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Results (1-15)/15 Sy jlance Navigator results

2QFDB Exact Matches: 2QFDJ 2QFBF 2QFDF 2QFDD 2QFBB 2QFBH 2QFBJ 2QFDH2QFBG 2QFBD 2QFDC 2QFDA 2QFDG 2

Seq. Identity: 30% Seq. Positives: 50% E-value: 2e-11 Score: 63 Compound: INTERFERON-INDUCED HELICASE CDOMAIN-CONTAINING

New Search [2RQBA] | Structural Superposition

2QFDB 7101 LCRKCKALACYTADVRVIEECHYTVLGDAFKECFVSRPHPK-PKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLY SKW
2RQBA 16101 LCKNCSVLACSGEDIHVIEKMHHVNMT PEFKELY IVRENKALQKKCADYQINGEIIC---KCGQAWGTMMVHKGLDLPCLKIRNFVVVFKNNSTKKQYKKW

Seq. ldentity: 30% Seq. Positives: 50% E-value: 2e-11 Score: 63 Compound: INTERFERON-INDUCED HELICASE CDOMAIN-CONTAINING

New Search [3GA3A] | Structural Superposition

2QFDB 7101 LCRKCKALACYTADVRVIEECHYTVLGDAFKECFVSRPHPK-PKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLY SKW
3GA3A 14101 LCKNCSVLACSGEDIHVIEKMHHVNMTPEFKELY IVRENKALQKKCADYQINGEI IC---KCGQAWGTMMVHKGLDLPCLK IRNFVVVFKNNSTKKQYKKW

Seq. Identity: 29% Seq. Positives: 48% E-value: 1e-08 Score: 54 Compound: ATP-DEPENDENT RNA HELICASEDHX58 5'-R(*GP*CP*GP*CP*GP*CP*(

New Search [3EQTB] = Structural Superposition

2QFDB 2118 ENKKLLCRKCKALACYTADVRVIEECHY TVLGDAFKECF-VSR-PHPKPKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSK
3EQTB 7118 EHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNF SNYYNVSRDPVVINKVFKDWKPGGVISC--RNCGEVWGLOMIYKSVKLPVLKVRSMLLETPQGRIQA--KK

3EQTB Exact Matches: 3EQTA

Seq. Identity: 29% Seq. Positives: 48% E-value: 1e-08 Score: 54 Compound: ATP-DEPENDENT RNA HELICASEDHX58

New Search [2RQAA] | Structural Superposition
2QFDB 2118 ENKKLLCRKCKALACYTADVRVIEECHYTVLGDAFKECF-VSR-PHPKPKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSK
2RQAA9118 EHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNFSNY YNVSRDPVVINKVFKDWKPGGVISC-~-RNCGEVWGLOMIYKSVKLPVLKVRSMLLETPQGRIQA--KK

Seq. Identity: 29% Seq. Positives: 47% E-value: 1e-08 Score: 54 Compound: PROBABLE ATP-DEPENDENT RNAHELICASE DHX58

New Search [2W4RA] | Structural Superposition
2QFDB 2117 ENKKLLCRKCKALACYTADVRVIEECHYTVLGDAFKECF-VSRPHPKPKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSKW
2W4RA7 117 EHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNFSNYYNVSRD-~--PVVFKDWKPGGVISC--RNCGEVWGLOMI YKSVKLPVLKVRSMLLETPQGRIQA--KKW

Seq. Identity: 28% Seq. Positives: 47% E-value: 5e-08 Score: 52 Compound: PROBABLE ATP-DEPENDENT RNAHELICASE DHX58

New Search [2W4RD] | Structural Superposition
2QFDB 2117 ENKKLLCRKCKALACYTADVRVIEECHY TVLGDAFKECF-VSRPHPKPKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSKW
2W4RD 7117 EHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNFSNYYNVSR- === ==~ DFKDWKPGGVISC-~RNCGEVWGLOMIYKSVKLPVLKVRSMLLETPQOGRIQA~~KKW

Seq. Identity: 28% Seq. Positives: 47% E-value: 9e-08 Score: 51 Compound: PROBABLE ATP-DEPENDENT RNAHELICASE DHX58

New Search [2W4RC] | Structural Superposition
2QFDB 2117 ENKKLLCRKCKALACYTADVRVIEECHY TVLGDAFKECF-VSRPHPKPKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSKW
2W4RC 8117 EHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNFSNYYNVSRD - == == VFKDWKPGGVISC-~RNCGEVWGLOMIYKSVKLPVLKVRSMLLETPQGRIQA~~KKW

Seq. Identity: 27% Seq. Positives: 46% E-value: 6e-07 Score: 48 Compound: PROBABLE ATP-DEPENDENT RNAHELICASE DHX58

New Search [2W4RB] | Structural Superposition
2QFDB 2117 ENKKLLCRKCKALACYTADVRVIEECHY TVLGDAFKECF-VSRPHPKPKQFSSFEKRAKIFCARQNCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSKW
2W4RB 7117 EHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNFSNYYNVSR- === == muu DWKPGGVISC~-~RNCGEVWGLOMIYKSVKLPVLKVRSMLLETPQGRIQA~~KKW

Seq. Identity: 26% Seq. Positives: 39% E-value: 0.80 Score: 28 Compound: BETA-2-MICROGLOBULIN

New Search [3CIQH] @ Structural Superposition
2QFDB 36 71 FKECFVSRPHPKPKQFSSFEKRAKIFCARONCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSKW
3CIQH 23 71 FLNCYVSGFHPSDIEVDLLKNIEKVEHSDLSFSKDWSFYLLYYTEFTPTEKDEYACRVNHVTLSQPKIVKW

Seq. Identity: 34% Seq. Positives: 53% E-value: 1.8 Score: 27 Compound: MYOSIN

New Search [2MYSA] | Structural Superposition

2QFDB 55 32 EKRAKIFCARQNCSHDWGIHVKYKTFEIPVIK
2MYSA 724 32 ERRESIFCIQYNVRSFMNVHWPWMLFFIPLLK

Seq. Identity: 34% Seq. Positives: 53% E-value: 1.8 Score: 27 Compound: SKELETAL MUSCLE MYOSIN IISKELETAL MUSCLE MYOSIN Il REGULAT

New Search [101EC] | Structural Superposition
2QFDB 55 32 EKRAKIFCARONCSHDWGIHVKYKTFEIPVIK
101EG 764 32 ERRESIFCIQYNVRSFMNVHWPWMLFFIPLLK
101EG Exact Matches:
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Structure Navigator

Back to result summary page

Templ NER(4) %NER(4) %SeqlID RMSD Score Domain Details

2qfbB 121 100 100 0.222 147 alignment
29fdG 118 98 100 0.740 140 alignment
2qfdE 118 98 100 0.696 139 alignment
29fbG 117 97 100 0.762 139 alignment
2qfbE 117 97 100 0.772 139 alignment
2qfdD 117 97 100 0.797 139 alignment
2qfdJ 117 97 100 0.742 138 alignment
2qfdA 117 97 100 0.897 137 alignment
2qfbD 117 97 100 0.824 137 alignment
2qfdl 116 96 100 0.971 136 alignment
29fdC 116 96 100 0.916 136 alignment
2qfdF 115 96 98 0.899 136 alignment
2q9fbA 116 96 100 0.957 136 alignment
2qfdH 116 96 100 0.994 136 alignment
2qfbd 117 97 100 0.807 136 alignment
2qfbC 116 96 100 0.924 135 alignment
29fbF 115 96 98 0.927 134 alignment
2qfbl 116 96 100 0.965 133 alignment
2qfbH 113 93 100 1.158 132 alignment
2w4rA 103 90 24 1.413 111 alignment
2w4rC 101 89 24 1.527 106 alignment
3ga3A 103 87 26 1.609 105 alignment
3eqtB 103 89 23 1.491 101 alignment
2rmjA 89 77 93 2.266 100 alignment
3eqtA 104 89 23 1.580 97 alignment
2rgbA 94 82 27 1.937 95 alignment
2w4rD 100 89 24 1.437 94 alignment
2w4rB 98 90 24 1.420 91 alignment
2rgaA 95 81 24 1.996 90 alignment
3cezA 66 79 10 2.215 49 alignment
3cezB 65 77 10 2.259 48 alignment
3cxkB 65 76 10 2.347 47 alignment
3cxkA 65 76 10 2.415 47 alignment
2fusB 54 72 18 2.540 47 b.88.1.1 alignment
111dB 67 78 7 2.213 42 b.88.1.3 alignment
3e00B 66 79 8 2.225 41 alignment
3e0oE 65 77 8 2.273 41 alignment
111dA 66 77 6 2.291 40 b.88.1.3 alignment
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Structure Nawgator cont.

alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment
alignment

Sequence Navigator finds 4 hits
Structure Navigator finds ©7 hits
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Seqguence vs. Structure Alignment

x Sequence alignment is fast, but not very: sensitive

x Structure alignment is very: sensitive; but slow

Sequence Navigator Structure Navigator

Distribution of hits
80

60

% of hits o

20

0

0O 10 20 30 40 50 60 70 80 90 100

% sequence ID of hit
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Seqguence vs. Structure Alignment

x Sequence alignment is fast, but not very: sensitive

x Structure alignment is very: sensitive; but slow
question:why-aortwe:see nitsin:he40:90% range?

Sequence Navigator ¥ Structure Navigator

Distribution of hits

80

% of hits o

0O 10 20 30 40 50 60 70 80 90 100

% sequence ID of hit
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MAFF [ash

x Multiple sequence alignment based on: MAEET program
oy Katoh, Misawa, Kuma, Miyata 2002 (Nucleic Acids
Res. 30:3059-30606)

x [Jses structural information from ASH program by
Standley, Toh, and Nakamura 2005 (BMC
Bioinformatics 6, 221)
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MAFFTash

Paste your sequences and PDB IDS (plus chain IDs) here: Example:
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2| Need help picking PDB IDs? Use Prep-MAFFTash.

OR upload a file ( Choose File ) no file selected
Structure wt. 0.2

email address (required)

( Submit ) ( Clear Form )

Do you want to upload your own structures?

A new form will be generated
Derive
eF;
ePi
Prd ( New form ) ( Clear Form )

Molecule of the Montn

NO. structures 0 (max 10)

Download >>
PDB Archive/Snapshot Archive

About Remediation Data
Links
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Derive
eF;
eP|
Prc

MAFFTash

Paste your sequences and PDB IDS (plus chain IDs) here:

OR upload a file ( Choose File ) no file selected
Structure wt. 0.2

email address

( Submit ) ( Clear Form )

Do you want to upload your own structures?

A new form will be generated

NO. structures 0 (max 10)

' 4 \ /7 Y
[ New form ) [ Clear Form )

Molecule of the Montn

Download >>
PDB Archive/Snapshot Archive

About Remediation Data

Links

Friday, August 7, 2009

Example:

58 MOUSE| 1-91

JUuoo 1t - 8

RDYIKKILDPTYILSYMSSWLEDEEVQ

QSEGWFQAFLDAIMEAGYCGLCEAIES
58 MOUSE| 101-176
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) )
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2| Need help picking PDB IDs? Use Rrep-MAFFTash.

| (required) >Q6Q899 “an
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\EKNNKGPME?

ST NV

aboLl




Derive
eF;
eP|
Prc

MAFFTash

Paste your sequences and PDB IDS (plus chain IDs) here:

OR upload a file ( Choose File ) no file selected
Structure wt. 0.2

email address

( Submit ) ( Clear Form )

Do you want to upload your own structures?

A new form will be generated

NO. structures 0 (max 10)

' 4 \ /7 Y
[ New form ) [ Clear Form )

Molecule of the Montn

Download >>
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About Remediation Data

Links
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MAFF [ash results

rom: standley@protein.osaka-u.ac.jp

ject: MAFFTash Result

Jate: July 13, 2009 2:03:55 PM JST
‘0: Daron Standley

Thank you for using the MAFFTash server.
The results of your query will be stored for 2 weeks at the following URL:
httpJ//sysimm100.protein.osaka-u.ac.iptmp/MS25086/index.html

We hope these results will be useful for your research.

-MAFFTash

MAFFTash Result

alview Window Text File

Back to MAFFTash Send feedback
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jalview
alignment
Viewer

Waterhouse A.M., Procter J.B., Martin D.M., Clamp M., Barton G.J.
“Jalview Version 2--a multiple sequence alignment editor and analysis
workbench.” Bioinformatics. (2009) 25(9):1189-91.
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DRCILMKTEPGPCKQY
CTQPMEEGGCQRY
CKAAPDTGPCIEGS
KPABCIEEP KMTGDCNAT
KEDSCQETY SEGP CliGHM
KPAFCEEPKMTGHSKSS
RPEFCNEPADTGP CKAY
PARCILQPMDEGSCQHH
EY CIHASNKMGRCRGS
DFECYEP S CCNCKAE
CSQEAMTGPCRA
PSWCETPADRGECRAN
- GP CRMY
RPKFCHEPMDSCMICRAH
ﬂqcs PIEANIGSCTAP
ENCKLSPDKGMCRAR
PMR CIELP SAQGSCGDW
¥/ CAEEPDTGECKEN
CSIEP ANQGP CRHW
CASPAMTGNCRAS
RPDFCEEPDDRGP CRGH
KPNFCYQEKDPGMCRGF
GSCRNY
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[IPAFYYNQ
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AARYEYNA
FPRWYYDP
IIRY FYNA
IITRYFYNN
| SRWY FDM
1P RWYYNP
FIRWWY DK
FPRYWYNH
MHRYFYNA
KWHYDIL
FQAFYYHP
FPRYAYDS
IERFYYNA
IISRWYYD
RTRWYYDI
FHHWYYDP
ILKWYYDP
ILRYYHHA
1PRWRYDP
MP RWY FD S
KTFFYYSH
TQAFYYNP
Y¥PRFFYDP
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[IPRWYFDF
FTRYFYNK
FQNYFYNS
RYVMWFYNIL
QTKWYYNP
SRYYYDS
(P SWYYDP
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FSRWYYDT
MTRYFYNN
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KDRFYFDT
FHMFYYNS
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[LLRWVWNP
TARYEYSA
MTRWT FllK
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FQNYFYNS
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ERYHYNG
WPRYFYNA
EPRFYYDS
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FPRWYYDP
FRRFFFNA
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KAGmCQTFVYGGCRAKRNNAKSAEDCIRTC
ETGKCTMFSYGGCGGNENNFETEECQKAC
MIlGKCRPFKYSGCGGNENNFT SKQEC|EHRAC
TSMACETFQYGGCMGNGNNFMTEKECEQTC

RTCAKFIIYGGCGGNGNKFP TQEACMKRC
DEKKCBEFIYGGCEGNANNFIITKEECESTC
HIBHK CQK FNYGGCGGNANNFKTIDECQRTC
KAKQC|HP FDY SGCGGNANRFKTIREECRRTC
AAGAAQAFMYGGARAKRNNFASAADAAAC
¥TQSCRAQFEYGGCEGNANNFY TWEACDDAC
NTKSCARFWYGGCGGNENKFGSQKECEKNC
KAGECQTFYYGGCIBAKRNNFESAEDCMRTC

KKKQCEGFTWSGCGGNSNRFKTMEECRRTCHIRK

[BEoQcHP FMYGGCEGNGNNFHSRESCEDAC

p

TAKKCJEP FIEFSGCGGNANRFQTHGECRKKCBGK

TEQICKSFMYGGCEGNKNNYEREEEC|PEAC

KAGIECOTFMYGGCRAKRNNFKSAEDCIERTC

QTKQCERFKYGGCEGNMNNFETIEEECKNIIC

TECKCAPFFYCGCCCNRNNFDTEEYCFA C
L

KAGHCQTFAVCACAAKRNNFKSAEDCFRTC
L

FTERCARFTYGGCYGNKNNFEEEEQCIEESC
KNNTCSTFMHGGCQGNNNNFQSEANCIENTC
EKTQCERFIFTGCKGNRNQFETEEECKQMC
KAGECETFMYGGCKAKSNNFRSAEDCMRTC
KTKSCARFWYGGCGGNENRFNTOKECEKAC
EHRTCLEFIYCGCECNANNFKTPDECKRTC
SEDKCMEFIYGGCQANANNFETIREECEAAC
KMGKCQSFMFGGCIEPNGNNFKTRKACEAKC
TESKCAQFIYGGCGGNRNNFESDDY CMANC
SKGMCSWFIYGGCQGNDNNFMTMD S CNDAC
[BSKKCHSFTYGGCDGNRNNFETADKCMKNC
NTKSCARFWYGGCGGNENKFGSQKECEKMC
GTGRCERFMYGGCGSNGNNFRSBAECQRQC
EQKKCMEFKFGGCDGNENNFP SYKDCMSTC
NKRKCIRFIYGGCGGNRNNFESEEYCMANC
HSHACQK FIIYGGCGGNANKFKTIFEDECHRTC
MY HTCEKFIY SGCEGNANNFKTIIDECKRTC
¥ SDRCRIEFKYGGCGGNWNNFMSQRQCR SHIC
QANSCAQFWYGGCGGNDNRYETEEECKKTC
SKGKCMR FIlYGGCGGNRNNFESEDY CMANIC
ETKECEAFKYGGCHGNQNNFR SIBEECQTTC
SSMSCEEFNYCGCIHGNQNNFKTERECEQSC
TRGTCDQFIEBYGGCGGNPNRFETFEMCQKAC
NKRECYRFNYGGCEGNQGNRFETEAGCMTIEC
RSQQCTHEFYGGCEGNANNER SMAECQAKC
STHSCKMFMYGGCGGNGNRFYTMQQCQENC
MQRTCJEKFRYGGCKGNPNTFKTIREECKRTC
EKSQCMTFMY SGCNPNANHFTSQETCERAC
KTKKCEEFIYGGCKGNDNR FDTIEAECEQKC
TSGQCATFTYGGCRGNKNNYESEDDCMKNC
QSKQCEQFKYGGCEBGNSNNFETIBEECRNTC
TKGTCMPFYYGGCRGNRNNFETADDCMNTC
DTGRCESFEYGGCQGNENNFET/BQECEKNMC
DONQCIBEFIYGGCYGNANNFKTIREECKETC
KTGHCEPFTYGSHGGNKNNFETIEDCMKTC
DASACQKFIYGGCGGNANKFKTIREECHRTC
KNGTCQEFIYGGCCAGNNNNFQSQSHCANAC
QENTCEEFBYGGCGANENNFETKEECETNIC
KTCCCEPFVDGCCEDNKNNFNTFDNCﬂKSC
TEGKCKTESYGGCIHGNENR FNSEAECEHY C
RAAECRP FMIY SGCQGNIENRFGSQEECERRC
S SMS CEFSYGGCIEGNQNNFKDERDC|EQR C
QTGECEQFMYTGCEGNGNNFENEEDCMKTC
TSMACETFQYGGCIEGNGNNFIISEKECEQTC
ETGHCEQFTYGGEGGNKNNFITEEECMKTC
MSKECQKFTYGGCKGNSNNFESMDECRKTC
PSSSCRPFIBFGGCRGNSNRFP SRRECQRHC
KEQWCKSFMYGGCEGNKNNYBREEECKEAC
SSQQCEEFIYGGCGGNRNNFETKGECFQAC
GAKKCMRFIYGGCGGNRNNFESADY CMANIC
SHGKCHSFNYSGCGGNENNFTSKKSCIERTC
QANACAQFWYGGCDGNANRFESEEECREAC
ASNQCAGFIYGGCEGNANNFETRDQCRHTC
SSGRCNQFMY SGCGGNANNFQS[ESScQGTC
SSGECMP FIYGGCMGNENNFWTIREDC EAAC
SMIGRCNRFWYGGCHGNANNFASEQECMNTC
FSERCARFTYGGCYGNKNNFEEEQQCIEESC
ETERCEAFBYGGCSGNKNSFGTRRECDAHKC

GMCOQFIYGCGCGGNKNNYESEDSCMTAC
DQROCIEEFIYGGCYGNANNFKTIFDECKRTC
ETKIMCERFKYGGCIHGNONNFKSIEEECQTTC
QANSCAQFWYGGCGGNENRYGTEDECRRTC
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MAFFTash

Paste your sequences and PDB IDS (plus chain IDs) here: Example:

FRDYIKKILDPTYILSYMSSWLEDEEVQYIQAEKNNKGPMEAASLFLQY
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ILSELSECLINQECEEIE

QECEEIRQIR GAEKMAECLI

Need help picking PDB IDs? Use Prep-MAFFTash.

OR upload a file ( Choose File ) no file selected
Structure wt. 0.2

email address (required)

( Submit ) ( Clear Form )

Do you want to upload your own structures?

A new form will be generated

NO. structures 0 (max 10)

' 4 \ /7 Y
[ New form ) [ Clear Form )
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Prep-MAFF Tash

MAFKFFTash

Paste your sequences below. Missing PDB 1Ds will be automatically added.

OR upload a file ("Browse... )

email address (required)

Add structures
4 Use Blast to add structures (from PDB)
Max seq ID between added structures |90

Min seq ID from original input 30

™ Add ASH structural neighbors
Max seq ID between added structures |90

Min seq ID from original input |0

Add sequences
™ Use Blast to add sequences (from UniRef100)
Max seq 1D between added sequences 90

Min seq 1D from original input | 30

( Submit ) ( Clear Form )

Friday, Aug



Prep-MAFF Tash

MAFKFFTash

Paste your sequences below. Missing PDB 1Ds will be automatically added.

>PDBID
2qfbB

OR upload a file ("Browse... )

email address (required)

Add structures
4 Use Blast to add structures (from PDB)
Max seq ID between added structures |90

Min seq ID from original input 30

™ Add ASH structural neighbors
Max seq ID between added structures |90

Min seq ID from original input |0

Add sequences
™ Use Blast to add sequences (from UniRef100)
Max seq 1D between added sequences 90

Min seq 1D from original input | 30

( Submit ) ( Clear Form )

Friday, Aug



Prep-MAFF Tash

MAFF Tash

Paste your sequences below. Missing PDB 1Ds will be automatically added.

>PDBID
2qfbB

OR upload a file ("Browse... )

email address stanelrec.osaa-u.ac. (required)

Add structures
4 Use Blast to add structures (from PDB)
Max seq ID between added structures |90

Min seq ID from original input 30

™ Add ASH structural neighbors
Max seq ID between added structures |90

Min seq ID from original input |0

Add sequences
™ Use Blast to add sequences (from UniRef100)
Max seq 1D between added sequences 90

Min seq 1D from original input | 30

( Submit ) ( Clear Form )

Friday, August 7, 2009


mailto:standley@ifrec.osaka-u.ac.jp
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Prep-MAFF Tash

Thank you for using the prep-MAFFTash server.

The results of your query will be stored for 2 weeks at the following URL:

httpJ//sysimm100.protein.osaka-u.ac.iptmp/Prep98316/index.html

We hope these results will be useful for your research.

-MAFFTash

Result

Text File

PDBj Back to MAFFTash Send feedback
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Prep-MAFF Tash

Friday, August 7, 2009

Thank you for using the prep-MAFFTash server.

The results of your query will be stored for 2 weeks at the following URL:

httpJ//sysimm100.protein.osaka-u.ac.iptmp/Prep98316/index.html

We hope these results will be useful for your research.

-MAFFTash

Result

Back to MAFFTash

Send feedback




ep—I\/IAFFTaSh Paste the Prep-

e MAEETash

2rgbA
>PDBID

| |
outputinio
>UniRef100_UP1000184A4B6

CKKCSKQACCGTDIQVIATAHHVNTTPKFKTLYSKGPNKTLOQEKFADYQINGDIICKECGKTWGTTMVHKGIEVPCLOIRNFVVKYDDKKMTKDTYDKWSELP

>UniRef100 UPI000180C60D
LCKKCKKVATTSDKFQHINHQHHVVVDAGFIERAEIVQYPATKHKVFGEQTIIGIVKCKSCRSDWGAYMRHRQQPISVLKIVNFVLQH a S

>UniRef100 044165

KIICKKCEAILCTSKDIRSRNTQYLVCDPGFWSLVRKTRLTDEQQALIKYNATGSINCRRENCGLKLGQLIEVNTVDLPCLSALSIVLLVEGTDKRIIVKKWKNILDKYFTPTEIR

>UniRef100 UPIO0015A774A ¢
QOLOCRSCFASVCSGGDIRKIENSHHVNVNTEFNETMFIMPENKPQFSNDLEVLKNADLHPSFSQODWGFEIKFKKVAILPCLKIKSFSFNTPKETKPYKKWKDVEFQVTEFDF

>UniRef100 B6NSL9

LHCKKCNQKACDAAELRLIEGAHHVHPDPEFLRNVGKADEAEEPLOQKFQEWSRIGSVKCRKCEQDWGMLMLHKGMNLPCLSVKNFTLRKOQGIPPRRPKKWKDSGIAVAEFDYA

>UniRefl100 UPIO0016E726B MAFFTaSh
KFSCRGCSQEVCTGEDIEVIEDIHRVNVTPQFRELFIRKESTKRKDSLLDYETNGYIVCGKCGQRWGSMMYFRGIQCPSLHVKNFVVAISGKNMPKCSKWTDVPARFSAFDY N , ’

>UniRef100 UPI000175F4DC

QOLOCRSCFASVCSGGDIRKIENSHHVNVNTEFKNHYKVGDQVNMERTFEDWEPGRIISCRKCKKDWGFEIKFKKVAILPCLKIKSFSFNTPKETKPYKKWKDVEFQVTEFDF

>UniRef100_UPI0001796BE9 Paste your sequences and PDB IDS (plus chain IDs) here:
OLLCINCMVAVGYGSDLRKVEGTHHVNVNPNFSIYYKVSPKAVVIDREFKDWKPGGAVSCRNCGESWGMQOMIYKSVKLPVIKVRSMLLETPRGRVQAKKWSHVPFP

>UniRef100 Q60899

KENKKLLCGKCKNFACYTADIRVVETSHYTVLGDAFKERFVCKPHPKPKIYDNFEKKAKIFCAKONCSHDWGIFVRYKTFEIPVIKIESFVVEDIVSGVONRHSKWKDFHFER

EMS

>UniRef100 UPI000194DF7F

KKLYCGKCKAYACSTDDIRIIKGSHHIVLGNAFQERYTTKPHRKPVQFDDFVKKSKMHCRNTECQHDWGIIVKYKIFDNLPVIKIRSFVLEDVESGSQMDFQKWRSINLSLKN

>UniRef100 UPIO00069F51F

NRKLLCKKCKTYACNTDDIRVIKDSHHMIIDKTFKDRYITKKHPKPRTFEGYKKMYKIFCKRPECHEDWGVSGTYQGFQODLPLIKIEQFVIENPDGTQEYKDKWVDVHFT

>UniRefl100 Q9GLV6

AFACYTADIRMVEKCHFTVVGDAFRERFVSKLHPKPKSFGNIEKRAKIYCARPDCSHDWGIYVRYKAFEMPFIKIESFVVEDIATGVQTVHAKWKDFNFEKLSFDAAEMA

>UniRef100 UPI0O0005BBBB1

FLCKNCGVPACSGEDIHVIEKMHHVNMTPEFKKLYLVRGNKALQTMCVDYQTNGEIICNKCGQAWGTMMVHKGLDLPCLKIKNFVVVFQONNLPKKQYKKWV

>UniRef100 UPIO0015A61DA

LSCRQCSVFVCSGEDIEIIEKMHHVNVTKQF SMEFKTFRENASLQERLLDYETNGVIACKKCGQOWGSMMLYRSTECPCLHIKNFVVTYGSKKKTFSKWRELSISFPAFDY | OR upload a file ( Choose File) no file selected

>UniRef100 UPI00017B3B5E

QOLLCRNCFRQVASGSDIRLVDNTHYVNINPDFKRFYKTGERVIINRRFEDWEPGRTISCSNGSCNKKWGAEIKYKKVALLPNLSIENFALETPEGRMTPRKWKDITFT Structure wt. | 0.2

>UniRef100 UPIO000EB32D5

KENKKLLCRKCKAFACYTADIRVVEECHYTVVGDAFTKCFVSKLHPKPKSFGHFEKRAKIFCARRNCGHDWGIHVKYKTFEIPVIKIESFVVEDIATGAQKLYAKWKDFPFEK email address | - (required)
EIP

>UniRef100 UPIO000194AF36 ) . .
EHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNFSNYYNVSRDPVVINKVFKDWKPGGVISCRNCGEVWGLOMIYKSVKLPVLKVRSMLLETPQGRIQAKKWSRVPFSVPDF| Submit ) ( Clear Form )
>UniRef100 B3KN51
KENKKLLCRKCKALACYTADVRVIEECHYTVLGDAFKECFVSRPHPKPKQFSSFEKRAKIFCARONCSHDWGIHVKYKTFEIPVIKIESFVVEDIATGVQTLYSKWKDFHFEK
EMS A new form will be generated

>UniRef100 UPI00017978A2

Do you want to upload your own structures?

No. structures 0 (max 10)

' \ ' N\
( New form ) ( Clear Form )

Friday, August 7, 2009
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What can we do with multiple segquence
alignments?

x Fasily locate conserved (i.e.; important) residues

x Ve can also use them for predicting the structure of a
protein from- Iits seguence
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SFAS (http://sysimm.ifrec.0saka-u.ac.jp/sfas/index.htmil)

PDB;

Sequence to Function Annotation Server

Please enter your query

Name: |
Seqgeunce:

Or

Upload a FASTA-formatted sequence file: (‘choose File ) no file selected

Select Alignment methods

™ Blast O Whole PDB @ Rep. Domains
™ PsiBlast O Whole PDB @ Rep. Domains
™ HHpred @ PDB + SCOP

Send results to this email address

( Submit ) ( Clear Form )

Send feedback About SFAS
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SFAS (http://sysimm.ifrec.0saka-u.ac.jp/sfas/index.htmil)

PDB;

Sequence to Function Annotation Server

Please enter your query
Name: | zre

Seqgeunce:

AVLFLLMCTFALIAHWLACIWYAIGNMEQPHMDSRIGWLHNLGDQIGKP
YNSSGLGGPSIKDKYVTALYFTFSSLTSVGFGNVSPNTNSEKIFSICVMLI
GSLMYASIFGNVSAIIQRLYSGTARY

Or

Upload a FASTA-formatted sequence file: (‘choose File ) no file selected

Select Alignment methods

™ Blast O Whole PDB @ Rep. Domains
™ PsiBlast O Whole PDB @ Rep. Domains
™ HHpred @ PDB + SCOP

Send results to this email address

( Submit ) ( Clear Form )

Send feedback About SFAS

Example: hERG potassium channel protein
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hERG Results

Template E-value Coverage Alignment

1.10e-19 75 Text alview
9.70e-20 46 Text alview
2.20e-19 75 alview
8.20e-17 47 alview
3.70e-17 49 alview
4.10e-16 48 alview
2.40e-16 67 alview
5.60e-13 45 alview
1.74¢-08 40 alview
1.74¢-08 40 alview
1.74¢-08 40 alview
1.74¢-08 40 alview
1.74¢-08 40 alview
1.74¢-08 40 alview
1.74¢-08 40 alview
1.74¢-08 40 alview
1.67e-07 42 alview
4.19e-07 41 alview
8.03e-20 33 alview
7.93e-04 29 alview
7.48e-04 29 alview
7.24¢-04 29 alview
8.62¢-04 29 alview
1.03e-03 31 alview
1.03e-03 31 alview
8.13e-04 29 alview
8.84e-04 29 alview
1.03e-03 31 alview
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Template E-value Coverage Alignment

2r9rB iV 1.10e-19 75 Text [alview

SFAS results for HHpred alignment

J. Soding, A. Biegert, A. N. Lupas (2005) “The HHpred
Interactive server for protein homology detection and
structure prediction.” Nucleic Acids Res, 33:\WW244-248.
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Template Coverage Alignment
2r9rB 75 Text [alview

SFAS results for HHpred alignment

J. Soding, A. Biegert, A. N. Lupas (2005) “The HHpred
Interactive server for protein homology detection and
structure prediction.” Nucleic Acids Res, 33:\WW244-248.
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Template Coverage Model
2r9rB 75 [alview Spanner

»2r9rB
LGLLIFFLFIGVILFSSAVYFAR === Al R = e e e e e e e e
Ds S IPDAFWWAVVSHMTTVGYGDMVETTIGGEIVGSLCAIAGVLTIALEVEVI

PSIKDRYVTALYFPTFSSLTSVGFGHNVSPNTHSERIFSICVHMLIGSLMYASTFGHY
SATTQRLYSGTA

SFAS results for HHpred alignment

J. Soding, A. Biegert, A. N. Lupas (2005) “The HHpred
Interactive server for protein homology detection and
structure prediction.” Nucleic Acids Res, 33:\WW244-248.
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20 30
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2r9rB_hhpred 2r0r8 lIC.FFIFE-FSSAIYFAE———ADER Ds@EP 32
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SFAS results for HHpred alignment

J. Soding, A. Biegert, A. N. Lupas (2005) “The HHpred
Interactive server for protein homology detection and
structure prediction.” Nucleic Acids Res, 33:\W244-248.
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spanner_hERG_2r9rB_hhpred_0

SFAS results for HHpred alignment

J. Soding, A. Biegert, A. N. Lupas (2005) “The HHpred
Interactive server for protein homology detection and
structure prediction.” Nucleic Acids Res, 33:\W244-248.
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Spanner

Spanner is a structural homology modeling program—that is, it threads a specific amino-acid sequence onto a specific PDB
structure, patching up the gaps as best it can.

To create a model, you must provide a template structure, as well as an alignment of the sequence you wish to model onto
the template sequence. Spanner will replace matching residues, fill any gaps caused by inserted or deleted residues, and
thermodynamically optimize the resulting structure.

The resulting PDB, as well as a log file, will be emailed to you when the modeling task finishes. If an error prevented a
homology model from being generated (for example, when the alignment you provided does not match the template
structure), the log file will explain which part of the modeling sequence failed.

Template PDB structure (PDB format):

[ Browse... )

Sequence alignment (FASTA format; first sequence is the template, second sequence is the query):

( Browse... )
Model: '  (not necessary if PDB file contains only one model)

Chain: | (not necessary if PDB file contains only one chain)

Email address for results:

(START! )

© 2008-2009 Massachusetts Institute of Technology and Osaka University
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PDB Quat (http://sysimm.ifrec.osaka-u.ac.|p/pdb_quat/index.html)

The homo-tetramer can be generated by
extracting the symmetry info from the template

PDB;

Quaternary Structure Service

Please enter your query

Upload a PDB-formatted file: (‘choose File ) no file selected

Please enter your template ID

PDB ID: | ' (template PDB file must contain the crystallographic symmetry info.)

About PDB Quat

Friday, August 7, 2009
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PDB Quat (http://sysimm.ifrec.osaka-u.ac.|p/pdb_quat/index.html)

The homo-tetramer can be generated by
extracting the symmetry info from the template

Monomeric model

Quaternary Structure Service

Please enter your query

Upload a PDB-formatted fif€: (choose File ) no file 3glected

Please enter your template ID

PDB ID: | ' (template PDB file must contain the crystallographic symmetry info.)

Send feedback About PDB Quat

Friday, August 7, 2009
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PDB Quat (http://sysimm.ifrec.osaka-u.ac.|p/pdb_quat/index.html)

The homo-tetramer can be generated by
extracting the symmetry info from the template

Template: 2r9rA  Monomeric model

PDB ID: " 2r9r (template PDB file must contain the crystallographic symmetry info.)

Send feedback About PDB Quat
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PDB Quat (http://sysimm.ifrec.osaka-u.ac.|p/pdb_quat/index.html)

The homo-tetramer can be generated by
extracting the symmetry info from the template

Template: 2r9rA  Monomeric model

Tetrameric model

Send feedback About PDB Quat
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PDB;

Sequence to Function Annotation Server

Please enter your query

Name: |
Seqgeunce:

Or

Upload a FASTA-formatted sequence file: (choose File ) no file selected

Select Alignment methods

™ Blast O Whole PDB @ Rep. Domains
W™ PsiBlast O Whole PDB @ Rep. Domains
™ HHpred @ PDB + SCOP

Send results to this email address

(‘Submit ) ( Clear Form )

Send feedback About SFAS

Friday, August 7, 2009



Example 2: JUN transcription factor

PDB;

Sequence to Function Annotation Server

Please enter your query

Name: JuN_MOUSE
Seqgeunce:

MTAKMETTFYDDALNASFLQOSESGAYGYSNPKILKQSMTLNLADPVGSLKPHLRAKNSDLLTS
PDVGLLKLASPELERLIIQSSNGHITTTPTPTQFLCPKNVTDEQEGFAEGFVRALAELHSQONT
LPSVTSAAQPVSGAGMVAPAVASVAGAGGGGGYSASLHSEPPVYANLSNFNPGALSSGGGAPS

QERIKAERKRMRNRIAASKCRKRKLERIARLEEKVKTLKAQNSELASTANMLREQVAQLKQKV
MNHVNSGCQLMLTQQLQTF

Or

Upload a FASTA-formatted sequence file: (choose File ) no file selected
Select Alignment methods

™ Blast O Whole PDB @ Rep. Domains
W™ PsiBlast O Whole PDB @ Rep. Domains
™ HHpred @ PDB + SCOP

Send results to this email address

(‘Submit ) ( Clear Form )

Send feedback About SFAS
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JUN_Mouse Results

Method  Template E-value Coverage Alignment Model

HHpred linmA  jV 3.80e-12 19 Text Jalview Spanner
HHpred 1fosE  jV 1.40e-11 19 Text Jalview Spanner
HHpred lhjbA jV 7.20e-11 19 Text Jalview Spanner
HHpred 1ci6A iV 8.60e-11 19 Text Jalview Spanner
HHpred 2K iV 5.80e-11 18 Text Jalview Spanner
HHpred 2F  jV 1.40e-10 17 Text Jalview Spanner
HHpred 4, iV 1.30e-10 19 Text Jalview Spanner
HHpred 2E iV 7.80e-10 18 Text Jalview Spanner
HHpred ¢ y iV 8.70e-10 17 Text Jalview Spanner
HHpred y iV 2.40e-09 15 Text Jalview  Spanner
Psiblast 2K iV 9.53e-19 18 Text Jalview Spanner
Psiblast 2kC  jV4.8le-17 19 Text Jalview Spanner
Psiblast iV 1.92e-16 17 Text Jalview Spanner
Psiblast ¢ iV 2.68e-16 17 Text Jalview Spanner
Psiblast ¢ iV 2.68e-16 17 Text Jalview Spanner
Psiblast ' iV 3.09e-16 17 Text Jalview  Spanner
Psiblast - iV 3.50e-16 18 Text Jalview Spanner
Psiblast © jV 5.14e-16 17 Text Jalview Spanner
Psiblast ' iV 4.85e-16 17 Text Jalview  Spanner
Psiblast 9kE iV 4.85e-16 16 Text Jalview Spanner
Blast 2kC iV 6.52e-27 19 Text Jalview Spanner
Blast iV 6.05e-25 17 Text Jalview Spanner
Blast y iV 1.54e-24 17 Text Jalview  Spanner
Blast ¢ iV 1.54e-24 17 Text Jalview Spanner
Blast - 1V 2.54e-24 17 Text Jalview  Spanner
Blast ' iV 4.87e-24 17 Text Jalview Spanner
Blast ' iV 1.84e-23 17 Text Jalview Spanner
Blast 9kE  jV 1.45e-22 16 Text Jalview Spanner
Blast ¢ iV 2.34e-21 16 Text Jalview  Spanner
Blast iV 5.01e-15 12 Text Jalview Spanner
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JUN_Mouse Results

Method  Template E-value Coverage Alignment Model
HHpred linmA  jV 3.80e-12 19 Text Jalview

HHpred 1fosE  jV 1.40e-11 19 Text Jalview DaTIITer
HHpred lhjbA jV 7.20e-11 19 Text Jalview Spanner
HHpred 1ci6A iV 8.60e-11 19 Text Jalview Spanner
HHpred 2K iV 5.80e-11 18 Text Jalview Spanner
HHpred 2F  jV 1.40e-10 17 Text Jalview Spanner
HHpred 4, iV 1.30e-10 19 Text Jalview Spanner
HHpred 2E iV 7.80e-10 18 Text Jalview Spanner
HHpred ¢ y iV 8.70e-10 17 Text Jalview Spanner
HHpred y iV 2.40e-09 15 Text Jalview  Spanner
Psiblast 2K iV 9.53e-19 18 Text Jalview Spanner
Psiblast 2kC  jV4.8le-17 19 Text Jalview Spanner
Psiblast iV 1.92e-16 17 Text Jalview Spanner
Psiblast ¢ iV 2.68e-16 17 Text Jalview Spanner
Psiblast ¢ iV 2.68e-16 17 Text Jalview Spanner
Psiblast ' iV 3.09e-16 17 Text Jalview  Spanner
Psiblast - iV 3.50e-16 18 Text Jalview Spanner
Psiblast © jV 5.14e-16 17 Text Jalview Spanner
Psiblast ' iV 4.85e-16 17 Text Jalview  Spanner
Psiblast 9kE iV 4.85e-16 16 Text Jalview Spanner
Blast 2kC iV 6.52e-27 19 Text Jalview Spanner
Blast iV 6.05e-25 17 Text Jalview Spanner
Blast y iV 1.54e-24 17 Text Jalview  Spanner
Blast ¢ iV 1.54e-24 17 Text Jalview Spanner
Blast - 1V 2.54e-24 17 Text Jalview  Spanner
Blast ' iV 4.87e-24 17 Text Jalview Spanner
Blast ' iV 1.84e-23 17 Text Jalview Spanner
Blast 9kE  jV 1.45e-22 16 Text Jalview Spanner
Blast ¢ iV 2.34e-21 16 Text Jalview  Spanner
Blast iV 5.01e-15 12 Text Jalview Spanner
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JUN_Mouse Results

Method  Template E-value Coverage Alignment Model
HHpred linmA  jV 3.80e-12 19 Text Jalview

HHpred 1fosE  jV 1.40e-11 19 Text Jalview DeTIICT
HHpred lhjbA jV 7.20e-11 19 Text Jalview Spanner
HHpred 1ci6A  jV 8.60e-11 19 Text Jalview Spanner
HHpred 1t2kD iV 5.80e-11 18 Text Jalview Spanner

®0O0 SFAS Server (Osaka Univ.)
The Spanner model can be downloaded here l |+ [Ehtp://sysimm100.protein.osaka-u.ac.jp/tmp/SFA & | Q~

The model can be viewed in your browser here [0 #E PDBj SysimmLab Sysimml100 News (4746)v threadingvy workv

Return to SFAS Results

spanner_P05627_JUN_MOUSE_1jnmA_hhpre
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PDB Het (http://sysimm.ifrec.osaka-u.ac.jp/pdb het/index.html

PDB;

Heter-oligomer Modeling Service

Please enter your structural model

Upload a PDB-formatted file:

Please enter your template ID

PDB ID: 5 characters: (PDB ID + chain ID) required!

( Submit ) ( Clear Form )

Send feedback About PDB Het
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PDB Het (http://sysimm.ifrec.osaka-u.ac.jp/pdb het/index.html

Heter-oligomer Modeling Service

Please enter your structural model

Upload a PDB-formatted file:

Please enter your template ID

PDB ID: 5 characters: (PDB ID + chain ID) required!

( Submit ) ( Clear Form )

Send feedback About PDB Het
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PDB Het (http://sysimm.ifrec.osaka-u.ac.jp/pdb het/index.html

Heter-oligomer Modeling Service

Please enter your structural model

Upload a PDB-formatted file:

Please enter your template ID

PDB ID: 1inmA 5 characters: (PDB ID + chain ID) required!

( Submit ) ( Clear Form )

Send feedback About PDB Het
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spanner_P05627_JUN_MOUSE_1jnmA_hhpred_0_0_1jnm_all
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jJV version 3
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Home

Data Deposition >>

ADIT: PDB Deposition
ADIT-NMR

Search >>
Search PDB (xPSSS)
Latest Released Search
Sequence-Navigator
Structure-Navigator
SeSAW
Ligand Binding Sites (GIRAF)
EM Navigator
Search NMR Data (BMRB)
Status Search

Service and Software >>

Protein Globe
ASH

MAFFTash

JV: Graphic Viewer

Derived database >>
eF-site/eF-seek/eF-surf
eProtS
ProMode
Molecule of the Month

Download >>
PDB Archive/Snapshot Archive

About Remediation Data
Links
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SeSAW

Home

Data Deposition >>

ADIT: PDB Deposition
ADIT-NMR

Search >>

Search PDB (xPSSS)
Latest Released Search
Sequence-Navigator
Structure-Navigator

Ligan Binding Sites (GIRAF)

EM Navigator
Search NMR Data (BMRB)
Status Search

Service and Software >>

Protein Globe
ASH

MAFFTash

JV: Graphic Viewer

Derived database >>
eF-site/eF-seek/eF-surf
eProtS
ProMode
Molecule of the Month

Download >>
PDB Archive/Snapshot Archive

About Remediation Data
Links
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Home (JL) \\\/

Data Deposition
ADIT: PDB De
ADIT-NMR
Search >>
Search PDB ()
Latest Releas
Sequence-Na
Structure-Nav
SeSAW
Ligand Binding
EM Navigator PDB ID or Browse... Jahain ID o (required)
Search NMR [
status Search () Send results to this email address
Service and Soft Display results in browser
Protein Globe
ASH
MAFFTash
JV:Graphic Vi Template PDB ID Template Chain ID
Derived databas
Submit Clear Form

Molecule of th

About SeSAW Send feedback

Download >>
PDB Archive/Snapshot Archive
About Remediation Data

Links
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Home (JL) \\\/

Data Deposition
ADIT: PDB De
ADIT-NMR

Search >>
Search PDB ()
Latest Releas L o
Sequence-Na |J ) I I - ‘. ( rJ D =
Structure-Nav
SeSAW
Ligand Binding )
EM Navigator PDB ID or Browse... Jehain ID o (required)
Search NMR [
status Search () Send results to this email address

Service and Soft Display results in browser
Protein Globe
ASH
MAFFTash
JV- Graphic Villfamplate PDB 1D Template Chain ID »
Derived databas
Submit Clear Form

Molecule of th ; About SeSAW Send feedback

Download >>

PDB Archive/Snapshot Archive
About Remediation Data

Links
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Home

Data Deposition
ADIT: PDB De
ADIT-NMR

Search >>
Search PDB (3
Latest Releas : SN TOYd '”h,(: rricicl=
Sequence-Na ‘ : ‘ ks ‘ y ‘
Structure-Nav
SeSAW
Ligand Binding
EM Navigator
Search NMR |
status Search - (*) Send results to this email address

Service and Soft Display results in browser
Protein Globe
ASH
MAFFTash
JV-Graphic Vi Template PDB ID Template Chain ID

Derived databas

PDB ID or srowse.. JChain ID A (required)

Submit Clear Form

About SeSAW Send feedback

Download >>
PDB Archive/Snapshot Archive
About Remediation Data

Links
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Home

Data Deposition
ADIT: PDB De
ADIT-NMR

Search >>
Search PDB (3
Latest Releas
Sequence-Na
Structure-Nav
SeSAW
Ligand Binding )
EM Navigator R DD or srowse... JChain ID A (required)

Search NMR |
status search - ) Send results to this email address standley @ifrec.osaka-u.ac.jp

Service and Soft Display results in browser
Protein Globe
ASH
MAFFTash P\
JV: Graphic Viffemplate PDB 1D Template Chain I »

Derived databas

1)) Sifr1el]
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About SeSAW Send feedback
Download >>
PDB Archive/Snapshot Archive
About Remediation Data

Links
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Home

Data Deposition
ADIT: PDB De
ADIT-NMR
Search >>
Search PDB ()
Latest Releas
Sequence-Na
Structure-Nav
SeSAW
Ligand Bindin¢ ]
EM Navigator [ DBID or Browse.. JGhain ID A (required)
Search NMR [

status search - ) Send results to this email address standley @ifrec.osaka-u.ac.jp

Service and Soft Display results in browser
Protein Globe
ASH
MAFFTash A
JjV: Graphic Vi Template PDB ID 2rqgr Template Chain |[) A

Derived databas

Molecule of th About SeSAW Send feedback

Download >>

PDB Archive/Snapshot Archive
About Remediation Data

Links
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SeSAW

Functional Annotation

by

Sequence-Derived Structural Alignment Weights

Template
2q68A
2q67A
2q69B
2q69A
2a79B
2ahyA
2q6aB
2ahyB
2q67A
2q67A
2ahzA
2q69A
2q69A
2gq6aA

Score
163.1
163.1
162.7
162.2
161.3
159.3
158.8
158.2
156.1
156.1
154.4
154.2
154.2
153.9

Identity Coverage

26
27
27
27
20
27
27
27
27
27
27
27
27
27

spanner_hERG_2r9rB_hhpred_0A Results

65
63
65
61
76
65
65
65
63
63
66
61
61
60

Domain

Annot
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO

Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment

SNYSSSSNSNN

Superposition

View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
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SeSAW

Functional Annotation

by

Sequence-Derived Structural Alignment Weights

Template
2q67A
2q69B
2q69A
2a79B
2ahyA
2q6aB
2ahyB
2q67A
2q67A
2ahzA
2q69A
2q69A
2gq6aA

Score
163.1
163.1
162.7
162.2
161.3
159.3
158.8
158.2
156.1
156.1
154.4
154.2
154.2
153.9

Identity Coverage

26
27
27
27
20
27
27
27
27
27
27
27
27
27

spanner_hERG_2r9rB_hhpred_0A Results

65
63
65
61
76
65
65
65
63
63
66
61
61
60

Domain

Annot
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO

Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment

SNYSSSSNSNN

Superposition

View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
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SeSAW

Functional Annotation
by
Sequence-Derived Structural Alignment Weights

PDB ID 2068 sequence information (FASTA format) (cownload PDB format file )
RELATED PDB ID 2ahy, 2ahz, 2q67, 2969, 2g6a

Descriptor Potassium channel protein

Title Crystal Structure of Nak channel D66A, S70E double mutants

INVERTED TEEPEE, HELIX BUNDLE, TETRAMER, CENTRAL CAVITY, ION
BINDING, METAL TRANSPORT, MEMBRANE PROTEIN

Biological source Bacillus cereus

Total number of -
polymer chains

Total molecular weight 25804 (the details in Structural Details Page)

Alam, A. , Shi, N. , Jiang, Y. (deposition date : 2007-06-04, release date : 2007
10-02)

Functional Keywords

Structure Viewers
jv3 / Jdmol Authors
|V and Jmol require

Java(TM)Plug-in 1.5 or later. Alam, A. , Shi, N. , Jiang, Y.

Structural insight into Ca2+ specificity in tetrameric cation channels.
Proc.Natl.Acad.Sci.Usa, 104:15334 - 15339, 2007.(PubMed : 17878296) (DOI:

10.1073/pnas.0707324104)
i : Experimental method X-RAY DIFFRACTION ( 2.500[A] )

Other Database CATH, CE , FSSP, SCOP , VAST, UniProt ( UNP - QB1HW2 ), eF-site
rotated about x by 90°  Information
250X250 500X500

Primary citation

Alignment  / View Sup
Alignment  / View Sup
Alignment  / View Sup
Alignment  / View Sup
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SeSAW

Functional Annotation

by

Sequence-Derived Structural Alignment Weights

Template
2q68A
2q67A
2q69B
2q69A
2a79B
2ahyA
2q6aB
2ahyB
2q67A
2q67A
2ahzA
2q69A
2q69A
2gq6aA

Score
163.1
163.1
162.7
162.2
161.3
159.3
158.8
158.2
156.1
156.1
154.4
154.2
154.2
153.9

Identity Coverage

26
27
27
27
20
27
27
27
27
27
27
27
27
27

spanner_hERG_2r9rB_hhpred_0A Results

65
63
65
61
76
65
65
65
63
63
66
61
61
60

Domain

Annot
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO

Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment

SNYSSSSNSNN

Superposition

View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
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SeSAW

Functional Annotation

by

Sequence-Derived Structural Alignment Weights

Template

2q68A
2q67A
2q69B
2q69A
2a79B
2ahyA
2q6aB
2ahyB
2q67A
2q67A
2ahzA
2q69A
2q69A
2gq6aA
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163.1
163.1
162.7
162.2
161.3
159.3
158.8
158.2
156.1
156.1
154.4
154.2
154.2
153.9

Identity Coverage

26
27
27
27
20
27
27
27
27
27
27
27
27
27

spanner_hERG_2r9rB_hhpred_0A Results

65
63
65
61
76
65
65
65
63
63
66
61
61
60

Domain

GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO

Annot

Alignment

GO Alignment> ./

Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment

SNYSSSSNSNN

Superposition

View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup




SeSAW

Functional Annotation
by
Sequence-Derived Structural Alignment Weights

Alignment between spanner hERG_2r9rB_hhpred_0A and 2q68A

Query: spanner_hERG_2r9rB_hhpred_0A
Templ: 2q68A

Score: 163.1

Seq ID (aligned residues): 26%

File Edit Select View Format Colour Calkulate Help
%0

LFLLMCTFALIAHW 14
IMLSFLLTLKRMLRACLRAWKDKEFQVLFVLTILTLIS 37

Score - .

Secondary Structure
|

40 50 60 70

1S LACIWYAICNMEQPHMDSR ICWLHNLCDQICKPYNSS 51
38CTIFYSTVEC

Score !

Secondary Structure
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SeSAW

Functional Annotation

by

Sequence-Derived Structural Alignment Weights

Template
2q68A
2q67A
2q69B
2q69A
2a79B
2ahyA
2q6aB
2ahyB
2q67A
2q67A
2ahzA
2q69A
2q69A
2gq6aA

Score
163.1
163.1
162.7
162.2
161.3
159.3
158.8
158.2
156.1
156.1
154.4
154.2
154.2
153.9

Identity Coverage

26
27
27
27
20
27
27
27
27
27
27
27
27
27

spanner_hERG_2r9rB_hhpred_0A Results

65
63
65
61
76
65
65
65
63
63
66
61
61
60

Domain

Annot
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO

Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment

SNYSSSSNSNN

Superposition

View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
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SeSAW

Functional Annotation
by
Sequence-Derived Structural Alignment Weights

spanner_hERG_2r9rB_hhpred_0A Results

Template Score Identity Coverage Domain Annot
2q68A 163.1 26 65 GO

Alignment
Alignment

Superposition

2q67A
2q69B
2q69A
2a79B
2ahyA
2q6aB
2ahyB
2q67A
2q67A
2ahzA
2q69A
2q69A
2gq6aA

Friday, August 7, 2009

163.1
162.7
162.2
161.3
159.3
158.8
158.2
156.1
156.1
154.4
154.2
154.2
153.9

27
27
27
20
27
27
27
27
27
27
27
27
27

63
65
61
76
65
65
65
63
63
66
61
61
60

GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO

Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment

SNYSSSSNSNN

View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup




SESAW

spanner_hERG_2r9rB_hhpred_0A 2q68A

Show Hide Score

P83 P71 @ 10.0
Y67 Y55 @ 9.2
FO1 F79 @ 8.0
F68 F56 @& 7.9
G77 G5 @ 7.8
G99 G87 @ 7.7
G79 G67 @ 7.6
N80 N8 @ 6.6
174 162 @ 6.4
T85 73 @ 6.4
K89 K77 6.2
L4 L27 6.0
V76 V64 5.7
AB5 A53 5.6
193 181 54
L73 L61 54
LE66 L54 5.3
L10 L33 53
198 186 5.2
IS0 178 5.2
1114 V102 3.8
VA3 151 36
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SeSAW

Functional Annotation

by

Sequence-Derived Structural Alignment Weights

Template
2q68A
2q67A
2q69B
2q69A
2a79B
2ahyA
2q6aB
2ahyB
2q67A
2q67A
2ahzA
2q69A
2q69A
2gq6aA

Score
163.1
163.1
162.7
162.2
161.3
159.3
158.8
158.2
156.1
156.1
154.4
154.2
154.2
153.9

Identity Coverage

26
27
27
27
20
27
27
27
27
27
27
27
27
27

spanner_hERG_2r9rB_hhpred_0A Results

65
63
65
61
76
65
65
65
63
63
66
61
61
60

Domain

Annot
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO
GO

Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment
Alignment

SNYSSSSNSNN

Superposition

View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
View Sup
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SeSAW considers both sequence and structure

Template Score ldentity Coverage Domain Alignment Superposition
2q68A 163.1 26 65 Alignment View Sup
2q67A 163.1 27 63 Alignment / View Sup
2698 162.7 27 65 Alignment View Sup
2q69A 162.2 27 61 Alignment View Sup
2a79B 161.3 20 76 Alignment View Sup
2ahyA 159.3 27 65 Alignment / View Sup
2qg6aB 158.8 27 65 Alignment / View Sup
2ahyB 158.2 27 65 Alignment View Sup
2q67A 156.1 27 63 Alignment ./ View Sup 2ahyB Alignment ./ View Sup
2q67A 156.1 27 63 Alignment View 2a0lA Alignment View Sup
2ahzA 154.4 27 66 Alignment / View 2zd9A Alignment View Sup
2g69A 154.2 27 61 Alignment / View 2q688 Alignment / View Sup
2q69A 154.2 27 61 Alignment View 2q68B Alignment / View Sup
2g6aA 153.9 27 60 Alignment / View 3behD Alignment View Sup
2q68B 1563.2 25 65 Alignment View 2q68A Alignment View Sup
2q67B 152.8 27 63 Alignment / View 2q68A Alignment / View Sup

2ahyA Alignment / View Sup
2ahyA Alignment / View Sup
2ahyB Alignment / View Sup

3e86A 150.0 26 60 Alignment View 2zd9B Alignment / View Sup
3e86A 150.0 26 60 Alignment View 3behB Alignment / View Sup

Se8hA 149.9 S0 BE Alignment ./ viow 1ingH SCOP:f.14.1.1 Alignment ./ View Sup
2ahzB 149.9 27 59 Alignment View 3e8bB Alignment View Sup

2ahzA 149.5 27 62 Alignment View 3e8bB
2ahzA 149.5 27 62 Alignment / View
3e8fA 149.5 30 57 Alignment View
3e89A 149.5 30 57 Alignment / View
3e8hA 149.4 26 60 Alignment View
3e8hA 149.4 26 60 Alignment / View
2a0IB 149.3 26 66 Alignment View
3e8fA 149.2 26 60 Alignment View
3e8fA 149.2 26 60 Alignment / View 3behA Alignment / View Sup
3e8bA 1491 26 61 Allgnmem View 1zwiC CATH:1.10.287.70 Alignment / View Sup
3e8bA 149.1 26 61 Alignment View 3e83A Alignment View Sup
3e86A 148.5 29 59 Alignment / View 3e83A Alignment / View Sup
3e89A 148.3 26 60 Alignment View 2r9rH Alignment View Sup
3e89A 148.3 26 60 Alignment / View 2r9rB Alignment View Sup
3e8gA 147.2 30 57 Alignment / View 3e898 Alignment / View Sup
2zd9C 1471 16 70 Alignment / View 3e89B Alignment / View Sup
3e83A 147.0 29 59 Alignment / View 3e8gA Alignment / View Sup
3e8bA 146.8 29 59 Alignment View 3e8gA Alignment View Sup
2698 146.8 27 63 Alignment / View 3e8hB Alignment View Sup
2698 146.8 27 63 Alignment View 3e8hB Alignment / View Sup
3e86B 146.8 26 57 Alignment / View 2qksB
3behC 146.6 16 73 Alignment / View 2qksA
2g6aA 145.9 26 60 Alignment View
2q6aA 145.9 26 60 Alignment / View
3e86B 145.8 26 57 Alignment View
3e8gB 145.7 26 57 Alignment / View
3e8gB 145.7 26 57 Alignment / View
2q6aB 145.5 27 61 Alignment View

Alignment / View Sup
2ahzB Alignment / View Sup
2ahzB Alignment / View Sup
2zd9D Alignment View Sup
1IngF SCOP:f.14.11 Alignment View Sup
1IngD SCOP:f.14.1.1 Alignment / View Sup
1InqG SCOP:f.14.1.1 Alignment / View Sup

Alignment / View Sup
Alignment / View Sup
3e83B Alignment View Sup
3e83B Alignment View Sup
2a9hC CATH:1.10.287.70 Alignment / View Sup
1x16B SCOP:f.14.11 Alignment / View Sup
2qtoC CATH:1.10.287.70 Alignment / View Sup
2q6aB 1455 27 61 Alignment ) View 2ih1C CATH:1.10.287.70 Alignment View Sup
24678 144.8 27 63 Alignment View 2p7tC CATH:1.10.287.70 Alignment View Sup
20678 144.8 27 63 Alignment ) View 2hjfC SCOP:f.14.1.1 Alignment View Sup
3e8fB 1447 26 59 Alignment View / ) -
3e8iB 144.7 26 59 Alignment View
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SeSAW considers both sequence and structure

Template Score ldentity Coverage Domain Alignment Superposition
2q68A 163.1 26 65 Alignment View Sup . . "
R T Wgnment/ Viow Sup Original:template;does not-have highest score!
2698 162.7 27 65 Alignment View Sup
2q69A 162.2 27 61 Alignment View Sup
2a79B 161.3 20 76 Alignment View Sup
2ahyA 159.3 27 65 Alignment / View Sup
2qg6aB 158.8 27 65 Alignment / View Sup
2ahyB 158.2 27 65 Alignment View Sup
2q67A 156.1 27 63 Alignment ./ View Sup 2ahyB Alignment ./ View Sup
2q67A 156.1 27 63 Alignment View 2a0lA Alignment View Sup
2ahzA 154.4 27 66 Alignment / View 2zd9A Alignment View Sup
2g69A 154.2 27 61 Alignment / View 2q688 Alignment / View Sup
2q69A 154.2 27 61 Alignment View 2q68B Alignment / View Sup
2g6aA 153.9 27 60 Alignment / View 3behD Alignment View Sup
2q68B 1563.2 25 65 Alignment View 2q68A Alignment View Sup
2q67B 152.8 27 63 Alignment / View 2q68A Alignment / View Sup
3e86A 150.0 26 60 Alignment View 2zd9B / Alignment / View Sup
3e86A 150.0 26 60 Alignment View 3behB Alignment / View Sup
Se8hA 1498 0 &7 Alignment ./ View 1ingH SCOP:.14.1.1 Alignment / View Sup
2ahzB 149.9 27 59 Alignment View 3e8bB Alignment View Sup
2ahzA 149.5 27 62 Alignment View 3e8bB
2ahzA 149.5 27 62 Alignment / View
3e8fA 149.5 30 57 Alignment View
3e89A 149.5 30 57 Alignment / View
3e8hA 149.4 26 60 Alignment View
3e8hA 149.4 26 60 Alignment / View
2a0IB 149.3 26 66 Alignment View
3e8fA 149.2 26 60 Alignment View
3e8fA 149.2 26 60 Alignment / View 3behA Alignment / View Sup
3e8bA 149.1 26 61 Allgnmem View 1zwiC CATH:1.10.287.70 Alignment / View Sup
3e8bA 149.1 26 61 Alignment View Alignment View Sup
3e86A 148.5 29 59 Alignment / View 3 Alignment / View Sup
3e89A 148.3 26 60 Alignment View Alignment View Sup
3e89A 148.3 26 60 Alignment / View B Alignment View Sup
3e8gA 147.2 30 57 Alignment / View Alignment / View Sup
2zd9C 1471 16 70 Alignment / View Alignment / View Sup
3e83A 147.0 29 59 Alignment / View Alignment / View Sup
3e8bA 146.8 29 59 Alignment View Alignment View Sup
2698 146.8 27 63 Alignment / View Alignment View Sup

2ahyA Alignment / View Sup
2ahyA Alignment / View Sup
2ahyB Alignment / View Sup

Alignment / View Sup
2ahzB / Alignment / View Sup
2ahzB Alignment / View Sup
2zd9D Alignment View Sup
1IngF SCOP:f.14.11 Alignment View Sup
1IngD / SCOP:f.14.1.1 Alignment / View Sup
1InqG SCOP:f.14.1.1 Alignment / View Sup

29698 146.8 27 63 Alignment View Alignment / View Sup
3e86B 146.8 26 57 Alignment / View
3behC 146.6 16 73 Alignment / View
2g6aA 145.9 26 60 Alignment View
2q6aA 145.9 26 60 Alignment / View
3e86B 145.8 26 57 Alignment View
3e8gB 145.7 26 57 Alignment / View
3e8gB 145.7 26 57 Alignment / View

2q6aB 145.5 27 61 Alignment View ) i
2q6aB 1455 27 61 Alignment ) View CATH:1.10.287.70 Alignment View Sup

24678 144.8 27 63 Alignment View CATH:1.10.287.70 AIanment V?ew Sup
2q678 1448 27 63 Alignment _ / View SCOP.14.1.1 Alignment View Sup

3e8fB 144.7 26 59 Alignment View
3e8iB 144.7 26 59 Alignment View

Alignment / View Sup

Alignment / View Sup

Alignment View Sup

Alignment View Sup

CATH:1.10.287.70 Alignment / View Sup
SCOP:f.14.11 Alignment / View Sup
CATH:1.10.287.70 Alignment / View Sup
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