNGLDKALAANKTSLDEAARITGLTVDQIRQSAEWIAQPKAANARRRT 350
Helix 281 HHHHHHHH HHHHHHHHHH HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH 350
Sheet 281 EEEEEEE EEEEEE EEEEEEEEEEEEEEEEE E 350
Turns 281 T 17 T T T TT T T 350
Struc 281 EEEEEEHHCTTHHHHHEEHHCCCTCHHHHHHHHHHHHHHHHHE EE EE EHE EHHHHHEHHHHHHHHHCTCE 350
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5/27/2020 CFSSP: Chou & Fasman Secondary Structure Prediction Server
Query 351 MFCY 354

Helix 351 354
Sheet 351 EE 354
Turns 351 354

Struc 351 EE 354

Total Residues: H: 222 E: 203 T: 49
Percent: H: 62.7 E: 57.3 T: 13.8
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Target Sequence:

10 20
QGGTDPSQNK FKVDLAKQQG

80 90
YSEARSTQQQ RLTHPMVWRY

150 160
TGKLYFGAMK VKNIRIHNRP

220 230
PNLRGTSMDK KRAELPNEAH

290 300
EKGWVDKALI AASTNGFDKM

CFSSP: Chou & Fasman Secondary Structure Prediction Server

30 40 50
AESDAWYSPS MYNIVKQDGK DVHVVIMPDK

100 110 120
GAMSPTSWDD ALDLVARVTC QIVKDQGEDG

170 180 190
AYNSEVHATR DMGIGELNNC YEDAELADTI

249 250 269
PPARIVIIDP RRTVTVNACE VEAGKDRVMH

310 320 330
VAANKTTLEQ AAALTGLTVD QIRQSAEWIA

69 70
NCVVNSGLGS VRGARMAETS

130 140
LFVSAFDHGG AGGGYENTWG

200 210
VVVGANPLET QTNYFLNHWV

279 280
LAINSGSDLA LFNAWMTYIA

SPKDGNA

Secondary Structure:

*

Query 1

Helix 1 HHHHH
Sheet 1 EEEEE
Turns 1 T T T
Struc 1

*

Query 71 YSEARSTQQQRLTHPMVWRYGAMSPTSWDDALDLVARVTCQIVKDQGEDGLFVSAFDHGGAGGGYENTWG

Helix 71 HHHHHHH
Sheet 71 EEEEEE
Turns 71 T TT
Struc 71

*

Query 141 TGKLYFGAMKVKNIRIHNRPAYNSEVHATRDMGIGELNNCYEDAELADTIVVVGANPLETQTNYFLNHWV
HHHHHHHHHHHHH HH
EEEEEEEEEEEEEEEEEEEEEEEEE

Helix 141 HHHHHHHHHH
Sheet 141 EEEEEEEEEEEE
Turns 141 TT

Struc 141 TTEEEHHHHEEE

*

Query 211 PNLRGTSMDKKRAELPNEAHPPARIVIIDPRRTVTVNACEVEAGKDRVMHLAINSGSDLALFNAWMTYIA
HHHHHHHHHHHHHHHHHH

Helix 211 HHHHH
Sheet 211 EEEEE
Turns 211 T TT

*

* * *

HHHHHHHHHHHHH HHHHHHHHHHHHHHHHHHH HH
EEEEEE EEEEEEEEEEE EEEEE EEE EEEEEEEE
TT T T T T TT T

TCCCTCETEEHHHHHHHHHHHTTHEEETEEEEEHHTHHHHEEEEHHHTTCEEECT

* * *

* *

QGGTDPSQNKFKVDLAKQQGAESDAWYSPSMYNIVKQDGKDVHVVIMPDKNCVVNSGLGSVRGARMAETS

* *

HHHHHHHHHHHHHHHHHHHHHHHHHHHHHH

EEEEEEEEEEEEE
T T

* * *

HHH HHHHHHHHHH
EEEE EEEEEE EEEEE

T T T T T
EEEECCTT

* * *

HHHHHH HHHHHHHHH
EEE EEEEEE
T T

* * *

EEEEEEEEEEEEEE
T
TCHHEHEEEEEEEEEEEEEEEEETCHHHHEHEEEEEEEEEHHTHHHTHEEEHHHH

EEEEE EEEEEE
T
TCEETEEE

T T

* *

T

TCCHHHTHEHHHHEETECHHHHHHEEEEEEHEEEEEEEEEEEEEEEE

* *

*

Query 281 EKGWVDKALIAASTNGFDKMVAANKTTLEQAAALTGLTVDQIRQSAEWIASPKDGNA 337

Helix 281 HHHHHHHHHHH
Sheet 281 EEEEEEE
Turns 281 T T
Struc 281 HTHEHHHHHHH

Total Residues: H: 212
Percent: H: 62.

HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH 337
EEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE 337
T T TT T T 337

TCHHHHHHHE EHHHHHHHEEEEEEEHEEHHHHHEHHHTCCTCC 337

E: 202 T: 50
9 E: 59.9 T: 14.8

www.biogem.org/tool/chou-fasman/index.php

EEHHEEET

HHHHHHHHHHHHH
EEEEE EEEEEEEEEE
T TT

Struc 211 EEEETCCHHHHHHHHHHHCHHHHHEEEHCTTCEEEEHHHHHHHHHHHEHHE ECCTCTHHHHEHHE EEHHH

e oo o o o o
Q jals] 16 150 200 250 jlelv} 337

70
70
70
70
70

140
140
140
140
140

210
210
210
210
210

280
280
280
280
280
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CFSSP: Chou & Fasman Secondary Structure Prediction Server

Target Sequence:

16
HFCIVGCGYK

80
SVNSGLGSVR

150
VSAFDHGGAG

220
VGANSLETQT

290
INSGTDLALF

360
KEGNARRRTM

20 30 40 50 69 79
AYTWDINKQG GADPSQNKFK ADLSKQDGAN SDAWYSPSMH NIVKQGGKDV HLVIMPDKGC

90 100 110 120 130 140
GARMAETSFS EARSTQAQRL TDPMVWRYGA MSPTSWDDAL DLVARVTCQV VKDQGEDGLF

160 170 180 190 200 210
GGYENTWGTG KLYFGAMKVR NIRIHNRPAY NSEVHATRDM GVGELNNCYE DAQLADTIVM

230 249 250 269 279 280
NYFLNHWVPN LRGTSIDKKK AELPNEPHAA GRIIIVDPRR TVTVNACETE AGKDNVMHLA

300 3190 320 330 3490 359
NAWMTYIAEK GWTDKALIAA STNGFDKMAA ANKTTLQQAA TLTGLTVDQI RQSAEWIAMP

370
FAYEKGLIWG ND

a fale] 100 150 200

Secondary Structure:

Query
Helix
Sheet
Turns
Struc

Query
Helix
Sheet
Turns
Struc

Query
Helix
Sheet
Turns
Struc

Query
Helix
Sheet
Turns
Struc

Query
Helix
Sheet
Turns
Struc

RPRRRPR

71
71
71
71
71

141
141
141
141
141

211
211
211
211
211

281
281
281
281
281

* * * * * *

HFCIVGCGYKAYTWDINKQGGADPSQNKFKADLSKQDGANSDAWYSPSMHNIVKQGGKDVHLVIMPDKGC
HH HHHHHHHHHHH HHHHHHHHHHHHHHHHHHH
EEEEEEEEEEEEEEE E EEEEEEEEE EEEEE
TT T T T TT 1T T T T T
EEEEEEEEEEEEEHECTCTCCCTCHTHHHHHHHTHTCCCTTCECETEEEEEEHTHHHHEEEEHHHTT

* * * * * *

SVNSGLGSVRGARMAETSFSEARSTQAQRL TDPMVIWRYGAMSPTSWDDALDLVARVTCQVVKDQGEDGLF
HHHHHHHHHHHHHHHHHH HHHHHHHHHHHHHHHHHHHHHHHHH
EEEEEEEE EEEEEEEEEEEEEEEEEEE EEEEEEEEEEEEEE EE
T TOT T T T T T
T EEHHHHHTHHHHHHHHHHEHE E TEEEEEEEEEEETCHHHHEHEEEEEEEEEHHTHHHTHEE

* * * * * *

VSAFDHGGAGGGYENTWGTGKLYFGAMKVRNIRIHNRPAYNSEVHATRDMGVGELNNCYEDAQLADTIVM

HHHHH HHHHHHHHHHHH HHHHHHHHHH HHHHHHHHHHH

EEE EEEEEEEEEEEEEEEEEEEEEE EEEEEEEEEEEEEEEEEEEEEEEE
T T 7T T T T T T

EHHHH TCEETEEETTEEEHHHHEEEEEEECCTTCCCTCCHHHTHEHHHHE ETEEHHHHHHEEEEH

* * * * * *

VGANSLETQTNYFLNHWVPNLRGTS IDKKKAELPNEPHAAGRI IIVDPRRTVTVNACETEAGKDNVMHLA
HHHHHHH HH HHHHHHHHHHHHHHHHHHHHH HHHHHHHHHHHHHHHHHH
EEEEEEEEEEEEEEEEEEEEEEEE EEE EEEEEE EEEEE
T T 1T T T T T
EHHHHHHE E EE E EE EEE EEEEETECHHHHHHHHHTHHHHHHHE EEHC TTCEEEEHHHHHHHHTHHEHHEE

* * * * * *

INSGTDLALFNAWMTYIAEKGWTDKALIAASTNGFDKMAAANKTTLQQAATLTGLTVDQIRQSAEWIAMP
HHHHHHHHHHHHHHHHHHHHHHHH HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH
EEEEEEEEEEEEEEEE EEEEEEE EEEEEEEEEEEEEEEEEEEEEEEEE
T T OTT T T TT
EETEEHHHHEHHE E EHHHHTHHHHHHHHHC C CTCHHHHHHHHHE EHHHHE EE EE EEEHE EHHHHHHHHHH

* *

www.biogem.org/tool/chou-fasman/index.php

230 300 330 372

70
70
70
70
70

140
140
140
140
140

210
210
210
210
210

280
280
280
280
280

350
350
350
350
350

- Helix
- Sheet
- Turn

12


http://www.biogem.org/tool/chou-fasman/index.php
http://www.biogem.org/
http://www.biogem.org/blog/
http://www.biogem.org/tools/
http://www.biogem.org/academic/
http://www.biogem.org/contact/
http://www.biogem.org/mail/

5/27/2020

Query
Helix
Sheet
Turns
Struc

Total

CFSSP: Chou & Fasman Secondary Structure Prediction Server

351 KEGNARRRTMFAYEKGLIWGND 372
351 HH HHHHHHHHHHH 372
351 EEEEEEEEEE 372
351 TT 7T T T 372
351 THTCCCTHHEHHHHEEEE T 372

Residues: H: 234 E: 218 T: 56
Percent: H: 62.9 E: 58.6 T: 15.1

www.biogem.org/tool/chou-fasman/index.php
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