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Hit

PF14373.5
http://pfam.xfam.org/family/PF14373.5#tabview=tab0

Name Probability

; Imm_superinfect ;
Superinfection 99.64
immunity protein


https://www.facebook.com/mpitoolkit
https://twitter.com/mpitoolkit
https://toolkit.tuebingen.mpg.de/api/job/result/2700928/hhpred/Results
https://toolkit.tuebingen.mpg.de/api/job/result/2700928/hhpred/Raw%20Output
https://toolkit.tuebingen.mpg.de/api/job/result/2700928/hhpred/Probability%20%20Plot
https://toolkit.tuebingen.mpg.de/api/job/result/2700928/hhpred/Query%20Template%20MSA
https://toolkit.tuebingen.mpg.de/api/job/result/2700928/hhpred/Query%20MSA
http://pfam.xfam.org/family/PF14373.5#tabview=tab0
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Hit

PF11742.7
(http://pfam.xfam.org/family/PF11742.7#tabview=tab0)

PF07787.11
(http://pfam.xfam.org/family/PF07787.11#tabview=tab0)

PF17369.1
(http://pfam.xfam.org/family/PF17369.1#tabview=tab0)

PF10643.8
http://pfam.xfam.org/family/PF10643.8#tabview=tab0
PF13829.5
http://pfam.xfam.org/family/PF13829.5#tabview=tab0
PF11804.7

(http://pfam.xfam.org/family/PF11804.7#tabview=tab0)

PF01679.16
(http://pfam.xfam.org/family/PF01679.16#tabview=tab0)

5IR6 B (http://pdb.rcsb.org/pdb/explore.do?

structureld=5IR6)

5D0OQ B (http://pdb.rcsb.org/pdb/explore.do?

structureld=5D0Q)

PF15795.4
(http://pfam.xfam.org/family/PF15795.4#tabview=tab0)

PF09656.9
(http://pfam.xfam.org/family/PF09656.9#tabview=tab0)

PF13198.5
(http://pfam.xfam.org/family/PF13198.5#tabview=tab0)

Name

; DUF3302 ; Protein
of unknown
function (DUF3302)

; TMEMA43 ;
Transmembrane
protein 43

; DUF5391 ; Family
of unknown
function (DUF5391)

; Cytochrome-c551 ;
Photosystem P840
reaction-centre
cytochrome c-551

; DUF4191 ; Domain
of unknown
function (DUF4191)

; DUF3325; Protein
of unknown
function (DUF3325)

; Pmp3; Proteolipid
membrane
potential
modulator

Bd-type quinol
oxidase subunit I;
bd oxidase,
terminal oxidase,
oxidoreductase;
HET: HDD, HEB;
3.8A {Geobacillus
stearothermophilus
K1041}

Bd-type quinol
oxidase subunit I;
bd oxidase,
terminal oxidase,
oxidoreductase;
HET: HDD, HEB;
3.05A {Geobacillus
thermodenitrificans
(strain NG80-2)}

; Spec3;
Ectodermal
ciliogenesis protein

; PGPGW ; Putative
transmembrane
protein (PGPGW)

; DUF4014 ; Protein
of unknown
function (DUF4014)

Probability

99.42

77.53

65.42

62.41

61.23

56.72

51.54

48.83

48.83

47.74

42.93

33.16


http://pfam.xfam.org/family/PF11742.7#tabview=tab0
http://pfam.xfam.org/family/PF07787.11#tabview=tab0
http://pfam.xfam.org/family/PF17369.1#tabview=tab0
http://pfam.xfam.org/family/PF10643.8#tabview=tab0
http://pfam.xfam.org/family/PF13829.5#tabview=tab0
http://pfam.xfam.org/family/PF11804.7#tabview=tab0
http://pfam.xfam.org/family/PF01679.16#tabview=tab0
http://pdb.rcsb.org/pdb/explore.do?structureId=5IR6
http://pdb.rcsb.org/pdb/explore.do?structureId=5DOQ
http://pfam.xfam.org/family/PF15795.4#tabview=tab0
http://pfam.xfam.org/family/PF09656.9#tabview=tab0
http://pfam.xfam.org/family/PF13198.5#tabview=tab0

Hit

PF05656.13
(http://pfam.xfam.org/family/PF05656.13#tabview=tab0)

PF06305.10
http://pfam.xfam.org/family/PF06305.10#tabview=tab0

PF14256.5
http://pfam.xfam.org/family/PF14256.5#tabview=tab0

TIGR00947
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?

uid=TIGR00947)

3HD7 F (http://pdb.rcsb.org/pdb/explore.do?
structureld=3HD7)

2M8R A (http://pdb.rcsb.org/pdb/explore.do?
structureld=2M8R

PF12273.7
(http://pfam.xfam.org/family/PF12273.7#tabview=tab0)

PF04505.11
http://pfam.xfam.org/family/PF04505.11#tabview=tab0

PF05084.12
http://pfam.xfam.org/family/PF05084.12#tabview=tab0

Name

; DUF805 ; Protein
of unknown
function (DUF805)

; LapA_dom ;
Lipopolysaccharide
assembly protein A
domain

; YwiC ; YwiC-like
protein

2A73; putative
bicarbonate
transporter, IctB
family. This family
of proteins is
suggested to
transport inorganic
carbon (HCO3-),
based on the
phenotype of a
mutant of IctB in
Synechococcus sp.

Vesicle-associated
membrane protein
2, Syntaxin-1A;
MEMBRANE
PROTEIN, COILED-
COIL, 4-HELICAL
BUNDLE; HET: SO4,
GGG; 3.4A {Rattus
norvegicus}

Syntaxin-1A;
syntaxin, SNARE,
Prefusion,
membrane protein;
NMR {Rattus
norvegicus}

; RCR; Chitin
synthesis
regulation,
resistance to
Congo red

, CD225;
Interferon-induced
transmembrane
protein

; GRAG6 ; Granule
antigen protein
(GRA®6)

Probability

32.31

31.71

31.26

30.94

30.28

30.28

30.19

28.34

28.27


http://pfam.xfam.org/family/PF05656.13#tabview=tab0
http://pfam.xfam.org/family/PF06305.10#tabview=tab0
http://pfam.xfam.org/family/PF14256.5#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=TIGR00947
http://pdb.rcsb.org/pdb/explore.do?structureId=3HD7
http://pdb.rcsb.org/pdb/explore.do?structureId=2M8R
http://pfam.xfam.org/family/PF12273.7#tabview=tab0
http://pfam.xfam.org/family/PF04505.11#tabview=tab0
http://pfam.xfam.org/family/PF05084.12#tabview=tab0

Nr Hit

TIGR03750

(http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi? ~ family. Members of ~ 26.61 :

Name Probability

conj_TIGR03750;
conjugative
transfer region
protein, TIGR03750

z uid=TIGR03750) this protein family
are found
occasionally on
plasmids.
; UPF0258 ;
PF06789.11 Uncharacterised 26.29 ,
24 (http://pfam.xfam.org/family/PF06789.11#tabview=tab0)  protein family
(UPF0258)
PF12263.7 ; DUF3611 ; Protein
25 http://pfam.xfam.org/family/PF12263.7#tabview=tab0 of unknown 26.22 :

Showing 1 to 25 of 33 entries

Alignments

function (DUF3611)

Previous 1

N

Next

Template alignment | CDD (http://www.ncbi.nIm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam14373)

1. PF14373.5 (http://pfam.xfam.org/family/PF14373.5#tabview=tab0) ; Imm_superinfect ; Superinfection imm

Probability: 99.64

Q
Q
Q

T
T
T

ss_pred
Q_2700928

Consensus

Consensus
PF14373.5

ss_pred

E-value: 1.1E-18 Score: 108.42 Aligned Cols: 42 Identities: 36% Similarity: 0.

HHHHHHHHHHH c ¢ cCChHHHHHHHHHHHHHHHHHHHHHHHHA
AYFVPTIVAYYRKASLKQPVAVINVFLGWTFIGWVVALAMAV 103 (104)
1YFLPtIIA~~R~h~~nnnI~1INI~IGWTVIGWY~ALIWA~ 103 (104)
IR e N R e i E e o e o e e
1YF1P~iiA~~rannmnns I~nnaN1~1GWT~ig~~aliwA~ 42 (42)
FYFVPSLLAWTRKHRSLPAIIALNILLGWTGLGWIGAFVWSL 42 (42)
CCcHHHHHHHH ¢ ¢ CCHHHHHHHHHHHHHHHHHHHHHHHHNC

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam11742)

2. PF11742.7 (http://pfam.xfam.org/family/PF11742.7#tabview=tab0) ; DUF3302 ; Protein of unknown functior

Probability: 99.42

Q
Q
Q

ss_pred
Q_2700928

Consensus

Consensus

PF11742.7

ss_pred

ss_pred

Q Q_2700928

Q Consensus

Consensus

E-value: 7.5E-15 Score: 100.47 Aligned Cols: 62 Identities: 16% Similarity: 0.

35
35

104
104

66

HHHHHHHHHHHHh ¢ c ChhHHHHHHHHHHHHHHHHHHHH ¢ CCCChHHHHHHHHHHHHH - HHHHHHHHHE
LALGAIVALIVLMSISPGHALLVVFGTAYFVPTIVAYYRKASLKQPVAVINVFLGWT-FIGWVVALAN

[N PRV eN i~pge~Lovinel~1YFLPEITA~~R~h~nannI~1INI~1GWT -VIGWV~AL IR
B I EE e e [ e N B e e e NN Y W R Ry |
T L ly~1P~~IA~~Rrh~nanaI~v~vlnllagwt~e~ciglv~Alib
FALGLLIFVALVI-------- FYGIIVIHDIPYEIAKERDHPHQDAIHVSGWVSLFTLHAIWPFLWIh
HHHHHHHHHHHHH - - - - - - - - HHHHHHHHHHHHHHHHHC CC c cHHHHHHHHHHHHHHHhhHHHHHHHF
C

K 104 (104)

~ 104 (104)

?

66 (77)


http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam14373
http://pfam.xfam.org/family/PF14373.5#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam11742
http://pfam.xfam.org/family/PF11742.7#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=TIGR03750
http://pfam.xfam.org/family/PF06789.11#tabview=tab0
http://pfam.xfam.org/family/PF12263.7#tabview=tab0

T PF11742.7 66 L 66 (77)
T ss_pred h

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam07787)
PF07787.11 (http://pfam.xfam.org/family/PF07787.11#tabview=tab0) ; TMEM43 ; Transmembrane protein 4.
Probability: 77.53 E-value: 54.0 Score: 26.81 Aligned Cols: 72 Identities: 17% Similarity: 0.07

Q ss_pred hhHHHHHHHHHh ¢ cHHHHHHHHHHHHHHHHh ¢ c ChhHHHHHHHHHHHHHHHHHHHHCc CCCChHHHHHE
Q Q_2700928 17 QADAAARAAKRKGRIEGWLALGAIVALIVLMSISPGHALLVVFGTAYFVPTIVAYYRKASLKQPVAVI

Q Consensus 17 1 i~pge~Lavisel~1YFLPEITA~~R~h~nnnnI~1]

R I B I EE e B e e I 3 Fomiann. +4
T Consensus 167  ~~mne N~~~ tWveResgan IMenGen - - - - - - - - - 1l~vnaplonlaonniPal- - - - -gonnnssnnnn
T PFO7787.11 167 HGQERNQSEIWLWRAASILALFIGFF---------- TLFMPVNILASYIPLV----- GGIVQGATMLNM
T ss_pred hhhHHHHHHHHHHHHHHHHHHHHHHH - - - - - - - - - - HHcchhHHHHhhcchH----- hHHHHHHHHHE
Q ss_pred HHHHHHHHHHHHHHHHK

Q Q_2700928 87 FLGWTFIGWVVALAMAV 103 (104)
Q Consensus 87 ~1GWTVIGWV~ALIWA~ 103 (104)

R s

T Consensus 222 ~~sanvlannsico~caWls 238 (241)
T PFO7787.11 222 VAALTVGPAVSALAWLT 238 (241)
T ss_pred HHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam17369)
PF17369.1 (http://pfam.xfam.org/family/PF17369.1#tabview=tab0) ; DUF5391 ; Family of unknown function
Probability: 65.42 E-value: 140.0 Score: 23.43 Aligned Cols: 79 Identities: 15% Similarity: 0.0

Q ss_pred HHhc cHHHHHHHHHHHHHHHHhCCC- - - - - - hh-------- HHHHHHHHHHHHHHHHHHHHCcCCCCht
Q Q_2700928 26 KRKGRIEGWLALGAIVALIVLMSIS------ PG-------- HALLVVFGTAYFVPTIVAYYRKASLK(C
Q Consensus 26 1 i~v------ pg--------~~ L~vi~1~1YFLPEITA~~R~h~nnn
[+4--. -4+ ottt L+ |+ R T A [T T T o [P
T Consensus 7 k~kvi~~tlvS~~1F ms1 g S~~MW 1vlY~vplila~lenponay
T PF17369.1 7 KISLIIVSLLSAIFLSSTLVVTSLSPLSHTWPHNQFGSFEMWIAIGMIIFFYFAQLIVYAMGIDAMRY
T ss_pred hHHHHHHHHHHHHHHHHHHHHHh cCc ccccCCCCc c CCHHHHHHHHHHHHHHHHHHHHHHhC c chHHE
Q ss_pred HHHHHHHHHHHHHHHHHHHHHhC
Q Q_2700928 82 AVINVFLGWTFIGWVVALAMAVK 104 (104)
Q Consensus 82 ~1IN1~1GWTVIGWV~ALIWA~~ 104 (104)
B [P e [ S e
T Consensus 77 a~Vaniy~anslgainaymnans 99 (134)

T PF17369.1 77 AFSCGVGLLLSGALLLGAFSSLF 99 (134)
T ss_pred HHHHHHHHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam10643)

PF10643.8 (http://pfam.xfam.org/family/PF10643.8#tabview=tab0) ; Cytochrome-c551 ; Photosystem P840 r
cytochrome c-551

Probability: 62.41 E-value: 110.0 Score: 25.2 Aligned Cols: 61 Identities: 25% Similarity: 0.347

Q ss_pred CCCchhHHHHHHHHHh ¢ cHHHHHHHHHHHHHHHH - - - - h - - ccChhHHHHHHHHHHHHHHHHHHHH C
Q Q_2700928 13 GYYPQADAAARAAKRKGRIEGWLALGAIVALIVL----M--SISPGHALLVVFGTAYFVPTIVAYYR

Q Consensus 13 1 ----~--ninpgeslavial~1YFLPEIIA~~R
[]oo]++eeen.n. T B 3 I S T R S S R E U = S

T Consensus 32 gi~e plp~sWnnafaunnivanysysslons



http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam07787
http://pfam.xfam.org/family/PF07787.11#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam17369
http://pfam.xfam.org/family/PF17369.1#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam10643
http://pfam.xfam.org/family/PF10643.8#tabview=tab0

T PF10643.8 32 GYKVPAENISNILTPLKSFTGWFSLIFFASLIIMTLGKMSSRISDKWFLSFPLGALGIVALMFAILW
T ss_pred ccccchhhcchhchhhhhHHHHHHHHHHHHHHHHHHHH ¢ c € chhHHHHHHHHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam13829)
PF13829.5 (http://pfam.xfam.org/family/PF13829.5#tabview=tab0) ; DUF4191 ; Domain of unknown functiol
Probability: 61.23 E-value: 110.0 Score: 26.58 Aligned Cols: 63 Identities: 10% Similarity: 0.10¢%

Q ss_pred cccCchhHHHHHHHHHh c cHHHHHHHHHHHHHHHH - - - - - hccChhHHHHHHHHHHHHHHHHHHHHC C
Q Q_2700928 12 PGYYPQADAAARAAKRKGRIEGWLALGAIVALIVL----- MSISPGHALLVVFGTAYFVPTIVAYYRK
Q Consensus 12 R R e T ~~invpgae~Lovi~al~1YFLPtIIA~~RA

R I T & PP s O £ T T TSR
T Consensus 5  ~esen Qi~~ny~sntro~dparsswcml~aslonnmoysysigelonssinanicgsssgaleamsvlsrr
T PF13829.5 5 KERFTQLWQAFQMQRKEDKRLIPYMVGLFVLIVAIFVVIGLFVGSPWLLVPIGVVLGILAAFLLFGRF
T ss_pred hhHHHHHHHHHHHHhhhC c cHHHHHHHHHHHHHHHHHHHHHH c c c h HHHHHHHHHHHHHHHHHHHHHE

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam11804)

PF11804.7 (http://pfam.xfam.org/family/PF11804.7#tabview=tab0) ; DUF3325 ; Protein of unknown functior
Probability: 56.72 E-value: 180.0 Score: 21.76 Aligned Cols: 68 Identities: 24% Similarity: 0.037

Q ss_pred HHHHHh ¢ cHHHHHHHHHHHHHHHHh - ¢ c ChhHHHHHHHHHHHHHHHHHHHH c CCCChHHHHHHHHHHE
Q Q_2700928 23 RAAKRKGRIEGWLALGAIVALIVLM-SISPGHALLVVFGTAYFVPTIVAYYRKASLKQPVAVINVFLC
Q Consensus 23 1 -~inpgenLovineI~n1YFLPEITIA~~R~hanmnnnI~1INI~1C

R I I I O I R [P T S S SN Fotenenannnn 4
T Consensus 32 ~anaPalpanGW~lLclslvnvaysnngrunnGaysivgrlsvaan~s v lvLSy~vprasssssnnnnnnn

T PF11804.7 32 PALQRWLRAGGTLALAASLWLCARVSGWSYGIVLWTGLLTVAGLLLIGIMTYRPRLAWATGAACLALS
T ss_pred HHHHHHHHHHHHHHHHHHHHHHHHh hChhHHHHHHHHHHHHHHHHHHHHHh ¢ cHHHHHHHHHHHHHH ¢

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam01679)
PF01679.16 (http://pfam.xfam.org/family/PF01679.16#tabview=tab0) ; Pmp3 ; Proteolipid membrane poten
Probability: 51.54 E-value: 160.0 Score: 19.36 Aligned Cols: 44 Identities: 20% Similarity: 0.271

Q ss_pred HHHHHHHHHHHHHHHHHH cCCCChHHHHHHHHHHHHHHHHHHHHHHHHh

Q Q_2700928 55 LLVVFGTAYFVPTIVAYYRKASLKQPVAVINVFLGWTFIGWVVALAMAV 103 (104)

Q Consensus 55 L~vi~l~1YFLPtIIA~~R~h~v~nn~aI~1INI~1IGWTVIGWYV~ALIWA~ 103 (104)
Foweutobob=| oo+ |+ Rt 4 £ % T P B E o

T Consensus 2 ~avanvilaimawPPlaVansng - - -mamnnmicas) - - tavnnniPgaeihAe 45 (49)

T PFO1679.16 2 FIRLLLVFFLPPVAVYMQFG---VGHYFWISVIL--TLLGFVPGLLYSL 45 (49)

T ss_pred hHHHHHHHHhhHHHHHHHcC - - - CcHHHHHHHHH - - HHHHHHHHHHHHH

Template alignment | Template 3D structure | PDBe (http://www.ebi.ac.uk/pdbe/entry/pdb/5ir6)

5IR6 B (http://pdb.rcsh.org/pdb/explore.do?structureld=5IR6) Bd-type quinol oxidase subunit I; bd oxidas:
oxidoreductase; HET: HDD, HEB; 3.8A {Geobacillus stearothermophilus K1041}

Probability: 48.83 E-value: 420.0 Score: 23.42 Aligned Cols: 83 Identities: 12% Similarity: 0.07

Q ss_pred chhHHHHHHHHHh ¢ cHHHHHHHHHHHHHHHHhCcCC- - - - - - - - - - hhHHHHHHHHHHHHHHHHHHHH ¢
Q Q_2700928 16 PQADAAARAAKRKGRIEGWLALGAIVALIVLMSIS---------- PGHALLVVFGTAYFVPTIVAYYF
Q Consensus 16 1 I pg~~L~vi~1~1YFLPtIIA~~F

P S [ Foveteea it it [P S SRR o S S |
T Consensus 189 ~l~~ra~~~a 1 -~ lnmmn s s
T 5IR6_B 189  AGDEQARALLRRYALLWSGPTMLSALLIIYQLRYHNPEHYDNLWNVAWML-VISFLF-FVITVWLLGF
T ss_dssp SSCHHHHHHHHHHHHHCCCCCHHHHHHHHHHHT TS CHHHHHHHHHTHHHH - HHHHHH - HHHHHHHHH S
T ss_pred ¢ ¢cHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHh c CHHHhhhhhhHHHHH - HHHHHH - HHHHHHHHh ¢


http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam13829
http://pfam.xfam.org/family/PF13829.5#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam11804
http://pfam.xfam.org/family/PF11804.7#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam01679
http://pfam.xfam.org/family/PF01679.16#tabview=tab0
http://www.ebi.ac.uk/pdbe/entry/pdb/5ir6
http://pdb.rcsb.org/pdb/explore.do?structureId=5IR6

10.

1.

Q ss_pred CChHHHHHHHHHHHHHHHHHHHHHH
Q Q_2700928 76 SLKQPVAVINVFLGWTFIGWVVALA 100 (104)
Q Consensus 76 ~nnnnIN1INI~IGWTVIGWV~ALTI 100 (104)

+ - P E e
T Consensus 257  ~esmnafanSannnsn s y 281 (342)
T 5IR6_B 257 RFGWAFIALLFQYAFAFYAYGISHY 281 (342)
T ss_dssp CTHHHHHHHHHHHHHHHHHHHHHHC
T ss_pred ¢ chHHHHHHHHHHHHHHHHHHHHhh

Template alignment | Template 3D structure | PDBe (http://www.ebi.ac.uk/pdbe/entry/pdb/5doq)

5D0Q B (http://pdb.rcsb.org/pdb/explore.do?structureld=5D0Q) Bd-type quinol oxidase subunit I; bd oxid
oxidase, oxidoreductase; HET: HDD, HEB; 3.05A {Geobacillus thermodenitrificans (strain NG80-2)}
Probability: 48.83 E-value: 420.0 Score: 23.42 Aligned Cols: 83 Identities: 12% Similarity: 0.07

Q ss_pred chhHHHHHHHHHh c cHHHHHHHHHHHHHHHHhCccC- - - - - - - - - - hhHHHHHHHHHHHHHHHHHHHHC
Q Q_2700928 16 PQADAAARAAKRKGRIEGWLALGAIVALIVLMSIS---------- PGHALLVVFGTAYFVPTIVAYYF
Q Consensus 16 1 I pg~~L~vi~1~1YFLPtIIA~~F
R S S [ Foveteen et [P S = U S S |
T Consensus 189 ~l~~ra~~~a 1 B I
T 5D0OQ_B 189 AGDEQARALLRRYALLWSGPTMLSALLIIYQLRYHNPEHYDNLWNVAWML-VISFLF-FVITVWLLGF
T ss_dssp SSCHHHHHHHHHHHHHCCCCCHHHHHHHHHHHT TS CHHHHHHHHHSHHHH - HHHHHH - HHHHHHHHH S
T ss_pred ¢ cHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHh c CHHHhhhhhhHHHHH - HHHHHH - HHHHHHHHh ¢
Q ss_pred CChHHHHHHHHHHHHHHHHHHHHHH
Q Q_2700928 76 SLKQPVAVINVFLGWTFIGWVVALA 100 (104)
Q Consensus 76  ~~man I~11IN1~1GWTVIGWV~ALI 100 (104)
+ - B P e
T Consensus 257  ~emnafasSanmnnnnnnnn s y 281 (342)
T 5D0Q_B 257 RFGWAFIALLFQYAFAFYAYGISHY 281 (342)
T ss_dssp CTHHHHHHHHHHHHHHHHHHHHHHC
T ss_pred cchHHHHHHHHHHHHHHHHHHHHhh

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam15795)
PF15795.4 (http://pfam.xfam.org/family/PF15795.4#tabview=tab0) ; Spec3 ; Ectodermal ciliogenesis protein
Probability: 47.74 E-value: 260.0 Score: 21.05 Aligned Cols: 57 Identities: 16% Similarity: 0.12¢

Q ss_pred hccChhHHHHHHHHHHHHHHHHHHH - - - - - - - - - - HcCCCChHHHHHHHH- - - - - - - - HHHHHHHHHE
Q Q_ 2700928 47  MSISPGHALLVVFGTAYFVPTIVAY---------- YRKASLKQPVAVINV-------- FLGWTFIGW\
Q Consensus 47 ~vimpgeslavial~1YFLPEIIA~----------~RohonnnnI~1INL-- - - - - - 1GWTVIGW\

S IS B I E = eI I a s comtHt] A
T Consensus 6 lp~~~an~C~vilNineaPG~GTiisgv~~~C N~aVG~1Ql~vt~van~ 1VGIT
T PF15795.4 6 LPMWLAIICCIFNFIIPGSGTIISGLSLLCHEVKKKKDRFRKLKQCLINVSVGVIQFACIVFCLIGWF
T ss_pred ¢ ¢cHHHHHHHHHHHHH ¢ c chHHHHHHHHHHh ¢ c c C ¢ c ¢ c c h(HHHHHHHHHHHHHHHHHHHHHHHHHHHE
Q ss_pred HHHHh

Q Q_2700928 99 LAMAV 103 (104)

Q Consensus 99 LIWA~ 103 (104)
A+

T Consensus 76 I~WGi 80 (86)

T PF15795.4 76 IIWGT 80 (86)

T ss_pred HHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam09656)



http://www.ebi.ac.uk/pdbe/entry/pdb/5doq
http://pdb.rcsb.org/pdb/explore.do?structureId=5DOQ
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam15795
http://pfam.xfam.org/family/PF15795.4#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam09656

12.

13.

14.

15.

PF09656.9 (http://pfam.xfam.org/family/PF09656.9#tabview=tab0) ; PGPGW ; Putative transmembrane pro:
Probability: 42.93 E-value: 110.0 Score: 20.88 Aligned Cols: 46 Identities: 9% Similarity: 0.043

Q ss_pred HHHHHHHHHHHHh ¢ ¢ C - hhHHHHHHHHHHHHHHHHHHHHCCCCChHH
Q Q_2700928 35  LALGAIVALIVLMSIS-PGHALLVVFGTAYFVPTIVAYYRKASLKQP 80 (104)
Q Consensus 35  ~~le~annmmannnic-pgeslavielolYFLPIIA~~R~hann~~ 80 (104)

T e T % T 1 E T P T S S S [ S s
T Consensus 7 ~GrnlVanGrinan1PGPGr lnvinanGlvilevmann WAPpP~l~~~p~~ 53 (53)
T PFO9656.9 7 AGMCLLIFGIIILPTPAPGWLCIFIALGILSLVHPPTRRLTIWLASK 53 (53)
T ss_pred HHHHHHHHHHHHh c CCC chHHHHHHHHHHHHh c CHHHHHHHHHHHCC

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam13198)
PF13198.5 (http://pfam.xfam.org/family/PF13198.5#tabview=tab0) ; DUF4014 ; Protein of unknown functior
Probability: 33.16 E-value: 330.0 Score: 20.57 Aligned Cols: 33 Identities: 24% Similarity: 0.254

Q ss_pred Hhc cHHHHHHHHHHHHHHHHh - c cChhHHHHHHHHHH

Q Q_2700928 27 RKGRIEGWLALGAIVALIVLM-SISPGHALLVVFGTA 62 (104)

Q Consensus 27 1 -~inpgesLlovicalsl 62 (104)
[+.].. EESE = e I [ I e 1

T Consensus 11 RKSR~~---E~LF~iLFivLmipisp~~~vw~iGk~~ 44 (72)

T PF13198.5 11 RQSRFK---EALFFPLFLILMVPISPIFFIWLAGVQA 44 (72)
T ss_pred chHHHH - - -HHHHHHHHHHHH c C c chHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam05656)
PF05656.13 (http://pfam.xfam.org/family/PF05656.13#tabview=tab0) ; DUF805 ; Protein of unknown functic
Probability: 32.31 E-value: 440.0 Score: 18.71 Aligned Cols: 79 Identities: 14% Similarity: 0.10z2

Q ss_pred HHh ¢ cHHHHHHHHHHHHHHHHhCC - - - - - - - - - - - - ChhHHHHHHHHHHHHHHHHHHHHCCCCChHHE
Q Q_2700928 26  KRKGRIEGWLALGAIVALIVLMSI------------ SPGHALLVVFGTAYFVPTIVAYYRKASLKQP\
Q Consensus 26 1 i----mmmme pg~~L~vi~1l~1YFLPtIIA~~R~h~annn]

DO I I e R S S S B T R T O [T St N B e e S
T Consensus 6 GR~~R~~fWA~~ 1 1 i VRR1hD~g~s
T PFO5656.13 6 GRAQRSEFWWFALFNFIASAVLQILDRALFGWMVNGQDVGVLAPIYALAVLLPSLAVGARRLHDTDRS
T ss_pred CCCCHHHHHHHHHHHHHHHHHHHHHHHHHhh ¢ c cCCc chHHHHHHHHHHHHHHHHHHHHHHHh cCCCC
Q ss_pred HHHHHHHHHHHHHHHHHHHhC

Q Q_2700928 84 INVFLGWTFIGWVVALAMAVK 104 (104)

Q Consensus 84 IN1~1GWTVIGWV~ALIWA~~ 104 (104)
PR TE = RS

T Consensus 76 ~anlnliPrnsmnnn I~l~~~n 96 (109)

T PFO5656.13 76 WLLLGLIPVLGALVLIWFFIQ 96 (109)

T ss_pred HHHHHHHHHHHHHHHHHHHh C

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam06305)

PF06305.10 (http://pfam.xfam.org/family/PF06305.10#tabview=tab0) ; LapA_dom ; Lipopolysaccharide asse
domain

Probability: 31.71 E-value: 300.0 Score: 18.8 Aligned Cols: 21 Identities: 24% Similarity: 0.422

Q ss_pred HHHHHHHHHHHHHHHHHHHHH

Q Q_2700928 79 QPVAVINVFLGWTFIGWVVAL 99 (104)

Q Consensus 79 ~~I~11N1~1GWTVIGWV~AL 99 (104)
e i A I

T Consensus 21 ~lailemmnlGunlamnlons 41 (72)

T PFe6305.10 21 SLVMILAVIAGATLVGLFTGY 41 (72)


http://pfam.xfam.org/family/PF09656.9#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam13198
http://pfam.xfam.org/family/PF13198.5#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam05656
http://pfam.xfam.org/family/PF05656.13#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam06305
http://pfam.xfam.org/family/PF06305.10#tabview=tab0

16.

17.

18.

19.

T

ss_pred

HHHHHHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam14256)

PF14256.5 (http://pfam.xfam.org/family/PF14256.5#tabview=tab0) ; YwiC ; YwiC-like protein

Probability: 31.26

Q ss_pred

Q
Q

Q_2700928

Consensus

Consensus
PF14256.5

ss_pred

20
20

50
50

Template alignment
TIGR00947 (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cqi?uid=TIGR00947) 2A73; putative bicarbo

E-value: 530.0 Score: 20.04 Aligned Cols: 60 Identities: 8% Similarity: 0.004

HHHHHHHHh ¢ cHHHHHHHHHHHHHHHHh ¢ c Chh HHHHHHHHHHHHHHHHHHHHC CCCChH
AAARAAKRKGRIEGWLALGAIVALIVLMSISPGHALLVVFGTAYFVPTIVAYYRKASLKQ 79 (1€

1 inpge~Lavinl~1YFLPtITA~~R~h~nn~ 79 (1€
I P S A S o S S S PP TP T = P S SR A
k Y~~ia lnvnnprllanansnn pl~~y~nn~as~pr~eRsl~ 109 (1

KTKRNDPYVPAAARYGAIAVVGLVVSLWQQPALFYFGLAMTPFFLVNTYYSKKKNERAFW 109 (1
hcccccchHHHHHHHHHHHHHHHHHHHH ¢ C c hHHHHHHHHHHHHHHHHHHHHh cCc chHH

IctB family. This family of proteins is suggested to transport inorganic carbon (HCO3-), based on the phenc
of IctB in Synechococcus sp.

Probability: 30.94

Q
Q
Q

ss_pred
Q_2700928

Consensus

Consensus
TIGROO947

ss_pred

Q ss_pred

Q Q_2700928

Consensus

Consensus
TIGROO947

ss_pred

23
23

91
91

79
79

E-value: 700.0 Score: 20.59 Aligned Cols: 74 Identities: 15% Similarity: 0.09

HHHHHh ¢ cHHHHHHHHHHHHHHHHh ¢ c ChhHHHHHHHHHHHHHHHHHHHHC CCCCh - -HHHHHHHHHE
RAAKRKGRIEGWLALGAIVALIVLMSISPGHALLVVFGTAYFVPTIVAYYRKASLK--QPVAVINVFL

1 i~pgrmLavinl~lYFLPtITA~~R~henn = - mnI~11N1~]

[ S S R PSP PP (PP PN R Tt N S ot
1 p

RASSWLLQWLEPLAGGLLALLLVLAPFVSTTGLGLVLAACGALWLLLTLVDQPQKRLTPIHLLVLLYW

¢ ¢ chHHHHHHHHHHHHHHHHHHHHh ¢ ¢ c CchHHHHHHHHHHHHHHHHHHh ¢ CCc CCCCHHHHHHHHHE

HHHHHH
TFIGWY 96 (104)
TvIGWY 96 (104)
P o P

~~isen 84 (425)
AALATG 84 (425)
HHHHHH

Template alignment | Template 3D structure | PDBe (http://www.ebi.ac.uk/pdbe/entry/pdb/3hd7)

3HD7 F (http://pdb.rcsb.org/pdb/explore.do?structureld=3HD7) Vesicle-associated membrane protein 2, S\

MEMBRANE PROTEIN, COILED-COIL, 4-HELICAL BUNDLE; HET: SO4, GGG; 3.4A {Rattus norvegicus}

Probability: 30.28

Q

ss_pred
Q_2700928

Consensus

Consensus
3HD7_F
ss_dssp

ss_pred

17
17

71
71

E-value: 430.0 Score: 17.99 Aligned Cols: 31 Identities: 10% Similarity: 0.187

hhHHHHHHHHHA ¢ cHHHHHHHHHHHHHHHHA
QADAAARAAKRKGRIEGWLALGAIVALIVLM 47 (104)
1 47 (104)

PR o o O R R T Bt ot O 5 ok ok o O 5 ok o
~1l~~a i 101 (109)
DTKKAVKYQSKARRKKIMIIICCVILGIIIA 101 (109)
HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH

HHHHHHHHHhHHHHHHHHHHHHHHHHHHHHH

Template alignment | Template 3D structure | PDBe (http://www.ebi.ac.uk/pdbe/entry/pdb/2m8r)
2M8R A (http://pdb.rcsb.org/pdb/explore.do?structureld=2M8R) Syntaxin-1A; syntaxin, SNARE, Prefusion,

NMR {Rattus norvegicus}


http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam14256
http://pfam.xfam.org/family/PF14256.5#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=TIGR00947
http://www.ebi.ac.uk/pdbe/entry/pdb/3hd7
http://pdb.rcsb.org/pdb/explore.do?structureId=3HD7
http://www.ebi.ac.uk/pdbe/entry/pdb/2m8r
http://pdb.rcsb.org/pdb/explore.do?structureId=2M8R

20.

21.

22,

23.

Probability: 30.28 E-value: 430.0 Score: 17.99 Aligned Cols: 31 Identities: 10% Similarity: 0.187

Q ss_pred hhHHHHHHHHHh ¢ cHHHHHHHHHHHHHHHHh
Q Q_2700928 17 QADAAARAAKRKGRIEGWLALGAIVALIVLM 47 (104)

Q Consensus 17 1 47 (104)

B N T o o o S S

T Consensus 71 ~1~~a i 101 (109)
T 2M8R_A 71 DTKKAVKYQSKARRKKIMIIICCVILGIIIA 101 (109)
T ss_dssp HHTCSCCSSTTHHHHHHHHHHHHHHHHHHHH
T ss_pred HHHHHHHHHhHHHHHHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam12273)
PF12273.7 (http://pfam.xfam.org/family/PF12273.7#tabview=tab0) ; RCR ; Chitin synthesis regulation, resis
Probability: 30.19 E-value: 140.0 Score: 23.86 Aligned Cols: 29 Identities: 7% Similarity: -0.032

Q ss_pred hHHHHHHHHHHHHHHHHHHHHCCCCChHH
Q Q_2700928 52 GHALLVVFGTAYFVPTIVAYYRKASLKQP 80 (104)

Q Consensus 52 g~~Lavinl~lYFLPEITA~~R~h~~nn~ 80 (104)
. |+++.+++++.++=++. P o S i ak

T Consensus 1 RWV1~vaviIna~]lam~leo~~m~aRRRPOPPE 29 (133)

T PF12273.7 1 RWIVLGVLLLVVLLVAFSCSCLARRRRRR 29 (133)

T ss_pred ChHHHHHHHHHHHHHHHHHHHHHHHHHHh

Template alignment | CDD (http://www.ncbi.nIm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam04505)
PF04505.11 (http://pfam.xfam.org/family/PF04505.11#tabview=tab0) ; CD225 ; Interferon-induced transmei
Probability: 28.34 E-value: 130.0 Score: 19.92 Aligned Cols: 37 Identities: 22% Similarity: -0.00

Q ss_pred ccccccccccchhHHHHHHHHHNh ¢ cHHHHHHHHHHHH

Q Q_2700928 6 DQPAYQPGYYPQADAAARAAKRKGRIEGWLALGAIVA 42 (104)

Q Consensus 6 1 42 (104)
N I P = = I IR o S S

T Consensus 31 gr~~na a iim~nigenn~in 67 (68)

T PFO4505.11 31 SRDRKMVGDVIGAQAFASIAKCLNISALTIQLLVVLA 67 (68)
T ss_pred HHHHHHh CCHHHHHHHHHHHHHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam05084)
PF05084.12 (http://pfam.xfam.org/family/PF05084.12#tabview=tab0) ; GRA6 ; Granule antigen protein (GRA
Probability: 28.27 E-value: 240.0 Score: 24.79 Aligned Cols: 42 Identities: 21% Similarity: 0.381

Q ss_pred ccccccccccchhHHHHHHHHHh ¢ cHHHHHHHHHHHHHHHHN

Q Q_2700928 6 DQPAYQPGYYPQADAAARAAKRKGRIEGWLALGAIVALIVLM 47 (104)

Q Consensus 6 1 47 (104)
I I I O I R O S IR OO O o e

T Consensus 128  ~~~rp~~Vge~~~kv~sKR~Q~RHR1IGa~V1Aa~VA~L~~~ 169 (215)
T PFO5084.12 128 TRRRYSSVQEPQAKVPSKRTQKRHRLIGAVVLAVSVAMLTAF 169 (215)
T ss_pred ccccccccccccccccchhHHHHHHHHHHHHHHHHHHHHHHH

Template alignment

TIGR03750 (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cqi?uid=TIGR03750) conj_TIGR03750; conju
region protein, TIGR03750 family. Members of this protein family are found occasionally on plasmids.
Probability: 26.61 E-value: 700.0 Score: 19.2 Aligned Cols: 43 Identities: 23% Similarity: 0.258

Q ss_pred HHHHHHHHHHHHHh - c c ChhHHHHHHHHHHHHHHHHHHHHC CCC


http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam12273
http://pfam.xfam.org/family/PF12273.7#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam04505
http://pfam.xfam.org/family/PF04505.11#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam05084
http://pfam.xfam.org/family/PF05084.12#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=TIGR03750

24.

25.

26.

Q Q_2700928 34 WLALGAIVALIVLM-SISPGHALLVVFGTAYFVPTIVAYYRKAS 76 (104)

Q Consensus 34 ~onlammmnnnmnn - nispgenLavical~1YFLPEIIA~~R~h~ 76 (104)
B R i o T S e I R e I LT
T Consensus 34 grmngunlanmngaunmmnpasslaunvan]lvivngganlor1KRGK 77 (111)

T TIGRO3750 34 GLVLGLLLALLTGPWALIPTGALLGPILVVLIGGKLLARLKRGK 77 (111)
T ss_pred HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCC

Template alignment | CDD (http://www.ncbi.nIm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam06789)
PF06789.11 (http://pfam.xfam.org/family/PF06789.11#tabview=tab0) ; UPF0258 ; Uncharacterised protein f:
Probability: 26.29 E-value: 440.0 Score: 22.42 Aligned Cols: 47 Identities: 23% Similarity: 0.484

Q ss_pred CcccCcccceccccchhHHHHHHHHHA C - - cHHHHHHHHHHHHHHHHA - c ¢

Q Q_2700928 3 NIWDQPAYQPGYYPQADAAARAAKRKG--RIEGWLALGAIVALIVLM-SI 49 (1e04)

Q Consensus 3 -- 1 -~i 49 (1e04)
B I O B I P o Sl I IR AU o S O e o

T Consensus 104  ~fWm~DiYTPGyDtLLkkkE~e~kr~k~Cki~~li~~a~c~li~iivvpi 153 (156)
T PF06789.11 104  EYWMEDIYTPGYDSLLKRKEAEFRRAKVCKIGALIAAAACTVILVIVVPI 153 (156)
T ss_pred hhhHhc ccCcchhHhhHHHHHHHHHHhHHHHHHHHHHHHHHHHHHHHhHH

Template alignment | CDD (http://www.ncbi.nIm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam12263)
PF12263.7 (http://pfam.xfam.org/family/PF12263.7#tabview=tab0) ; DUF3611 ; Protein of unknown functior
Probability: 26.22 E-value: 920.0 Score: 20.39 Aligned Cols: 58 Identities: 22% Similarity: 0.26¢

Q ss_pred CchhHHHHHHHHHh c cHHHH - -HHHHHHHHHHHHh - - - - - - = - - - - - - - - ¢ cChhHHHHHHHHHHHHF
Q Q_2700928 15  YPQADAAARAAKRKGRIEGW- - LALGAIVALIVLM--------------- SISPGHALLVVFGTAYF\
Q Consensus 15 R B ~i~pge~Laovinel~1YFL

T o = = el I o L e S e P R R S |
T Consensus 1 o~ a~~lranGWi~cFW~QlvLgvVs~~illfassannnmnnnsnnn gr~ngannannglan]lan
T PF12263.7 1 STNVLKVVRALNMAGWIGFWAQSVLAVISTLILLFAIISRSAGGSAQSNPGTGAGTFLAFLGLIAVYL
T ss_pred ChHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHh ¢ c cCCCCCCCCc chHHHHHHHHHHHHHHE
Q ss_pred HHHHH

Q Q2700928 68  IVAYY 72 (104)

Q Consensus 68 IIA~~ 72 (104)
+ot+t

T Consensus 71 fw~fr 75 (179)

T PF12263.7 71 FWNFR 75 (179)

T ss_pred HHHhH

Template alignment

TIGR04242 (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cqi?uid=TIGR04242) nodulat_NodC; chitooli
synthase NodC. Members of this family are NodC, an N-acetylglucosaminyltransferase involved in the proc
nodulation factors through which rhizobia establish symbioses with leguminous plants.

Probability: 24.85 E-value: 820.0 Score: 19.33 Aligned Cols: 70 Identities: 9% Similarity: -0.107

Q ss_pred HHHHHHHHHHHHHHHHh ¢ c C - hhHHHHHHHHHHHHHHHHHHHH ¢ CCCChHHHHHHHHHHHH - HHHHHE
Q Q_2700928 31 IEGWLALGAIVALIVLMSIS-PGHALLVVFGTAYFVPTIVAYYRKASLKQPVAVINVFLGW-TFIGW\

Q Consensus 31 1 i~-pgr~Lavial~lYFLPEITA~~R~h~annnI~1IN1I~1GW-TVIGWY

T Consensus 313
T TIGRO4242 313  PLLLALSVLTGLAQLALTATVPWWTILVIAAMTIIRCCVAALRARQLRFLGFSLHTFINIFLLLPLKA
T ss_pred HHHHHHHHHHHHHHHHH ¢ c CHHHHHHHHHHHHHHHHHHHHHHHK C c c h(HHHHHHHHHHHHHHHHHHHE

Q ss_pred HH


http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam06789
http://pfam.xfam.org/family/PF06789.11#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam12263
http://pfam.xfam.org/family/PF12263.7#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=TIGR04242

27.

28.

29.

30.

Q Q 2700928 99 LA 100 (104)
Q Consensus 99 LI 100 (104)

T Consensus 383 ~~ 384 (395)
T TIGRO4242 383 LC 384 (395)
T ss_pred HH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam11990)
PF11990.7 (http://pfam.xfam.org/family/PF11990.7#tabview=tab0) ; DUF3487 ; Protein of unknown functior
Probability: 23.36 E-value: 850.0 Score: 18.99 Aligned Cols: 43 Identities: 7% Similarity: 0.077

Q ss_pred HHHHHHHHHHHHHh - c c Chh HHHHHHHHHHHHHHHHHHHHC CCC

Q Q_2700928 34 WLALGAIVALIVLM-SISPGHALLVVFGTAYFVPTIVAYYRKAS 76 (104)

Q Consensus 34 ~onlavmnmnnmnnn s nispganLavicel~1YFLPEIIA~~R~h~ 76 (104)
B o PP S IR S S T o o PP X i S

T Consensus 36 gl~lganmnmnnganannptaoslaonan]l~vlaongganl~rKRGK 79 (115)
T PF11990.7 36 GFVLGLLGFIVLGSWVLIFIGMLVTPLPVVLYTSNKFSKLKRGK 79 (115)
T ss_pred HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH cHHHHHHHhCCC

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam06388)
PF06388.10 (http://pfam.xfam.org/family/PF06388.10#tabview=tab0) ; DUF1075 ; Protein of unknown functi
Probability: 22.85 E-value: 490.0 Score: 21.52 Aligned Cols: 27 Identities: 26% Similarity: 0.31€

Q ss_pred CcChHHHHHHHHHHHHHHHHHHHHHHHH

Q Q2700928 76  SLKQPVAVINVFLGWTFIGWVVALAMA 102 (104)

Q Consensus 76 ~ammnIn1INI~1IGWTVIGWY~ALINA 102 (104)
T J PE ol B = S ) R

T Consensus 85 rnk~RIkv~~amim~tiigemnmavanG 111 (142)

T PF06388.10 85 KNKIRIKVSYLMIALTLAGCVVMIAEG 111 (142)

T ss_pred hHHHHHHHHHHHHHHHHHHHHHHHHHH

Template alignment | Template 3D structure | PDB (http://pdb.rcsb.org/pdb/explore.do?structureld=4pv1) | NCI
(http://www.ncbi.nIm.nih.gov/entrez/query.fcgi?SUBMIT=y&db=structure&orig db=structure&term=4pv1)
d4pvib (http://scop.berkeley.edu/sid=d4pvib ) f.32.1.1 (B:) Subunit IV of the cytochrome b6f complex {Ma
laminosus [TaxId: 83541]}

Probability: 21.8 E-value: 970.0 Score: 19.05 Aligned Cols: 46 Identities: 20% Similarity: 0.192

Q ss_pred HHHHHHHHHHHHHHHHHH - HHc CCCChHHHHHHHHHHHHHHHHHHHH

Q Q_2700928 53 HALLVVFGTAYFVPTIVA-YYRKASLKQPVAVINVFLGWTFIGWVVA 98 (104)

Q Consensus 53 ~nLavinel~1YFLPEIIA-~~Ravh~annnI~1INI~IGWTVIGWYV~A 98 (104)
T R 0 = I DU N P I = o

T Consensus 98  ~evmmmmmas 1~11Pfldr rp l~~lg~ 144 (159)

T d4pvlb_ 98 LLMASVPLGLILVPFIENVNKFQNPFRRPVATTIFLFGTLVTIWLGI 144 (159)

T ss_dssp HHHHHHHHHHHHSTTTGGGCCCCSTTTCHHHHHHHHHHHHHHHHHHH

T ss_pred HHHHHHHHHHHHHHHh c c c c c cCCc c c cHHHHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam07332)

PF07332.10 (http://pfam.xfam.org/family/PF07332.10#tabview=tab0) ; Phage_holin_3_6 ; Putative Actinobac
holin superfamily III

Probability: 21.33 E-value: 800.0 Score: 17.93 Aligned Cols: 62 Identities: 23% Similarity: 0.312

Q ss_pred HHHHHHHHh c cHHHHHHHHHHHHHHHHhccChhHHHHH - - - - - - - - - - - HHHHHHHHHHHHHHHC CCC
Q Q_2700928 20 AAARAAKRKGRIEGWLALGAIVALIVLMSISPGHALLV----------- VFGTAYFVPTIVAYYRKAS


http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam11990
http://pfam.xfam.org/family/PF11990.7#tabview=tab0
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam06388
http://pfam.xfam.org/family/PF06388.10#tabview=tab0
http://pdb.rcsb.org/pdb/explore.do?structureId=4pv1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?SUBMIT=y&db=structure&orig_db=structure&term=4pv1
http://scop.berkeley.edu/sid=d4pv1b_
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam07332
http://pfam.xfam.org/family/PF07332.10#tabview=tab0

31.

32.

33.

Q Consensus 20 1 i~pg~~lav-----------i~1~1YFLPEIIA~~R~h-

R R I T S P o A PPN + T B P S|

T Consensus 25 e | BN POV PUNEY PPN POV I B T2 20 B [ BV ) PRPNPVON

T PFO7332.10 25 DALAAARRSGQGVGWMAAALGLTILTLGFLGAGLAVWLREVLPAWAGFVAVGGGFGVLAMICALIGRF

T ss_pred HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH c h(HHHHHHHHHHHHHHHHHHHHHHhhE
Q ss_pred HHH

Q Q_2700928 79 QPV 81 (1e04)

Q Consensus 79 ~~I 81 (104)

T Consensus 95 ~~~ 97 (113)
T PFO7332.10 95 AEV 97 (113)
T ss_pred HHH

Template alignment | Template 3D structure | PDBe (http://www.ebi.ac.uk/pdbe/entry/pdb/4h13)

4H13 B (http://pdb.rcsb.org/pdb/explore.do?structureld=4H13) Cytochrome b6, Cytochrome bé6-f complex;
sheet, Plastoquinol-plastocyanin; HET: SQD, OCT, MYS, OPC, TDS, BCR, HEM, 7PH, UMQ, CLA, 8K6; 3.07A {Ma:
laminosus}

Probability: 21.23 E-value: 1000.0 Score: 19.06 Aligned Cols: 46 Identities: 20% Similarity: 0.1¢

Q ss_pred HHHHHHHHHHHHHHHHHH - HH c CCCChHHHHHHHHHHHHHHHHHHHH
Q Q_2700928 53 HALLVVFGTAYFVPTIVA-YYRKASLKQPVAVINVFLGWTFIGWVVA 98 (104)

Q Consensus 53 ~~Lavial~1YFLPEITA-~~Reh~vnnnnI~1INI~1IGWTVIGWY~A 98 (104)
N R T U S Sy N R T N E N

T Consensus 99  ~mmmamman 1~~1Pf1d rp v l~~1g~ 145 (160)

T 4H13_B 99 LLMASVPLGLILVPFIENVNKFQNPFRRPVATTIFLFGTLVTIWLGI 145 (160)

T ss_dssp HHHHHHHHHHHHHHHHGGGSCCCSSTTCHHHHHHHHHHHHHHHHHHH

T ss_pred HHHHHHHHHHHHHHHh c c c c c cCCc ¢ c cHHHHHHHHHHHHHHHHHHH

Template alignment | Template 3D structure | PDBe (http://www.ebi.ac.uk/pdbe/entry/pdb/21k9)

2LK9 A (http://pdb.rcsb.org/pdb/explore.do?structureld=2LK9) Bone marrow stromal antigen 2; Membran
ANTIVIRAL PROTEIN-IMMUNE SYSTEM; NMR {Homo sapiens}
Probability: 20.46 E-value: 520.0 Score: 17.0 Aligned Cols: 22 Identities: 32% Similarity: 0.072

Q ss_pred HHhc cHHHHHHHHHHHHHHHHh

Q Q_2700928 26 KRKGRIEGWLALGAIVALIVLM 47 (104)

Q Consensus 26 1 47 (104)
B I R B ol (PR S

T Consensus 3 ~kl~vsWanile~LvavsLoV~1 24 (35)

T 2LK9_A 3 SKLLLGIGILVLLIIVILGVPL 24 (35)

T ss_dssp - - CHHHHHHHHHHHHHHHHHHH

T ss_pred hhHHHHHHHHHHHHHHHHHHHH

Template alignment | CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam14316)
PF14316.5 (http://pfam.xfam.org/family/PF14316.5#tabview=tab0) ; DUF4381 ; Domain of unknown functiol
Probability: 20.31 E-value: 490.0 Score: 19.9 Aligned Cols: 33 Identities: 15% Similarity: 0.047

Q ss_pred ccChhHHHHHHHHHHHHHHHHHHHHC CCCChHH
Q Q_2700928 48 SISPGHALLVVFGTAYFVPTIVAYYRKASLKQP 80 (104)
Q Consensus 48 ~inpga~lavial~1YFLPEIIA~~R~h~nn~~ 80 (104)

I [ e S o I e
T Consensus 16 P~a~GW1lll~l~l~anl~vssssmnnppasssssyr 48 (135)
T PF14316.5 16 PPLLVWLLLAILLVALIALALWQWRRYRRLAPV 48 (135)
T ss_pred chhHHHHHHHHHHHHHHHHHHHHHHHHHC CHHH


http://www.ebi.ac.uk/pdbe/entry/pdb/4h13
http://pdb.rcsb.org/pdb/explore.do?structureId=4H13
http://www.ebi.ac.uk/pdbe/entry/pdb/2lk9
http://pdb.rcsb.org/pdb/explore.do?structureId=2LK9
http://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=pfam14316
http://pfam.xfam.org/family/PF14316.5#tabview=tab0
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