Supplementary Figure 1

Query Sat_Feb 14 18:33:14_+0100_2009 (seq=MGNCHTVGPN...LIKKATGVQV Len=428 Neff=7.8 Nseqs=302)

Parameters score SS:yes search:local realign with MAP:yes MAP threshold=0.0
Prob E-value P-value Score SS Cols Query HMM Template HMM

Flotillin 2; BAND 7 dom 99.8 4.3E-20 2.2E-24 203.8 6.9 143 17-178 1-143 (143)

PH stomatin; archaea, t 99.7 1.6E-15 8.3E-20 161.4 15.6 188 37-266 1-188 (188)
2zuo A MVP, major vault protei 99.6 2.6E-11 1.4E-15 122.2 32.7 365 1-408 456-861 (861
2zuo A MVP, major vault protei 95.7 0.16 8E-06 31.5 19.6 398 1-422 320-861 (861)
3etk A Uncharacterized metal-d 50.9 7.8 0.0004 15.7 3.1 356 1-427 42-534 (534)
2k5c_A Uncharacterized protein 28.4 16 0.0008 12.9 3.3 89 67-193 1-95 (95
lvg8 T 50S ribosomal protein L 18.0 23 0.0012 11.3 2.0 73 1-98 38-120 (120
2p9x A Hypothetical protein PH 16.8 24 0.0013 11.1 3.5 86 78-198 1-99 (99
3ecf A NTF2-like protein; YP_3 15.8 25 0.0013 11.0 0.4 86 1-120 20-130 (130)
lvpr A Luciferase; beta barrel 13.5 29 0.0015 10.4 0.6 110 1-119 212-374 (374)
No 1

lwin A Flotillin 2; BAND 7 domain, structural ge
{Mus musculus} SCOP: d.43.2.1

Probab=99.80 E-value=4.3e-20 Score=203.78

01000 HAaHdaAa43 01000 HAaHdAa43 010100

HHaHaa3

3bk6 A PH stomatin;
membrane protein;
Probab=99.68

00000 HAaHdaa343 0000 HAaHdaa343 0000

HHaHa343

nomics, ri

ken

Aligned_cols=143

structural genomics/proteomics initiative,

Identities=93%

Similarity=1.248

ss_pred ECCCCCCCCEEEECCEEEEEEEEEEEEEEECEEEEEECCCCCEECCCCEEEEEEEEEEEEECCCHHHHHHHHHHHHCCCH

ss_conf 44557988759977929999767789999665899706886335139928999999999978979999999998827889

Sat_Feb 14 _18: 17 GGCCGSDYKQYVFGGWAWAWWCISDTQRISLEIMTLQPRCEDVETAEGVALTVTGVAQVKIMTEKELLAVACEQFLGKNV

Consensus 17 gr~~gre~~~kUus~ge s~ U Prs s v f sy Al v vy v a s v v s Vs v f vy B v v
l. N L B e I I [ [ o (N I AP e A o [

Consensus 1 ~~ ~ ~mnpy~ 1~ lennagev~TRD~ v~ i~vV~av~~~rI~dv~~~viv~A~v~rfl~v v~

lwin_ A 1 GS———————-———- SG-—————--— SSGQRISLEIMTLQPRCEDVETAEGVALTVTGVAQVKIMTEKELLAVACEQFLGKNV

ss_dssp cc C CCCSCCCSCEEECCCEEEEECSSSCEEEECCEEEEEECCCSSCCHHHHHHHSSSCH

ss_pred cc C CCEEEEEEEEEECCCCCEEECCCCCEEEEEEEEEEEEECCHHHHHHHHHHHCCCCH

ss_conf 99-———--————— 88-————--- 730671106897458880678579968999999999991576999999988606988

ss_pred HHHHHHHHHHHHHHHHHHHHHCCHHHHHHHHHHHHHHHHHHHHHHHHHCCEEEEEEEEEECCCCHHHHHHHHHHHHHHHEH

ss_conf 99999999999999999996567999986399999999999999986372799999876136955578999999999999

Sat_Feb 14 _18: 97 QDIKNVVLQTLEGHLRSILGTLTVEQIYQDRDQFAKLVREVAAPDVGRMGIEILSFTIKDVYDKVDYLSSLGKTQTAVVQ

Consensus 97 ~~immmmmnnns g~1R~v~~~~t~eei~~~Rv~fr~~y~~ry~~dl~~~Gl~l~~~~i~di~dv~~~~~a~gr~~~ae~~
B P R e I I I B e I I B I e o I e e R e

Consensus 62 ~~mnn~ R aatatd lR~vig~~tl~ei~~~R~~i~~~i~~~i~~~l~~~GieV~~v~I~dI ~~~~~~~~ al~~~~~ A~~~

lwin A 62 QDIKNVVLQTLEGHLRSILGTLTVEQIYQDRDQFAKLVREVAAPDVGRMGIEILSFTIKDVYDKVDYLSSLGKTQTSGPS

ss_dssp HHHHHHHHHHHHHHHHHHHHHSCHHHHHHTHHHHHHHHHHHHHHHHATTTTEEEEEEECCCEECTTCHHHHHCCCCCCCCC

ss_pred HHHHHHHHHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHHHHHHHHHCCEEEEEEEEEECCCCHHHHHHHHHHHHHCCC

ss_conf 89999999999999999970052999975399999999999999998578799999998637849999999999984664

ss_pred HH

ss_conf 99

Sat_Feb_14_18: 177 RD 178 (428)

Consensus 177 r~ 178 (428)

Consensus 142 ~~ 143 (143)

lwin_ A 142 sSG 143 (143)

ss_dssp cc

ss_pred cc

ss_conf 88

No 2

RSGI;

96
96

61
61

176
176

141
141

NMR

Sum_probs=128.9

(428)
(428)

(143)
(143)

(428)
(428)

(143)
(143)

archaea, trimer, coiled- coil, flotillin, SPFH, membrane fusion, trafficking, transmembrane,
3.20A {Pyrococcus horikoshii}

ss_pred EEEEEEEEEECEEEEEECCCCCEECCCCEEEEEEEEEEEEECCCHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHHHHEH
ss_conf 76778999966589970688633513992899999999997897999999999882788999999999999999999996
Sat_Feb 14_18: 37 WCISDTQRISLEIMTLQPRCEDVETAEGVALTVTGVAQVKIMTEKELLAVACEQFLGKNVQDIKNVVLQTLEGHLRSILG
Consensus A et R R O s v d~1~~~v~a~~~~~V~~~~~~1~~Aa~~~1 ~~~~~~ R ettt g~1R~v~~
B Rt S R R e N
Consensus 1 ~ivememan Vd~r~~~~~i~~q~VlT~D~~~V~V~~~V~er~d ~~~~~
3bk6_A 1 MIFEKAVIVDLRTQVLDVPVQETITKDNVPVRVNAVVYFRVVDPVKAVTQ- VKNYIMATSQISQTTLRSVIG
ss_dssp CCEEECCCCCSSCEEEEEEEEEEECTTSCEEEEEEEEEEEESCHHHHHAS -~ -SSCHHHHHHHHHHHHHHHHHH
ss_pred CEEEEEEEEEEEEEEECCCCCEEECCCCCEEEEEEEEEEEECCCHHHHHH-— —-CCCCCHHHHHHHHHHHHHHHH
ss_conf 95888699980578762797544626898999989999997654888871 -~ -057104679999999999997
ss_pred HCCHHHHHHHHHHHHHHHHHHHHHHHHHCCEEEEEEEEEECCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEH
ss_conf 56799998639999999999999998637279999987613695557899999999999999999999998876789988
Sat_Feb 14_18: 117 TLTVEQIYQDRDQFAKLVREVAAPDVGRMGIEILSFTIKDVYDKVDYLSSLGKTQTAVVQRDADIGVAEAERDAGIREAE
Consensus 117 ~~t~eei~~~R~~f~~~v~~~v~~d1~~~G1~1~~~~i~di~d~~~~~~a~g~~~~ae~~r~A~ia~aeaerea~i~eAe
++++++++++| B I T o ol B Il I I T B O N N S [
Consensus T2~ (oS R ettt Bt R et Gi~I~~v~i~~i~~pr~y~~g~v~~~~~he~~~~g~~~~Ae~ve~~aa~ v~ e
3bk6_A 72 QAHLDELLSERDKLNMQLQRIIDEATDPWGIKVTAVEIKDVELPAGMQKAMARQAEAERERRARITLAEAERQAAEKLRE
ss_dssp TSCHHHHHHCHHHHHHHHHHHHHHHTGGGTEEEEEEEEEEEEEETTHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEH
ss_pred HCCHHHHHCCHHHHHHHHHHHHHHCCCCCCEEEEEEEECCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEH
ss_conf 15598752647889999999987246457447899886367998899999999999999999999999999999999999
ss_pred HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCHHHHCCCHHHHHHHHHHHHHHH
ss_conf 8888777899999999888777887898999999999985320010100331210566799999999986
Sat_Feb 14_18: 197 CKKEMLDVKFMADTKIADSKRAFELQKSAFSEEVNIKTAEAQLAYELQGAREQQKIRQEEIEIEVVQRKK 266 (428)
Consensus 197 ae~e~~~a~~~ae~eiae~~~~~ e~~~anv~~e~ e aeae~a~e~~~a~~~~~~~~ne~e~e~~~~~~ 266 (428
Consensus 152 188 (188)
3bk6_A 152 188 (188)
ss_dssp
ss_pred cceeececece
ss_conf 432144679

1le
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71
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196

151
151

E-value=1.6e-15 Score=161.39 Aligned cols=188 Identities=19% Similarity=0.294 Sum probs=130.6
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No 3

protein; 3.50A {Rattus norvegicus} PDB: 2zv4 N 2zv5 a 2qzv A 1lyix A

/g; # link to PDB 2zv5_a 2qzv_A 1ly7x_A

>2zuo A MVP, major vault protein; repeat domains, protein-protein complex, cytoplasm, ribonucleoprotein, structural
Probab=99.64 E-value=2.6e-11 Score=122.23 Aligned cols=365 Identities=16% Similarity=0.116 Sum_probs=160.3

Q ss_pred CCCEEEECCCEEEEEEECCCCCCCCEEEECCEEEEEEEEEEEEEEECE-—-———————- EEEEECCCC-----— CEECCC
Q ss_conf 996389579848999944557988759977929999767789999665-— -899706886------335139
Q sat_Feb_14_18: 1 MGNCHTVGPNEALVVSGGCCGSDYKQYVFGGWAWAWWCISDTQRISLE—— -IMTLQPRCE------DVETAE 63 (428)
Q Consensus 1 ~~~~~~~apre~lvitges~sgremsskVvs~sgea s TvPas s v v v v e e e e m e I~V t~d 63 (428)
.. [I+I=+.=11 . 4|||4|474+4++47+4++4++|+ lo4... b
T Consensus 456 r~v~~~vp~n~avqvy~ ~~rvv~GP~~v~L~pde~ft~1sLS~g~pK~~~~i~~1~L~1lgp~~~tD~i~veT~D 533 (861
T 2zuo_A 456 RVVSYRVPHNAAVQVYDYR--AKRARVVFGPELVTLDPEEQFTVLSLSAGRPKRPHARRALCLLLGPDFFTDVITIETAD 533 (861)
T ss_dssp BCCEEECCTTEEEEEECSS--SCCEEEECSSCEEECCSSCEECCEEECCSSSCCTTSEEESSEECSSCEEEEEEEEECTT
T ss_pred EEEEEECCCCCEEEEEECC--CCCEEEEECCCEEEECCCCEEEEEEECCCCCCCCCCEEEEEEEECCCCCEEEEEEEECC
T ss_conf 5899988898179999878--88479998882678778761689995289989998447999974487305899999715
Q ss_pred CEEEEEEEEEEEEECC-CHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHHHHHHCCHHHHHHHHHHHHHHHHHHHHHHE -
Q ss_conf 9289999999999789-79999999998827889999999999999999999965679999863999999999999999-
Q sat_Feb_14_18: 64 GVALTVTGVAQVKIMT-EKELLAVACEQFLGKNVQDIKNVVLQTLEGHLRSILGTLTVEQIYQDRDQFAKLVREVAAPD- 141 (428)
Q Consensus 64 ~i~~~y~as~svvaVnsv—~na~viccPAge s los s R it g~1R~v~~~~E~ ee1~~~R~~f~~~v~~~v~~d— 141 (428
St . el S e I e e A I S el I I -+,
T Consensus 534 harl 1~ lsynw~ ~~~~~~~~~~~~~~ F—~—v~Dngdack I-aSrIR~AVAs~ tFethknsaklIR~angv~e~~ 610 (861)
T 2zuo A 534 HARLQLQLAYNWHFELKNRNDPAEAAKLF-S-VPDFVGDACKAI-ASRVRGAVASVTFDDFHKNSARIIRMAVFGFEMSE 610 (861)
T ss_dssp CCEEEEEEEEEEEECCTTTTCHHHHHGGG-S-SSSHHHHHHHHH-HHHHHHHHTTSCHHHHHHHHHHHHHHHS SCCC--—
T ss:pred CCEEEEEEEEEEEEECCCCCCHHHHHHHH-C-CCCHHHHHHHHH-HHHHHHHHHHCCHHHHHHHHHHHHHHHHHCCCHHH
T ss_conf 40689989999999726878812578873-7-974899999999-99999998645699885029999999871435677
Q ss_pred  —ommmommmooo---ooo HHHCCEEEEEEEEEECC-CCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHA
Q ss_conf - --86372799999876136-955578999999999999999999999988767899888888777
Q sat_Feb_14_18: 142 —-VGRMGIEILSFTIKDVY-DKVDYLSSLGKTQTAVVQRDADIGVAEAERDAGIREAECKKEMLD 203 (428)
Q Consensus 142 ——==———-—— - 1~~~Gl~l~~~~i~vdiv=drrs~~n a~g~~~~ae~~r~A~ia~aeaerea~i~eAeae~e~~~ 203 (428
e T e et S U s S B A S S S
T Consensus 611 ~~~~d~ti~~~ire~~rF~angl itsvdvQsiE~~D~ ktrdaLastq~AiEIthquAeAr eA~~1EgEAr~~LEr 690 (861)
T 2zuo A 611 DTGPDGTLLPKARDQAVFPQNGLVVSSVDVQSVEPVDQRTRDALQRSVQLAIEITTNSQEAAAKHEAQRLEQEARGRLER 690 (861)
T ss dssp  —m=mm————= CCCSCEECTTTCEEEEEEEEEEEEESSHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHHHHEH
T ss:pred HHHHHHHHHHCCCHHHHHHHCCCEEHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHE
T ss_conf 65444444403543457886598322557765368889999999899999999998889999999999889999999999
Q ss_pred HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCHHHHCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHE
Q ss_conf 89999999988877788789899999999998532001010033121056679999999998699999999999999999
Q sat_Feb_14_18: 204 VKFMADTKIADSKRAFELQKSAFSEEVNIKTAEAQLAYELQGAREQQKIRQEEIEIEVVQRKKQIAVEAQEILRTDKELI 283 (428)
Q Consensus 204 a~~~ae~eiae~~~~~ e~~r~g~vvmes s aeae~a~e~~~a~~~~vvm~~ve~e~ev v~ v e~ ~ev~~r~e~ve~s~ 283 (428
+ +.+ R R s R R e h T e
T Consensus 691 QkledEaeae~ark~lleagA~saAve~~aka~A- EaeaeaEaariEaEaeiegAk- 745 (861)
T 2zuo A 691 QKILDQSEAEKARKELLELEAMSMAVESTGNAKA- EAESRAEAARIEGEGSVLQAK- 745 (861)
T ss_dssp HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-- —--HHHHHHHHHHHHHHHHHHHHH---
T ss:pred HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH-- —-HHHHHHHHHHHHHHHHHHHHH---
T ss_conf 9899999999999999999999999999999999-- --999999999999999999998---
Q ss_pred HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHE
Q ss_conf 99987999999999999999999999999999999999999757999999999999999999999871599999999999
Q sat_Feb_14_18: 284 ATVRRPAEAEAHRIQQIAEGEKVKQVLLAQAEAEKIRKIGEAEAAVIEAMGKAEAERMKLKAEAYQKYGDAAKMALVLEA 363 (428)
Q Consensus 284 a~~~~~AEaE~~~~e~~RAeae~~~~~~~ aeaeae~~r~~~eaehA~~~rmm AeAe~~~~~ aeR~~~ 363 (428
P T R I S B S S I
T Consensus 746 ~rE~ Ele~~~aq~e1EleKaK~1AeiEa~kf~a~vEAig~ 813 (861)
T 2zuo A 746 L KAQALAIETEAELERVK--KVREMELIYARAQLELEVSKAQQLANVEAKKFKEMTEALGP 813 (861)
T ss_dssp --H----HHHHHHHHHHHHHHHHH--HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHHSCT - - - THHH-HTGGG
T ss:pred —--H----HHHHHHHHHHHHHHHHH--HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCH---HHHH-HHHHH
T ss_conf --8----99999999999999999--99999999999999999999999999889999999997689---9999-99974

Q ss_pred HHHHHHHHHHHHHCCCCEEEEECCC----HHHHHHHHHHHHHHHHHHHH

Q ss_conf 9999999999986599679995997----24669999999986899999

Q Sat_Feb_14_18: 364 LPQIAAKIAAPLTKVDEIVVLSGDN----SKVTSEVNRLLAELPASVHA 408 (428)

Q Consensus 364 lpei~~~r~~~ pr~~ideivva s s s o Vs I~~~i~~ 408 (428
S S = P S S S B R T S I

T Consensus 814 g~E1gAKLL~~L-gLk~~1iTdGktpinLf~tA~gl~Gr~~~~~ p~~~~ 861 (861)

T 2zuo_A 814 GPEMQVKLLQSL-GLKSTLITDGSSPINLFSTAFGLLGLGSDGQPPAQK 861 (861)

T ss_dssp cc

T ss_pred CHHHHHHHHHHC-CCCEEEEECCCCHHHHHHHHHHHHCCCCCCCCCCCC

T ss_conf 789999998607-984478607987788888887874557789999999

No 4

protein; 3.50A {Rattus norvegicus} PDB: 2zv4 N 2zv5 _a 2qzv_A 1yix A

/g; # link to PDB 2zv5_a 2qzv_A 1ly7x A

>2zuo A MVP, major vault protein; repeat domains, protein-protein complex, cytoplasm, ribonucleoprotein, structural
Probab=95.67 E-value=0.16 Score=31.51 Aligned cols=398 Identities=16% Similarity=0.112 Sum_probs=75.7

Q ss_pred CCCEEEECCCEEEEEEECCCC---CC-———————— CCEEEECCEEEEEEEEEEEEEEECEEEEEECC-CCCEECCCCEEE

Q ss_conf 996389579848999944557---98-- -87599779299997677899996658997068-863351399289

Q sat_Feb 14 _18: 1 MGNCHTVGPNEALVVSGGCCG- YKQYVFGGWAWAWWCISDTQRISLEIMTLQPR CEDVETAEGVAL 67 (428)

Q Consensus 1 ~~ ~~~p~e~lvitg~ ~g—— ~~t~dein~ 67 (428)
B o S o . ++ Lt Pl O I

T Consensus 320 i~~~yvL~e~ealL~1~ a~~~f d~~~~~~~sr~~Gdrw~irGpr~yiP~~~veV~———~~ r~ai~L~~neGiYVrd~~TG 396 (861)

T 2zuo_ A 320 IQDVYVLSEQQGLLLKALQPLEEGESEEKVSHQAGDCWLIRGPLEYVPSAKVEVV---EERQAIPLDONEGIYVQDVKTG 396 (861)

T ss_dssp SCBCEECCEEEEEEEEEESSCBSSCSTTCCCBCTTCCEEEEESCEECCCTTEEEE---EEEECBCCCTTCEEEEEETTTC

T ss_pred CEEEEEECCCCEEEEEEEEEEEECCCCCCEEECCCCEEEEECCCCCCCCCCEEEE---EEEEEECCCCCCEEEEEECCEE

T ss_conf 3576762578658999964577279987547668868999888132388527997---6532102588853899966401

Q ss_pred EEEEEEEEEECCCHHHHHHHHHHHHCCC-HHHHHHHHHHHHHHHHHHHHHHCCHHHH--HHHHHHHH- === === ===——

Q ss_conf 9999999997897999999999882788-9999999999999999999965679999--86399999---

Q sat_Feb 14 _18: 68 TVTGVAQVKIMTEKELLAVACEQFLGKN- VQDIKNVVLQTLEGHLRSILGTLTVEQI* YQDRDQFA 131 (428)

Q Consensus 68 ~v~a~~~~aAVnnnnnniscPAge~n]~ 131 (428)
St R I e

T Consensus 397 ~VR~v-———~ Gr~~——ymL~~~Eelwek~1~~~ve~llr—~~m~mrmnmn~nn s r~~~r~v~~~vp n~avg 469 (861)

T 2zuo_A 397 KVRAV----IGST--YMLTQDEVLWEKELPSGVEELLN-LGHDPLADRGQKGTAKPLQPSAPRNKTRVVSYRVPHNAAVQ 469 (861)


http://pdb.rcsb.org/pdb/explore.do?structureId=2ZUO
http://pdb.rcsb.org/pdb/explore.do?structureId=%20%20protein;%203.50A%20%7BRattus%20norvegicus%7D%20PDB:
http://pdb.rcsb.org/pdb/explore.do?structureId=2ZUO
http://pdb.rcsb.org/pdb/explore.do?structureId=%20%20protein;%203.50A%20%7BRattus%20norvegicus%7D%20PDB:
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CEEEE----ESSC--BCCCTTEEECCCCCTTHHHHHTC---—=-—====—=—————=———— CCCCCTTBCCEEECCTTEEEE
EEEEE----ECCC--CCCCCCCEEEECCCCCCHHHHHH-CCCCHHHHHCCCCCCCCCCCCCCCCCCEEEEEECCCCCEEE
69999----6772--11677525542458801699985-56523233202368776677888787458999888981799

EC
999999999986372- 13
KLVREVAAPDVGRMG----IEILSFT IK DV
R At e N e e R i~ di

R R LS | | o4+t o+ 1+
VY~~~ rvv~GP~~v~L~pde~ft~1sLS~g~pK~~~~i~~1~L~1lgp~~~tD~i~veT~Dharl~l~lsynw~F~~
VYDYRAKRARVVFGPELVTLDPEEQFTVLSLSAGRPKRPHARRALCLLLGPDFFTDVITIETADHARLQLQLAYNWHFEL
EECSSSCCEEEECSSCEEECCSSCEECCEEECCSSSCCTTSEEESSEECSSCEEEEEEEEECTTCCEEEEEEEEEEEECC
EEECCCCCEEEEECCCEEEECCCCEEEEEEECCCCCCCCCCEEEEEEEECCCCCEEEEEEEECCCCEEEEEEEEEEEEEC
99878884799988826787787616899952899899984479999744873058999997154068998999999972

--HHHHH--HHHHHHHHHH----HHHHHHHHHHHHHHHHHH---H---
-99999--9999999999----999999988767899888~

YDKVDYL- -SSLGK--TQTAVVQRDA----DIGVAEAERDAGIREAEC---K--
—~a~gr——~ ae~~r~A----~ia~aeaerea~i~eRea
At - lo4l- 4.4+ .+ B Tt P T +.
~~~~~~~~~~~~ F~v~DfVgdack~ IaSrIR AVAs~ tFethknsaklIR angV~e~~~~~~d t1~~~1re~~rF~
KNRNDPAEAAKLFSVPDFVGDACKAIASRVRGAVASVTFDDFHKNSARI IRMAVFGFEMSEDTGPDGTLLPKARDQAVEP
TTTTCHHHHHGGGSSSSHHHHHHHHHHHHHHHHHTTSCHHHHHHHHHHHHHHHSSCCC-————=——=———— CCCSCEECT

CCCCCHHHHHHHHCCCCHHHHHHHHHHHHHHHHHHHCCHHHHHHHHHHHHHHHHHCCCHHHHHHHHHHHHHCCCHHHHHEH
68788125788737974899999999999999986456998850299999998714356776544444440354345788

—-H-HHHHHHHHHHHHHH--HHHHHHHHHHHHHHHHHHHHHHCCCCCCHHHHCCCHHHHHHHHHHHHH
7-78999999998887--778878989999999999853200101003312105667999999999
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QPPAQK 861 (861)
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3etk A Uncharacterized metal-dependent hydrolase; structural genomics, unknown function, PSI-2, protein structure

initiative;
Probab=50.87
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2.10A {Pyrococcus furiosus}
E-value=7.8 Score=15.73 Aligned cols=356 Identities=12% Similarity=0.106 Sum_ probs=53.4
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ccee
7998
TGVQ 427 (428)
~~~~ 427 (428)
~~~~ 534 (534)
HHHH 534 (534)
ccee
2579

2k5c_A Uncharacterized protein PF0385; structural genomics, PSI-2, protein structure initiative, northeast
structural genomics consortium, NESG; NMR {Pyrococcus furiosus}

Probab=28.42
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E-value=16 Score=12.94 Aligned cols=89 Identities=16% Similarity=0.187 Sum probs=21.3
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No 7

b.34.5.1 PDB: b.34.5.1 PDB: " target="_blank" title="PDB"> peptidyl transferase reaction; HET: 1MA OMU OMG UR3 PSU SPS; 2.20A
{Haloarcula marismortui} SCOP: p.34.5.1 PDB: 1lvg4_T* 1lvg5_ T* 1lvg6_T* 1lvq7_T* 1s72_T* 1lvq9_T* lvgk T* 1lvqgl T* lvgm T* lvgn_T* lvqo T*
lvgp_T* 1lyhg T* 1yi2 T* 1yij T* 1lyit T* 1yj9 _T* lyjn T* lyjw_T* 20tj_T* ..
/g; # link to PDB lvg5_T* 1vq6 T* 1lvg7_T* 1s72_T* 1lvg9 T* lvgk T* 1vql T* lvgm T* lvgn_T* lvgo T* 1lvgp_ T* lyhq T* 1yi2 T* lyij T*
lyit T* 1y3j9_T* 1y]n_T* lyjw_T* 20t]_T*
>1vg8 T 50S ribosomal protein L24P; ribosome 50S, protein-protein complex, RNA-RNA complex, protein-RNA complex,

Probab=17.96 E-value=23 Score=11.31 Aligned cols=73 Identities=11% Similarity=0.007 Sum probs=26.9

Q ss_pred CCCEEEECCCEEEEEEECCCCCCC-- —--CEEEECCEEEEEEEEEEEEEEECEEEEEECCCCCEECCCCEEEEEEE

Q ss_conf 996389579848999944557988 -75997792999976778999966589970688633513992899999

Q sat_Feb_14_18: 1 MGNCHTVGPNEALVVSGGCCGSDY ~KQYVFGGWAWAWWCISDTQRISLEIMTLQPRCEDVETAEGVALTVTG 71 (428)

Q Consensus 1~ pr~e~lvitg~~~g~~~—— R A e B R e B R Tt ok T VY 71 (428
R I S T I IR R O R it i -

T Consensus 38 ~r~~~IkkGD~V~Vi~G~~KGk~GkV~~V~~k~~rV~Vegvn~~k-— --h~SN 96 (120)

T 1vg8_T 38 QRNVRVNAGDTVEVLRGDFAGEEGEVINVDLDKAVIHVEDVTLEK-- --DTSN 96 (120)

T ss_dssp CSEEECCTTCEEEECSSTTTTCEEEEEEEETTTTEEEETTCEEEC-— --CGGG

T ss_pred CCCCCEECCCEEEEEECCCCCCCEEEEEEECCCCEEEEECEEEEE-

T ss_conf 845605559999997567899730399998879999995938996-- --5885276136---

Q ss_pred EEEEEECCC-HHHHHHHHHHHHCCCHHH

Q ss_conf 999997897-999999999882788999

Q sat_Feb_14_18: 72 VAQVKIMTE-KELLAVACEQFLGKNVQD 98 (428)

Q Consensus T2~~~ Vonnmnn~ i~~Aa~v~ s v 98 (428)

T Consensus 97 120 (120)

T 1vg8_T 97 VRVTDLDLEDEKREAR----LESEDDSA 120 (120)

T ss_dssp EEEEECCCCCHHHHHH----HHCSSCCC

T ss_pred

T ss_conf 7999377895466445----53334689

No 8

2p9x A Hypothetical protein PH0832; pyrococcus horikoshii OT3, NPPSFA, national project on protein structural and
functional analyses; 1.65A {Pyrococcus horikoshii}
Probab=16.80 E-value=24 Score=11.10 Aligned cols=86 Identities=19% Similarity=0.295 Sum probs=38.0

Q ss_pred CCCHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHHHHHHCCHHHHHHHHHHHHHHHHHHHHHHHE - - -H

Q ss:conf 897999999999882788999999999999999999996567999986399999999999999986~ 3

Q SatiFeb714718: 78 MTEKELLAVACEQFLGKNVQDIKNVVLQTLEGHLRSILGTLTVEQIYQDRDQFAKLVREVAAPDVG— R 144 (428)

Q Consensus 144 (428)
S -+ .. e ol IV O S IR +

T Consensus 1 s~~rd11v~t~~~a———l~~~~P 1~~~LEaerat n~—g~E1AyeDP kaeAVskLFGEysarllem~1ls~~k~~ 76 (99)

T 2p9x_A 1 MSKGRDILTKTIILA---LREVAPGLEAVLEAHLRATLNS-GIELAYDDPQKFKEAVSKLFGEYSARLLEMVIISKLKGR 76 (99)

T ss_dssp HHHHCTTHHHHHHHHHHHHHSC-CTTHHHHCHHHHHHHHHHHHCHHHHHHHHHHHHHHHHHH

T ss_pred CCCHHHHHHHHHHHH---HHHHCCCHHHHHHHHHHHHHCC-CEEECCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEHE

T ss_conf 971899999999999---9985821399999999987477-603204698999999999998878999999999999999

Q ss_pred CCEEEEEEEEEECCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHEH

Q ss:conf 727999998761369555789999999999999999999999887678998888

Q SatiFeb714718: 145 MGIEILSFTIKDVYDKVDYLSSLGKTQTAVVQRDADIGVAEAERDAGIREAECK 198 (428)

Q Consensus 145 ~Gl~1l~~~~i~di~d~~~~~~a~g~~~~ae~~r~A~ia~aeaerea~i~eReae 198 (428)
N +ol - R et .+

T Consensus 7T ~grmmm———nn le~1lv ~ikkiy ge 99 (99)

T 2p9x_A 77 LGEDIE---ANSLEELV SEIRKIY GE 99 (99)

T ss_dssp SCTTCC---CSSHHHHH HHHHHHH TC

T ss_pred HCCCCC---HHHHHHHH HHHHHHC C

T ss_conf 674011---6019999 9999883 79

No 9

3ecf A NTF2-like protein; YP_324687.1, structural genomics, joint center for structural genomics, JCSG, protein
structure initiative; 1.90A {Anabaena variabilis atcc 29413}
Probab=15.77 E-value=25 Score=10.96 Aligned cols=86 Identities=15% Similarity=0.132 Sum probs=30.9

Q ss_pred CEEEECCCEEEEEEECCCCCCCCEEEECCEEEEEEEE -EEEEEEECEEEEEECCCCC-
Q ss_conf 6389579848999944557988759977929999767 -7899996658997068863~
Q Sat_Feb_14_18: 1 ~NCHTVGPNEALVVSGGCCGSDYKQYVFGGWAWAWWCI----SDTQRISLEIMTLQPRCED--— 58 (428)
Q Consensus 1 ~rvmmmmmmmm o pre~lvitg~~~gr~~~ KUV~ ~gr v v v P v s m s m B o 58 (428)
-1 [+....1 |+1 . Ao il R S
T Consensus 20 tGAFS~VQFS~~~qF1SP-- -t~-~G~e~v~~Fl~gV~tRvaeVni~s~tveYPrASgvwqmrTTK 85 (130)
T 3ecf A 20 TGDFSQVQFSCNLEFLSP- TL-KGTEEVIPFLKGVTTRVAEVNIMSTTVEYPRASGVWQMRTTK 85 (130)
T ss_dssp HCCCTTSCEEEEEEECCT-- -S---CE-ESHHHHHHHHHHHHTTEEEEEEEEEEEETTEEEEEEEEEETT
T ss_pred CCCEEEEEEECCCEEECC-- -C---CC-CCHHHHHHHHHCHHHHEEEEEEEEEEEECCCCCCEEEEEECC
T ss:conf 588026875047367656-— -8---74-477889887424222124567467554146764227887426
Q ss_pred --EECC-CCEEEEEEEEEEEEECCCHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHHHHHHCCH
Q ss_conf --3513-9928999999999978979999999998827889999999999999999999965679
Q Sat_Feb_14_18: 59 --VETA-EGVALTVTGVAQVKIMTEKELLAVACEQFLGKNVQDIKNVVLQTLEGHLRSILGTLTV 120 (428)
Q Consensus 59 -—~~tr-drisvavravvvssVnvsvsssivsBgaevs Dvvvss s L g~1R~v~~~~t~ 120 (428
R e I e e e e |.= +
T Consensus 86 G~lytlhnfFr1DEeGi~yiWPmfDPKa~i~dpdaL-- 130 (130)
T 3ecf A 86 GTLYTLHNFFRLDEEGIVYVWPMFDPKAVMENPDAL 130 (130)
T ss dgsp SCEEEEEEEEEEETTEEEEEECCBCHHHHHHCHHHH--
T ss:pred CEEEEEEEEEEECCCCEEEEEECCCHHHHHCCHHHH-- --HHHHH----CCC--
T ss_conf 248977300043646738997426877764296788-— --88860----699--—



http://pdb.rcsb.org/pdb/explore.do?structureId=3ECF
http://pdb.rcsb.org/pdb/explore.do?structureId=2P9X
http://pdb.rcsb.org/pdb/explore.do?structureId=1VQ8
http://scop.mrc-lmb.cam.ac.uk/scop/search.cgi?key=b.34.5.1
http://pdb.rcsb.org/pdb/explore.do?structureId=%20%20peptidyl%20transferase%20reaction;%20HET:%201MA%20OMU%20OMG%20UR3%20PSU%20SPS;%202.20A%20%7BHaloarcula%20marismortui%7D%20SCOP:%20%3Ca%20href=
http://scop.mrc-lmb.cam.ac.uk/scop/search.cgi?key=b.34.5.1

No 10

lvpr A Luciferase; beta barrel, fatty acid binding protein, lipocalin, PH regulation; 1.80A {Lingulodinium
polyedrum} SCOP: b.60.1.7
Probab=13.54 E-value=29 Score=10.43 Aligned cols=110 Identities=19% Similarity=0.171 Sum probs=29.4

Q ss_pred CCCEEEECCCEEEEEEECCCCCCC----CEEEECC---EEEEEEEEEEEEEE----EC---EEEEEE-—-——— CCCCCEEC
Q ss_conf 996389579848999944557988----7599779---29999767789999----66---589970----~ 68863351
Q sat_Feb 14 _18: 1 MGNCHTVGPNEALVVSGGCCGSDY-— *KQYVFGG***WAWAWWCISDTQRI** -SL---EIMTLQ-----— PRCEDVET 61 (428
Q Consensus 1 ~~mmnnnn p~e~lvitg~~~gr~n————~ Kkvv~~g=———~n~n~ V~Prnmnnnn i — e l-==r~~n~~ jrm———— AT t 61 (428
B I B B et [ o || oI+ 4o+ 4+ N L+ toom= 4=
T Consensus 212 ~gd~ctvdasvak~ arakrtwksghyfyeplvsggnllngvlpffeeyrklgffwemesg~cfrlerraf ~~~~~~~ 1 288 (374)
T lvpr_ A 212 FGDVCTVDASVAKFARAKRTWKSGHYFYEPLVSGGNLLGVWVLP——EEYRKIGFFWEMESGRCFRIERRAFPVGPYT FM 288 (374)
T ss_dssp ETTEEEEECCTTTBSBSEEEEETTCEEEEEBTTSCEEEEEEECC--SSSEEEEEEEETTTTEEEEEEEEEEEETTEE-EE
T ss_pred CCCEEEEEHHHHHHHHHHCCCCCCCEEECCCCCCCCEEEEEECH--HHHHHCCEEEEECCCCEEEEEECCCCCCCEE-EE
T ss_conf 79776751578888876501136741320233578357898561--6741010588713783787761024558758-98
Q ss_pred CCC--EEEEEEEEEEEEECCCHHHH HHHHH HHHCCC H---HHHHHHHHHHH
Q ss_conf 399--28999999999978979999 99999 882788 9---99999999999
Q sat_Feb 14 18: 62 AEG--VALTVTGVAQVKIMTEKELL AVACE QFLGKN: V***QDIKNVVLQTL 107 (428
Q Consensus 62 ~d~——i~~~v~an~cnnsVnnnnnn] ~RAa~ I R et R T 107 (428
++= == L] - ++|-- . + Bt S
T Consensus 289 rg~tev~gkisfvfyvkvsndp~s~~ip~gsrdytalag~dn~pdnlg~pyp~takdld~p~krdtwld~n~~~m~~--- 365 (374)
T lvpr A 289 RQATEVGGKISFVFYVKVSNDPESDPIPLQSRDYTALAGRDNAPTNLGKPYPTLAKDLDY PKKRDGWLEKNEKEMLR--~ 365 (374)
T ss_dssp EEEEEETTEEEEEEEEEEESCCCSCCCCCCCCHHHHTTTCTTCBBTTSCBCCCCSSCTTTTCCBC
T ss_pred EECHHCCCEEEEEEEEEECCCCCCCCCCCCCCCHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCCHHHCCHHEHHEE- -~
T ss_conf 63000165689999998368988885465456307661787775557998777310278763233021168899987--~
Q ss_pred HHHHHHHHHHCC
Q ss_conf 999999996567
Q Sat_Feb 14 18: 108 EGHLRSILGTLT 119 (428)
Q Consensus 108 ~g~1R~v~~~~t 119 (428)
= Attt
T Consensus 366 374 (374)
T lvpr_ A 366 374 (374)
T ss_dssp
T ss_pred —--—-HHHHHCCCC
T ss_conf ---642110469
Done!
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