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Domains within the query sequence of 244 residues
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Position: 201 to 212
E-value: /A
Mouse over domain | unaetimed reqion tor more info; lick on it o go to detailed annotation; righticlick to save whole protein as PNG image
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Sequences producing significant alignments;

LOGO

Accession Description

qp3 [Streptomyces phage pniC31] »emb|CAAQ7127.1] gp3 [Strepton

unnamed protein product [Streptomyces phage phic31]
qp3 [Streptomyces phage phiBT1] »emb|CAD8O127.1] gp3 [Strepton

27 D3407037.1 hypothetical proten SPW_7341 [Streptomyces sp. WOO7] »qb|EHM2:
12 008505875, unnamed protein product [Kitasatospora setae KM-6054] »dbj|BAJ2
12 QUETIAT6.L gpf [Streptomyces phage phiSASD] »qb|ADE43473.1] qpé [Strepto

2P 04553231 hypothetical protem SSAG_03731 [Streptomyces sp. Mgl] »gb|EDX2
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Sequences producing significant alignments;

Accession Description

NP 0473431 o3 [Streptomyces phage pnic31] »emo|CAAD7L2T.1| qp3 [Streptom
CARSSSIAL  unngmed protei product [Streptomyces phage phC31]

\P 3137131 gp3 [Streptomyces phage phiT1] »emb|CADBDI27.1| qp3 [Strept
£2 QTU3TL - hypotheticalprotein SPW_T341 [Streptomyces sp. WOU7] > \EHM
{7 U005E75.1 nnamed proteim product [Kitasatospora Setae KN-6054] o) |BAJY
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XJgp4 7TFR{ERIEH R RERITEER

Results

7 Cluster ID Status  Cluster name Size  Cluster member(s) Organisms
B3VGBI Mycabacterium phage Lockley
B3VH33 Mycobacterium phage DDA
S . - BALLA3 cobacterium phage Solon
UniRef90 B3VGAD Cluster: Gph b ’ ) 2 :
UniRef0_BVGED Cluster Gps) E G ycobacterium phage Lesedi
Mycobacterium phage SkiPole
Mycobacterum phage Bxbf (Mycobactenaphage Bxbi)

BEAT EEX R BUABATI DR T AR 55 o
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Sdgp3 R Blastt BRI R pd 7B E SR IR SIGE G

Gpd8 Mycobacterium phage Lesed
| Gpd7 Mycobacterium phage Bxb1
Gp50 Mycobacterium phage Solon

Gp50 Mycobacterium phage Lockley

Gp51 Mycobacterium phage DD5

Gpbb Mycobacterium phage SkiPole

’7 Gpd Streptomyces phage phiBT1

L{DRF 3 Streptomyces phage phiC31

" Gp3 Streptomyces phage phiC31
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o — Modelling Tools  Repository  Documentation

[ myworkspace | [ login ]

Workunit: P000003 GP47 - Overview
255

click on model bars

Models: [1] (2] Print/Save this page as ) — N
Model Summary @ gfﬁpz‘;ﬁﬂé{%
1 1=F

Model information: Quaternary structure information: [details]s /I\Q:t HI:FI
Modelled residue range: 4 1o 236 Template (1s31): MONOMER -H I 7~
22232 r?cnetﬁjn;ﬁltﬁ;et%]: [1145_?55],. (2.40 &) Model built: SINGLE CHAIN mo g /e_l 1ZEE ﬂ_ i
wo e Lgoncs nthe empiate: POEA. 981&%%@% ,
g;aEILtz ;;ncr;:::tl_c?:ma :detans]t Ligands in the model. none. m O d e I %E/\JZE
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eachsuenionseores. LAmodel2/3
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logs: [Templates]s [Alignment]s [Modelling] *E*)io
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OO ATALG 0 a T T R ———————————
MAKRSIWAGDEDNKPKKRETYADDTVGRFHSGYSETNERGKVVPVALDKWRIST
GEQSVADAVAQLFGGTPVENEESTSENFIDVFTDRPKSPWIIEADGIHWDMKLWL
NGKLKHHCDGFDFVSHADEEMIGQPCGCPKLFDERKAAAKEYDAPNPAITVTFTL
ADDPELGRFKFQTGSWTLFKVLHEAEDDVERVGKGGAVLANLELELVEYTPKRG
PMRNKLVSYYKPTITVLKSYNDAIAD

QP47 R IEIR T

>tr|Q9B074|Q9B074 _BPMB1 Gp47
MTQRIVFLPDTQLPFEARKEMQAVIRFIGDVQPYGVVHIGDVLDLPQPSRWNRGT
KGEFEGSVYRDADYAKKNLMEPLRKVYDGWIGMHEGNHDLRAREYLAKNAPAL
EGTHAFDIDVLLDFDGFGVELLPDFYDIAPGWISTHGHMGKMTLSQIAGSTALNG
AKKFGKSVVCGHTHRQAVVSHSFGYGGSVRKTVTGMEVGHLMDMKKANYLKG
GAGNWOQMGFGMLTVDGKHVKAEIVPILGGKFTVDGQVWEV
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>Qi|40807285: = age phiC31,
complete genome
ATGGCGAAGCGTTCGATCTGGGCCGGAGACGAAGACAACAAGC
CGAAGAAGCGTGAGACGTACGCCGACGACACCGTTGGGCGTTTC
CACTCCGGCTACAGCGAGACGAATGAGCGGGGCAAGGTCGTTC
CCGTCGCGCTCGACAAGTGGCGTATCTCGACCGGCGAACAGTCC
GTTGCGGACGCTGTGGCTCAGCTCTTCGGCGGCACCCCGGTTGA
GAACGAAGAGAGCACGTCTGAGAACTTCATCGACGTGTTCACCG
ACCGGCCGAAGTCCCCGTGGATCATTGAGGCTGACGGTATCCAC
TGGGATATGAAGCTTTGGCTGAACGGCAAGCTGAAGCACCACTG
CGACGGCTTTGACTTCGTGTCGCACGCCGACGAAGAGATGATCG
GTCAGCCGTGCGGGTGCCCGAAGCTCTTCGATGAGCGGAAGGC
AGCGGCGAAGGAGTACGACGCGCCGAACCCGGCAATCACCGTG
ACCTTCACGCTCGCCGACGACCCGGAGCTTGGCCGCTTCAAGTT
CCAGACCGGTTCTTGGACGCTCTTCAAGGTTCTGCACGAAGCCG
AAGACGACGTTGAGCGCGTCGGCAAGGGTGGCGCTGETGELTCGC
CAATCTCGAACTTGAGCTTGTGGAGTACACGCCGAAGCGTGGCC
CGATGCGGAACAAGCTTGTGAGCTACTACAAGCCGACCATCACG
GTTCTGAAGTCGTACAACGACGCGATTGCCGACTAG
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>gi|12657854:36020-36787 Mycobacterium phage Bxb1, complete

g enome
TCAGACTTCCCAGACCTGGCCGTCAACGGTGAACTTGCCTCCCAGGATCG
GGACGATCTCAGCCTTGACATGCTTGCCGTCGACCGTGAGCATCCCGAA
GCCCATCTGCCAGTTCCCGGCTCCGCCCTTTAGATAGTTGGCCTTCTTCAT
GTCCATCAGGTGCCCGACTTCCATGCCGGTGACGGTCTTGCGCACCGAG
CCGCCGTACCCGAACGAGTGCGAGACGACAGCCTGCCGGTGCGTGTGG
CCGCAGACCACGGACTTGCCGAACTTCTTGGCACCGTTGAGCGCTGTCG
ATCCGGCGATCTGGGATAGCGTCATCTTGCCCATGTGCCCGTGAGTGGA
GATCCAGCCCGGAGCGATGTCGTAGAAGTCAGGCAGCAGCTCCACACCG
AACCCGTCGAAGTCGAGCAGCACGTCGATGTCGAAAGCGTGCGTACCCT
CCAGGGCCGGTGCGTTCTTGGCCAGGTACTCGCGGGCTCGCAGATCGTG
GTTGCCCTCGTGCATCCCGATCCAGCCGTCGTAGACCTTGCGCAGCGGCT
CCATCAGGTTCTTCTTGGCGTAGTCCGCGTCGCGGTACACCGAGCCCTCG
AACTCGCCCTTGGTTCCCCGGTTCCAGCGCGAGGGCTGCGGCAGGTCTA
GGACGTCACCGATATGTACCACGCCGTACGGCTGGACATCCCCGATGAA
GCGGATGACCGCTTGCATCTCTTTGCGCGCCTCGAAAGGCAACTGAGTAT
CGGGTAGAAAGACGATACGCTGAGTCAT




gp3$ﬂgp47ﬁgﬁﬁl¢l&*§ﬁﬁ§ﬂgtl’.i\:téi!i%

Pairwise Alignment Result

LENGTH SCORE IDENTITY SIMILARITY _

131447 ( 2.9%) 201447 ( 4.5%) 395/447 (88.4%)

7[‘2 :@Hﬁﬁ%%:

Pairwise Alignment Result

1930.3 4231847 (49.9%) 4231347 (49.9%) 1911847 (22.6%)
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Pairwise Alignment Result

LENGTH SCORE IDENTITY SIMILARITY _

131447 ( 2.9%) 201447 ( 4.5%) 395/447 (88.4%)

7[‘2 :@Hﬁﬁ%%:

Pairwise Alignment Result

1930.3 4231847 (49.9%) 4231347 (49.9%) 1911847 (22.6%)
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ProtScale output for user sequence ProtScale output for user seguence
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ProtScale output for user sequence
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alpha-helix « Lewitt
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Polarity » Zimmerman

T T T
Folarity | Zimmerman

I
188

Fosition
Fosition

2012/6/14




ProtScale output for user sequence ProtScale output for user sequence
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- Khaleel T, Younger E, McEwan AR, Varghese AS,

Smith MC.A phage protein that binds ¢C31
Integrase to switch its directionality.Mol Microbiol.
2011 Jun;80(6):1450-63. doi: 10.1111/5.1365-
2958.2011.07696.x. Epub 2011 May 25.

« Thanafez Khaleel, Ellen Younger,Andrew R. McEwan,
Anpu S. Varghese andMargaret C. M. Smith.A phage
protein that binds fC31 integrase to switch its
directionality.Molecular Microbiology (2011) 80(6),
1450-1463

» Ghosh P, Wasil LR, Hatfull GF.Control of phage Bxbl
excision by a novel recombination directionality
factor
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