Peptide Mass Fingerprint for spot 6149: SCO0379
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MATRIX /
. lscienvers Mascot Search Results

2.0 1 862,515 User : irene
Email : isanh@unileon.es
8661437 Search title : spot 6149
963 547 Datahase : HCBInr 20100529 (11111565 sequences; 3786451707 residues)

’ T axonomy : Streptomyces coelicolor (8575 seguences)
967,480 Timestamp : 4 Jun 2010 at 08:16:29 GMT

Top Score : 73 for gi|21218922, catalase [Streptomyces coelicolor A3{2)]

1040,552 ’

Intens. [a.u.

1111,586 Mascot Score Histogram

1169,591
Protein score is - 10¥Log(P), where P is the probability that the observed match is a random event.
1226,603 Protet ter than 52 1onificant (p<0.05)
rotein scores greater than 52 are significand 05y
1313,581

1695,704

Number of Hits

T T F T T T .1_|
jale] 75
Protein Score

Index

Accession Hass Score Description
§i|21218922 55139 73 catalase [Strepromyces coelicolor A3(2)]
gi|2052219 55463 56 catalase [Streptomyces coelicolor]
gi|21234037 35740 39 putative transposase [Streptomyces coelicolor i3(2)]
gi|21295946 45243 30 cytochrome Pa50 [Streptomyces coelicolor A3 (2)]
gi]21220009 46650 30 histidyl-tRMA synthetase [Streptomyces coelicolor 43 (2)]
gi| 21220698 154331 30 bhi-functional protein (secreted alpha-amylase/dextrinase] [Streprtomyces coelicolor A3 (2)]
gi|21218820 114600 29 hypothetical protein SCO0269 [Streptomyces coelicolor A3 (211
gi|21226044 10980 28 hypothetical protein SCO7792 [Streptomyces coelicolor A3 (2)]
gi] 21225001 359963 28 ATP-dependent DNA ligase [Streptomyces coelicolor A3 (2)]
963.547 . gi|21220329 57941 27 LBC transporter ATP binding protein [Streptomyces coelicolor i3 (2)]
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Sequence Coverage: 13%
0.5

Matched peptides shown in Bold Red

1226.603 1 MPEMNOEPLT TVAGAPVEDN ONSLTSGPRG PMLLODVWFL EKLAHFDREV
51 IPEREMHAKG SGAFGTFTVT HDITRYTSAK IFSEIGKKTP LETRESTVAG

101 ERGALADAERD IRGFAVEFYT DEGHNWDLVGH NTPVFFFRDF LEFPDLHHAV
151 KRDPRTHLEN AENMNWDFUTH LPEALHOVTI VMSDRGIPAS TRHMHGFGSH
201 TYSLINAEGE RFUVEFHHRT QOQGIKNLTDA EAEALVGKDR ESHQRDLFDA
251 IEDGDFPEWK LFIQVMPEAD AENTRFHPFD LTEVUSKEDY PLIEVGEWEL
1695704 301 NENPDNYFAD VEQALFSPAN WVEGISFSPD RMLQGRLFSY GDAQRYRLGV
L T 351 NHHQIPVMAP ENPVNSYHRD GAMRVDGNQG ATPGVEPNSY GRWQEQPLTR
' ———rr 401 DPAQAVGAVA DRFMNYREDDD NYFEQPGNLF RONSPEQQOV LFENTALRAID
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Peptide Mass Fingerprint for spot 6577: SCO1570

MATRIX f —
lscivers Mascot Search Results

User : irene
m/z Email : isanhfunileon.es
9177520 Search title : spot 6577
Database : HCBInr 20100602 (11126451 sequences; 3793134231 residues)
985,497 T axonomy : Streptomyces coelicolor {8575 segquences)
1061,531 Time st amp : 8 Jun 2010 at 17:42:51 GMT
Top Score : 71 for gi|21220068, argininosuccinate lyase [Streptomyces coelicolor A3{2})]
1089,557

1177.670 Mascot Score Histogram

1183,643 Protein score 15 - 10%Log(P), where P is the probability that the obzerved match iz a random event.
1197,695 Protein scores greater than 52 are significant (p<0.05).
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Accession Mass Score Description

1. gi|21220068 50987 71 argininosuccinate lysse [Streptomyces coelicolor A3 (2)]

2. gi|21225548 34651 34 don channel subunit [Streptomyces coelicolor A3 (Z2)]

3. gi|21218772 E5703 34 nitrate reductase delta chain NarJZ [Streptomyces coelicolor A3(2)]

4. gi|21219843 32751 33 oxidoreductase [Streptomyces coelicolor A3(2)]

5. gi]21224934 35541 33 hypothetical protein 3C06637 [Streptomyces coelicolor A3 (2)]

6. gi|21234058 32616 3Z putative DNA-binding protein [Streptowmyces coelicolor A3 (2)]

T. gi|21223145 32307 3Z transcriptional regulator [3treptomyces coelicolor A3 (2)]

6. gi|21234061 65895 31 putative atp/GTP-hinding protein [Streptomyces coelicolor A3 (2)]

9, gi|21219988 35753 30 aspartate carbamoyltransferase catalytic subunit [Streptomyces coelicolor A3 (2))]
10. gi|21218824 55178 28 alpha-galactosidase SCF3502 [Streptomyces coelicolor A3 (Z2)]

Sequence Coverage: 11%
Matched peptides shown in Bold Red

1 M33N3GDVEL WGGEFADGPA EALAKLSASY HFDWELAFPYD TAGSRAHARV
51 LHAAGLLTED ELTEMIAGLD RLEADVADGS FTGTIADEDV HTALERGLLE
101 RLGPDLGGEL RAGRIFNDOWV ATLFEMYLED HARTVGSLIA DLODALVGLA
151 EAHPDVAMNPG RTHLOQHAQPWV LFAHHVLAHAL QALGRDAERL ROUDARTAVS
201 PYGSGALAGS SLGLDPEAVA BRDLGFEHGSV GMNSIDGTASR DFVAEFAFIT
251 AMIGVNWSRI AEEIIIWNTE EFAFVTLHDAL FATGS3IMFQ KFHPDIAELA
301 RGESGRLIGH LTGLMATLEA LPLAYHRDLQ EDEEPVFDSI DOLEVLLFPAF
351 TGMMATLTVH RERMEELAFA GF3LATDIAE WLVEQGVFFR VAHEVAGECW
401 EVAEADGEEL DELTDEQFAE ISEHLTPEVE TVLHVPGALA SRDGRGGTALP
451 SAVAVQLAEYV KADVAAQHAW ADAKE




Peptide Mass Fingerprint for spot 6655: SCO1580

; F
& i MATRIX / o)
2 5000 m/z Sievers Mascot Search Results
c
E 831,468
- User : irene
4 848,353 Email : isanh@unileon.es
Search title : =pot 6655
1 877’481 Datahase : HCBInr 20100529 (11111565 sequences; 3786451707 residues)
944 568 Taxonomy : Streptomyces coelicolor (8575 sequences)
T ’ Timestamp : 4 Jun 2010 at 09:03:29 GMT
5000 4 1050,106 Top Score : 82 for gi|21220077, H-acetyl-gamma-glutamyl-phosphate reductase [Streptomyces coelicolor A3(2)]
] 1066,068
1089.549 Mascot Scorve Histogram
] ’
1114,637 o . . .
. Protein score 15 -10*Log(P), where P is the probability that the observed match is a random event.
1089.549 1117,543 Protein scores greater than 52 are significant (p<0.05).
1462,772
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1 Index
4 Accession Mass Score Description
1. gi]|21220077 34703 82 MN-acetyl-garma-—glutamyl-phosphate reductase [Streptomyces coelicolor A3 (2)]
2000 2. gi]|46824 25360 71 N-acetyl-gamna-glutawyl-phosphate reductase [Streptomyces coelicolor]
1462.772 3. gi|32141213 66287 35§ molecular chaperone DnaK [Streptomyces coelicolor A3 (2)]
] - 4. gi]21220801 5705 33 hypothetical protein 3C02333 [Streptomyces coelicolor A3 (2)]
5. gi]21224333 95902 31 hypotheticsl protein SCO5996 [Streptomyces coelicolor A3 (2)]
i 6. gi]21225060 40967 31 4-hydroxy-3-wethylbut-Z-sen-1-yl diphosphate synthase [Streptowyces coelicolor A3 (2)]
7. gi]|21224045 41169 31 4-hydroxy-3-wethylbut-zZ-gen-1-yl diphosphate synthase [Streptowyces coelicolor A3 (2)]
944.568 8. gi|21219150 43301 29 hypothetical protein SCO0618 [Streptomyces coelicolor A3 (Z2)]
1 _ 9. gi|21218860 42895 26 acyl-Cok dehydrogenase [Streptomyces coelicolor A% (2)]
10. gi]21220744 41758 27 lipoprotein [Streptomyces coelicolor A3 (2)]
Seqguence Coverage: 15%
Matched peptides shown in Bold Red
1 MAVRAAVAGA SGYAGGELLE LLLTHFEVEI GALTGNSNAG QRLGALOPHL
51 LPLADEVLEL TTPEVLGGHD WWFLALPHGQ SALAVAEQLGE DVLVVDMGAD
101 FRLEDAGDWE RFYGSPHAGT WPYGLPELPG AFAALEGSKR IAVPGCYPTA
151 V3ILALFPAYA ASLAEPEAVI VAAIGTIGAG KALAKPHLLGI EVMGIMIFYG
T Y A W ' 201 VGGGHRHTPE MIONLGAVAG EPVTVSFTPT LAFMPRGILA TCTAKAKPGV
m & 251 TAESVRAAYE KALADEPFVH LLPEGQWPAT AIWVYGSMNAVO VWOVAHDALLG
301 RITATISAIDN LAKGTAGGAV QSMNLALGLD ETTGLTTIGW AF




Peptide Mass Fingerprint for spot 6550: SCO1814

5 x104
i MATRIX / " .
s | aooa iinees Mascot Search Results
c
% 25 m/Z Uszer : irene
- 2] Email : isanh@unileon.es
834’439 Search title : spot 6550
1 850.434 Database ¢ HCBInr 20100602 (11126451 sequences; 3793134231 residues)
’ T axXonomy : Streptomyces coelicolor (8575 sequences)
4 890,439 Timestamp : & Jun 2010 at 07:26:39 GMT
850 434 Top Score 1 64 for gi|21220304, enoyl-{acyl carrier protein} reductase [Streptomyces coelicolor A3I{2)]
b
929,533 Mascot Score Histogram
T 969,482
204 974,514 Prote#l score is - 10%Log(F), Where.P .is the probability that the observed match is a random event.
987,514 Protein scores greater than 52 are significant (p=0.05).
1138,508
w“
] 1282,661 g
] 1434,708 s
L
1436,630 g
1660,865 =
1.5 4 1685,749
] 1903,036 ;
1910,725 20 30 40 50 0 70
i Protein Score
Index
obo.533 Accession Mass Score Description
E - 1. gi]|21220304 E7250 64 enovl-(acyl carrier protein) reductase [Streptomyces coelicolor A3 (2)]
2. gi|21223982 GE0774 44 ribosome recyoling factor [Streptomyces coelicolor A3 (2)]
1.0 3. gi]|21223255 34716 41 polysaccharide bhiosynthesis related protein [3treptomycoes coelicolor A3 (2)]
4. gi]21223930 15952 35 hypothetical protein SCOEET4 [Streptomycoes coelicolor A3 (2)]
5. gi]21223426 56410 34 secreted protein [Streptomyces coelicolor A3 (2)]
1 6. gi]21220635 36200 30 kinase [Streptomyces coelicolor A3 (2)]
7. gi]|21219464 31179 30 formemidopyrimidine-DNA glycosylase [Streptomyces coelicolor A3 (2)]
1 8. gi]|21219445 31682 30 hypothetical protein SCO09Z26 [Streptomycees coelicolor A3 (2)]
9. gi|21224699 CE0339 29  hypothetical protein 3CO063537 [Streptomyces coelicolor A3 (2)]
4 10. gi]21224661 145012 29 hypothetical protein SC06343 [Streptomyces coelicolor A3 (2)]
1138.508
] Sequence Coverage: 23%
0.5 4 Matched peptides shown in Bold Bed
1 1 MSGILEGEEY LITGVIMESS IAFHAAKLAQ ECQGAEIILTL FFRFTLTERI
] 51 AFELPEPTEWV IELDVTHNDEH LARLADVWVGE ELGGLDGVVH SIGFAPCDAL
rasia 101 GGWNFLNTPFE SVATLAMHVIA YILEIZLTHMAC MPLMONGSSV VGLTFDAQYL
1 . 1436.630 151 WPOYDWMGPA EALALALEATIREY MARDLGEONI RCNLWVSALGPI GIMALESIPRG
| 1282.661 1685.749 1910.725 201 F3DLAAVIIDS RSPLEWDLED FPEPAGRGIVA LLSDWFPETT GEITHVDGGL
T T 251 HAIGA
0.0

T T T T T T T
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Peptide Mass Fingerprint for spot 6445: SCO1935

Intens. [a.u.
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lsciovess Vascot Search Results

User

Email
Search title
Database

T axonomy
Timestamp
Top Score

: irene

¢ isanh@unileon.es
: spot 6445

: HCBInr 20100529 (11111565 segquences;

3786451707 residues)

: Streptomyces coelicolor (8575 segquences)
: 3 Jun 2010 at 14:24:41 GMT

: 84 for gi|21220421,

transketolase [Streptomyces coelicolor A3{2}]

Mascot Score Histogram

Protemn score 12 - 10¥LogiF), where T iz the probability that the observed match 12 a random event.
Protein scores greater than 52 are significant {p<0.05).
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Index
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4i 21220421
§i]7481146
gi]21219522
gi|21221636
gi|21221716
4i|21222864
¥1]21220839
gi]21225670
gi|32141201

Mass

75085
21183
43650
25020
26860
25430

102585

34131
35492

Score
24
35
35
34
3z
31
31
30
29

T T IL__W
) A

Protein Score

Description

transketolase [Streptomyces coelicolor A3(2)]

probable pantoste-swino acid ligase - Streptomyces coelicolor (fragment
insertion element [Streptomyces coelicolor 13 (2)]

TetR family tramscriptional regulator [Streptomyces coelicolor A3 (2)]
cobalt-precorrin-6x reductase [Streptomyces coslicolor A3(2]]

MerR family tramscriptional regulator [Streptomyees coelicolor A3(2)]

pyruvate dehydrogenase subunit E1 [Strepromyces coelicolor 43 (2)
binding-protein-dependent transport lipoprotein [Streptomyces coelicolor 13(2)]
pantoate—-heta-alanine ligase [Streptomyces coelicolor A3 (2]
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Sequence Coverage:

gi|21218793

33045

28 oxidoreductase [Streptowmvees coelicolor A3(2)]

12%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551
601
651

M3ITEPTTTDL
TLF QEVHRHD
SFRTWGSETP
PELLEGESFF
HISIEGDTET
KEEVTDRFSFI
EESFEVIDEV
KGELPAGWEE
SMNTTIDETS
TRITGGTFLY
EHLASLEAIP
QGVPTYEPNE
DGVPTRVVIN
GDAGRIVILE

EWTELDQRAV
PADANTVGRD
GHPEYGHTTG
DHFVYCIAGD
AVSEDTCERY
AMRIIIAWPA
IEHTREALEK
KIPVFEAGEG
SFLPAGNPLP
F3DYHRNAVE
GLNWVVEFPADL
DALEGGYVLF
PSVEWFEQQD
HFGASADARY

DTARVLAADA
RFVLIAGHSS
VETTTGPLGQ
GCLOEGISSE
EATGWHVORY
PHNACHNTEAAH
GQAARLVIEE
LATRALSGEV
EADPYGRTIH
LIALMHLPVT
NETAIAWREI
EALEGGDAEVVY
QGYRDIVLEP
LFEEFGFTAE

VORVGHNGHPG
LTLYTQLYLA
GV ANAVGHAN
ASSTAGHOEL
AFEFDGDLDP
GIALGDDEVA
SFOOQWRLDNNP
LOALGAVIFE
FGIFEHAMARA
TVWTHDS IGL
LERWTEEF GE
LIATGIEVHY
SVEARVAVEA
NV ASAARESL

TAMILAP ALY
GFGLELADLE
AARYERGLFD
GNLVLLWDDHN
MAIYDAIEAL
ATEEVLGFDP
ERALEYDRVA
LWGGSADLAG
EMHGIALHGH
GEDGPTHOPWV
GOPHGLALTR
AVGARERLQA
GIGLTWHEYY
ARAQOR




Peptide Mass Fingerprint for spot 6947: SCO1945

Intens. [a.u.

x104 1
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MATRIX y
lsciinvers VMascot Search Results

User i irene

Email : isanh@unileon.es

Search title : =pot 6947

Databa=se : HCBInr 20100529 (11111565 sequences; 3786451707 residues)

T axonomy : Streptomyces coelicolor (8575 sequences)

Times tamp : 4 Jun 2010 at 10:58:50 GMIT

Top Score : 59 for gi|21220430, triosephosphate isomerase [Streptomyces coelicolor A3(2)]

Mascot Score Histogram

Protein score iz - 10%Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 52 are significant (p<0.05).
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Protein Score
Index
Accession Mass Score Description

1. gi]21220430 27947 59 triosephosphate isomerase [Streptomyces coelicolor A3(Z)]

2. gi]21219210 49753 47 ferredoxin/ferredoxin-NADP reductase (putative secreted protein) [Streptomyces coelicolor A3(Z)]
3. gi]21222497 17654 43 lipoprotein [Streptomyces coelicolor A3(2)]

4. gi]21223671 32237 37 hypothetical protein SCO5308 [Streptomyces coelicolor &A3(2)]

5. gi]21220012 S061 32 hypothetical protein SC01512 [Streptomyces coelicolor &3(2)]

6. gi]21219314 37039 32 hypothetical protein ZC00792 [3treptomyces coelicolor A3(2)]

7. gi]|21219714 50275 32 succinic semjialdehyde dehydrogenase [Streptonyces coelicolor A3(2)]
8. ¢gi]21223435 &955 31 hypothetical protein SCOS063 [Streptomyces coelicolor &3(2)]

9. gi]21222189 45000 30 threonyl tRNA synthetase [Streptomyces coelicolor A3(2)]

10. gi]21219658 64598 28 ABC transporter ATP-binding protein [Streptomyces coelicolor A3(2)]

Jequence Cowverage: 13%
Matched peptides shown in Bold Red

1 MNTTETFLMAG HWEMNLNHLE AIAHVQFLAF ALADEDYDAV EVAVLAPFID

51 LESVOTLVDG DELEIEYGAQ DISAHDGGAY TGEISGPMLA ELECTYVAVG
101 H3EFRQYHAE TDEIVHAKVE A&TFHGLTPI LCVGEELDWE EAGNHVEHTL
151 AQVEGGLEDL AAFRQAEIVVI AYEPVWAIGT GEVCGADDA] EVCAATRGEL
201 AELYTSQELAD EVEIOYGESY KISCGNVAETMA KPDIDGALWVG GLILDEDEFV
251 KIVRFRDQ




Peptide Mass Fingerprint for spot 6233: SCO1946

Intens. [a.u.

842.509

m/z

853,405

842,509
982,641
970,448
1013,541

MATRIX! Mascot Search Results

User

Email

Search title
Database
TaxonOmy
Timestamp
Top Score

i ireme

: isanh@unileon.es

: spot 6233

: HCBInr 2010052% (11111565 sequences; 3TH6451707 residues)

: Streptomyces coelicolor (3575 sequences)

: 4 Jun 2010 at 11:23:26 GMT

: §3 for gi| 21220431, phosphoylycerate kinase [Streptomyces coelicolor A3{2)]

1045,564

1037,526

1069.662 Protein score is -10*¥LoglF), whete P is the probability that the observed match iz a random event.
’ Proteit scores greater than 52 are significant (p=0.05).

1197,544

1208,554
1250,655
1331,705
1402,664
1461,780

Mascot Score Histogram

6000

Number of Hits

T T T T T T T T -'l_|
50 75
Protein Score

4000+

Index

Accession Mass Score Description

i) 21220431 41740 83 phosphoglycerate kinase [Streptomyces coelicolor A3(2)]

i | 21224012 26447 41 hypothetical protein SCO5661 [Streptomyces coelicolor A3(2)]
oi 21225247 19601 35 hypothetical protein 3C06960 [Streptomyces coelicolor A3(Z2)]
oi]| 21223919 47816 34 integral membrane protein [Streptomyces coelicolor A3(2)]
oi]|21223436 S665L1 32 bifunctional protein [Streptowyces coelicolor AZ(2)]

oi | 21224983 122063 31 hypothetical protein SCO06E688 [Streptomyces coelicolor A3(2)]
oi | 21225211 26499 30 hypothetical protein 3C06923 [Jtreptomyces coelicolor A3(Z)]
i 21223951 Z7759 530 sigmal peptidase I [Streptomyces coelicolor A3(Z)]

i 21224180 35926 27 DNA topoisomerase IV subunit & [3treptowyces coelicolor A3(2)]
i 21222693 9560 Z6 hypothetical protein 3C04300 [Jtrepronyces coelicolor AS(Z)]
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Sequence Cowverage: 16%

970.448 Matched peptides shown in Bold Red

1250.655

544
J—

1402.664

_

1461.780

T
1200

T
1300

LA s e e e
1400 1500

1
51
101
151
201
251
301
351
401

HMETIDELLSE GYAGHEEVEVE
AGARVIVASH LGRPEGAFDF
EAVVTGLADG GVAVIENLEF
FGAVHREHAS VEDLPERLFH
AFWADELAVI DOLLGEADEL
VEEYIERAEE NGYELVLEVD
EGLDIGPETE. KLYASELADA
APGFTVVGGE DIARAVETLG
LED

ADLNVPLDGT TITDDGREIRA
AFALAPALAR LGELLGADWVA

HAGETSEDDR FERAAFADELL

TAGYLIATEV GVYLEFLTDEV
LIGGGMAYTTF LEAEGYEVGI
WLYAPEFPDL ETEAPALNFTT
GTVFUNGPHG WFEHPDTAEG
FDENAFGHIS TGGGAILEYL

VWPTVELLLD
FAEDTVGS 54
GLADVYVGDG
FRITVVALGE
SLLOEDOIRA
VAADATPAD]
TEAVAQALVD
EGETLFGLAA




Peptide Mass Fingerprint for spot 6193: SCO1947

Intens. [a.u.
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{MATREE! N [ascot Search Results

User : irene

Email : isanh@unileon.es

Search title : spot 6193

Datahase : HCBInr 20100529 (11111565 sequences; 3766451707 residues)

Taxonomy : Streptomyces coelicolor (8575 sequences)

Timestamp : 4 Jun 2010 at 11:38:51 GMT

Top Score : 65 for gi] 21220432, glyceral 3-ph hate dehydrog [Streptomyces coelicolor RA3{2)]

Mascot Score Histogram

Protein score is -10%LoglF), where P is the probabiity that the observed match is a random event.
Frotein scores greater than 52 are sigrificant (p<0.02).
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Index
ficcession Mas=s Score Description
1. gi]21220432 36417 65 glyceraldehyde-3-phosphate dehydrogenase [Streptonyces coelicolor A43(2)]
2. gi|21218661 25682 30 hypothetical protein SCO0095 [Streptomyces coelicolor A3(2)]
F. ogi|21223676 31513 29 mewbrane protein [Streptomyces coelicolor A3(Z)]
4. i 21225026 77955 25 fatty acid oxidative multifunctional enzyme [3treptomyces coelicolor A30(2)]
5. gi]32141232 31538 26 aminoglycoside phosphotransferase [Streptomyces coelicolor A3(Z)]
6. gi|21220047 9476 25 hypothetical protein SCO01548 [Streptomyces coelicolor AZ(2)]
7. gi|21219602 39255 25 aldolase [Streptomyces coelicolor A3(2)]
8. gi]21222458 40462 25 alcohol dehydrogenase [Streptonyces coelicolor AZF(Z)]
9, gi|2122401F 42554 Z4 polyamine ARC transporter ATP-binding protein [Streptowyces coelicolor A3(2)]
10, o] 21223714 11954 24 hypothetical protein 3C05414 [Streptomyces coelicolor A3(2)]

Sequence Coverage:

13%

Matched peptides shown in Bold Red
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MTIRYGINGF
ILGRLEAEYS
FTEEADAEEH
ASCTTHCVAP
ALLENTIFTT
REVTEDEVHA
THVOEGESVE

GRIGENYFEA LLEQGADIET
HTEDTITVDG KTIEYL3ERN
IAGGAFEVLI 3APAFDEDIT
MAKVLDENFG IVEGLMTTVI
TEAAFATALY LPOLEGHLDE
AFEEAADDGD LEGILFYTED
ILGWYDNEWG ¥3NRELYDLTY

VAVNDLGDTA TTAHLLEYDT
PADTPWGELG VDIVIESTGI
IVHGVNQDEY DPANHHVISH
ATTHDQFILD FPHED LFRAR
IAMBYEVEPTE SATDLWVELQ
ATVESDITGD PASCTFDISL
FVGHQL




Peptide Mass Fingerprint for spot 6666: SCO1965

MATRIX | -
lsciners Mascot Search Results

. mz
8937495 User : irene
Email : isanh@unileon.es
9787485 Search title : spot 6666
1084,538 Database : HCBInr 20100602 (11126451 segquences; 3793134231 residues)
T axonomy : Streptomyces coelicolor {8575 sequences)
10861551 Timest amp : 8§ Jun 2010 at 10:54:38 GMT
1139,597 Top Score : 68 for gi|21220450, export associated protein [Streptomyces coelicolor A3(2)]
1734,719
T - Mascot Score Histogram
i 1130 507 Digestor 24M0_ KT SRef o
m b
" Protein score i3 -10%¥LogiF), where P iz the probability that the observed match iz a random event.
_E 0.3 Protein scores greater than 52 are significant (p<0.03).
= 17234719
nn
e L B e e e e e o e e e e e

1000 1250 1500 1750 2000 x2E0 2800 2750 3000 250
miz

Number of Hits

T T T T T T 1
el 0] T
Protein Score

Index
Accession Hass Score Description
1. gi]|21220450 :zZ0619 68 export associated protein [Streptomyces coelicolor A3 (2)]
2. gi|21225517 51595 40 serine/threonine-protein kinase [Streptomyces coelicolor A3 (2]
3. gi]|21220979 47529 36 two-component sensor kinase [3treptomyces coelicolor A3 (2)]
4. gi]|3451475 s002Z2 33  hypothetical protein [3treptomyces coelicolor]
5. gi|21223088 3031z 33 305 ribosomal protein 33 [Streptomyces coelicolor A3 (2)]
6. gi|21220759 12371 32  hypothetical protein 3C0OZ2290 [3treptomyces coelicolor A3 (2)]
7. gi|21219250 14151 30  hypothetical protein SCO0725 [3treptomyces coelicolor A3 (2)]
6. gi]21219394 10060 30 hypothetical protein 3CO0873 [3treptomyces coelicolor A3 (2)]
9. gi|21222740 62544 30 hypothetical protein 3C04349 [3treptomyces coelicolor A3 (2)]
10, gi|21222241 14933 30 transcriptional regulator [3treptomyces coelicolor A3 (2)]

Sequence Coverage: 19%
HMatched peptides shown in Bold Red

1 MTVNHMTEGQL ISLQESDGGS LTSVEMGLGW QAAPREGLFG SRTREIDLDAL
51 SAVLFADEQF VDVVFFEHLY SDDGSVRHTG DHNLVGGWGOG GDDEATLVDL
101 OREVFVHIDQI VFTVNIFTGQ TFQEVONAFC RLVDETNGQE LARYTLAGGG
151 AFTAQIMAEY HRAGOGWIMT AIGTPANGRT FODLMPAILF VL




Peptide Mass Fingerprint for spot 6494: SCO1998

MATRIX / —
{scievers Mascot Search Results
:, x104
& g User : irene
E m/z Email : isanh@unileon.es
< Search title : spot 6494
- 1 858’468 Database : HCBInr 20100602 (11126451 seguences;: 3793134231 residues)
1045,604 T axonomy : Streptomyces coelicolor (8375 sequences)
i Times t amp : 8§ Jun 2010 at 07:51:53 GMT
1128’637 Top Score : 66 for gi|21220480, 305 rihosomal protein 51 [Streptomyces coelicolor A3{2)]
1 1709,631 Mascot Scorve Histogram
1221,427 i
154 1227,648 Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
1428 806 Protein scores greater than 52 are significant (p<0.03).
w20
had
i ==y
& 154
z
5 10
] 5
1.0 0 T T T T T T T
40 ) ] 70
Protein Score
i Index
1 Accession Hass Score Description
1. gi]|21220480 55001 66 303 ribosomal protein 51 [3treptomyces coelicolor A3 (Z2)]
2. gi|21224383 £4042 30 transferase [3treptomyces coelicolor A3(2)]
1 3. gi]|21225057 75453 29 =qualene-hopene cyclase [Streptomyces coelicolor A3 (2)]
4. gi]21219928 15002 28 transcription regulator AsnC [Streptomyces coelicolor A3(2)]
] 5. gi|21222766 16859 28  Thypothetical protein SCO4376 [Streptomyces coelicolor A3(2)]
6. gi]21222368 19302 27 DNi-binding protein [Streptomyces coelicolor A3 (Z2)]
T. gi|21223657 21058 27 ATP/GTP-binding protein [Streptomyces coelicolor A3 (2)]
0.5 8. gi|21221965 20525 27 =mall secreted protein [Btreptomyces coelicolor A3 (2)]
9. gi]|21219079 55209 27 hypothetical protein SC0O0544 [Stcreptomyces coelicolor A3(2)]
i 10. gi|21224780 21l62 26  adenylosuccinate lyase [Streptomyces coslicolor A3 (2)]
Segquence Coverage: 8%
Matched peptides shown in Bold Red
1221.427
1 MTSSTETTAT TPOVAVNDIG NEEAFLAALID ETIEYFNDGD IVDGVIVEVD
] Lﬁfjfl 51 RDEVLLDIGY KTEGVIPSREE LSIEKHDVDPN EVVAVGDEIE ALVLOEEDEE
101 GRLILIEERL QYERAWGTIE KIKEEDGIVT GTVIEVVEGG LILDIGLEGF
0.0 ahona Lo L L. \ 151 LPASLVEMER VRDLQPYVGE ELEAKIIELD FNRNNVVLSE RAWLEQTOQSE
——T —— — — — — T 201 VEQTFLTTLQ EKGOVRIGVI IIVNFGAFVD LGGVDGLVHY IELIWEHIDH
1000 1500 2000 2500 3000 8500 o 251 PSEVVEVGQE VTVEVLDVDM DRERVSLSLE ATQEDPUQOF ARTHOIGOVY
301 PGEVTELVPF GAFVEVDEGI EGLVHISELAL ERHVEIPECY VOVIDEIFVE
351 VIDIDLERRE I3L3ILEQANE AFGADPITVE FDPTLYGMAL IYDDOQGNYIY
401 PEGFDPETHND WLEGYETQRE AWETOQYAEALQ TRFEQHQAQDY IESREADEKL
451 AAEGVDTAGL APAASGGGGG GSVISEGGDN SGALASDELL AALREEL LGS
501 Q3




Peptide Mass Fingerprint for spot 6143: SCO2198

Intens.[a.u.

x10%4
MATRIX
104 2820t “irnces Mascot Search Results
i
Mz
1380.693 935 ,45? E:::l i::::@lmileon es
Search title : spot 6143
982 'EI:H Datahase : HCBInr 20100529 (11111565 segquences;: 3786451707 residues)
1|:|59 EEB Taxonomy : Streptomyces coelicolor (8575 segquences)
' Timestamp : 3 Jun 2010 at 13:41:41 GMT
1|:|E.|'1 |552 Top Score : 68 for gi|21220671, glutamine synthetase I [Streptomyces coelicolor A3(2)]
1138 B7B
084 1125 ,553 Mascot Score Histogram

1 1 95 |5?B Protein score 15 -10%Log(P), where P is the probability that the observed match is a randotn event
1 21 1 .5?3 Protein scores greater than 52 are significant (p=0.05)
1380 B33 o

B
1408 B7B Y
1442 778 £
1458 773 z

i 1520 552
1736 316

20 30 4o ) B0 70
Pratein Scare

Index
Accession Mass Score Description
1138.676 1. gi]21220671 52552 68 glutamine synthetase I [Streptomyces coelicolor A3(2)]
2. gi|2?1225936 7537 48 ferredoxin [Streptowyces coslicolor A3 (2)]
0.4 - 3. gi]21221444 17348 38 Thypothetieal protein SC03001 [Streptomyces coelicolor A3i2)]
’ 4. gi]21223700 49278 37 plaswid cransfer protein [Streptomyces coelicolor A3(2)]
5. gi]2?1234112 42053 35 ecf family sigma factor [Streptomyces coelicolor A3(2)]
6. gi]21223661 24234 33 TetR family transcriptional regulator [Streptomyces coelicolor A3 (2)]
7. gi]21225342 24951 32 oxidoreductase [3treptomyces coelicolor A3(2)]
8. gi]21223654 27622 32 hypothetical protein SCOS5288 [Streptomyces coslicolor A3 (2)]
9. gi]21220865 16638 32 MarR family transcriptonal regulator [Streptomyces coelicolor A3 (2)]
10. gi|21224042 71920 31 acyl Col dehydrogenase [Streptomyces coelicolor A3(2)]
Seguence Coverage: 18%
0.2 4 Matched peptides shown in Bold Red
1 MFQHADDVEE FIADEDVEFY DVRFCDLPGY MOHFTLFATA FDPDAEQLFD
51 GISZIRGFOAI HESDMSLEPD LATARVDFFE RDETLMNINFF IHDPITGEOQY
1736.816 101 SRDPRNVAEE AEAYLASTGI ADTAFFGPEL EFYVFD3IVRF ATRENESFYH
e — 151 IDSELGAWNT GALEDMRGYE VRETEGGYFPY PPYDHFADLR AEISLELERS
201 GLOVERQHHE VGTAGQAEIN YEFNTLLAAL DDLOLFEYIV EHVAWENGET
251 ATFMPEPIFG DNGSGMHVHQ ILW3IGGEPLF YDEQGYAGLS DTARYVIGGI
301 LEHAPILLAF TNPTVNIYTHR LVPGFELPVN LVYSQRHRSA AMRIPITGSH
00‘| o b lauad [l babu 351 PRAKRVEFEL PDASGNPYLA FSALLLAGLD GIENKIEPAE PIDKDLYELL
’ —_— — — T 401 PEEHANVACDY PTILGAVLDR LEADHEFLLO GDVFTPDLIE TWIDFERLWE
1000 1500 2000 2500 3000 3500 451 IAPLOLEFHP HEFEMYFDV




Peptide Mass Fingerprint for spot 6647: SCO2368

m/z

975,020 - | _
949,485 licinvers Mascot Search Results

1030,522 User : irene

Email : isanh@unileon.es
1066’049 Search title : spo7 6647
1092,580 Database : HCBInr 20100602 (11126451 sequences; 3793134231 residues)
T axonomy : Streptomyces coelicolor (8575 =eyquences)
12551044 Time st amp : 8 Jun 2010 at 11:44:28 GMT
1256 659 Top Score : 59 for gi|21220836, hypothetical protein SC02368 [Streptomyces coelicolor A3({2)]
’
1445,832

Mascot Score Histogr:
2210,902 Digestor_2440_J2a 1 SRef ascol Score Histogram

ntens.[au]

000
Protein score 1s -10%Log(F), where P is the probability that the observed match is a random event.
2000 Protein scores greater than 52 are significant (p<0.05).
20902
1] i JL

1000 1230 1500 1730 2000 =50 2300 2750 3000 2350
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miz

Number of Hits
=
E=3
1
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0 - ||||||||||||L

4o G o]
Protein Score

Index

Accession Mass Score Description
1. gi]21220836 20375 53 hypothetical protein 3CO2363 [Streptomyces coelicolor A3(2)]
2., gi]256032870 20335 59 Chain &, Crystal Structure Of Putative Telluriwm Resistant Like Protein (Terd) From Strepton
3. gi]|21219079 55209 34 hypothetical protein 3CO0544 [Streptomyces coelicolor A3(2)]
4., gi]21222562 27386 32 hypothetical protein 3C04165 [3treptomyces coelicolor A3(2)]
5. gi|21225808 44037 31 CRP fawmily transcriptional regulator [3treptomyces coslicolor A3 (2)]
6. gi|21225929 36194 30 oxidoreductase [Streptomyces coelicolor A3 (2)]
7. ygil18077876 16303 26  hypothetical protein 2 3CPZ p0l [Streptomyces coelicolor]
8. gi]|21222099 18803 25 hypothetical protein SCO3686 [Streptomyces coelicolor A3(2)]
9. gi|21223227 17639 25  hypothetical protein 3C04551 [3treptomyces coelicolor A3 (2)]
10. gi]21233998 17404 25 putative regulatory protein [Streptomyces coelicolor A302)1

Sequence Coverage: 20%
Matched peptides showvn in Bold Red

1 MGVILSKGGN WSLTEKEAPGL TAVIVGLGWD IRTTTGTDFD LDASALLLNS
51 GGEVASDAHF IFFNNLESFD G3SVEHTGDNI TGEGEGDDEQ IKINLATVFEAL
101 DIEKIVFFVI IYDAENEQQS FGOVENAFIE VWHQAGEAET ARYDLSEDAS
151 TETAMVFGEL YTEHGAEWEKFR ATGQGYASGL RGILQDFGVI WV




Peptide Mass Fingerprint for spot 6685: SC02633

m/z
842,498
1050,082
1085,631
2211,104
2657,321
2691,139
3316,596
3332,591

3 3337,347 Digestor 240 K3y SRef
EE
E o0 050,052
T 1000 T 2211108 zEg1.13 237 T
n VR .. — . ——
1000 Iﬁﬂ I:\'iI:IIZI I'.'Iﬂil Ztl:ZIIZI ZISIZI ZSIZIIZI 2'."50 II:ZIIZI PEISIZI
miz

MATRIX / =
lscmvers Mascot Search Results
User : irene
Email : isanh@funileon.es
Search title : spot 6685
Datahase : HCBInr 20100602 (11126451 seqgquences; 3793134231 residues)
T axonomy : Streptomyces coelicolor (83575 segquences)
Timest amp : 8 Jun 2010 at 10:18:46 GMT

Top Score : 66 for gi|21221090, superoxide dismutase [Fe-Zn] [Streptomyces coelicolor A3{2)]

Mascot Score Histogram

Protein score is -10%¥Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 52 are significant (p<0.05).

B o204
=
[
o 95
L
I
H
2 10
5 4
0 = T T T T T
10 40 e} 4] Fi
Protein Score
Index
Accession Mass Score Description
1. gi]21221090 23513 66 superoxide dismutase [Fe-Zn] [Streptomyces coslicolor A3 (2)]
2. gi|286143258 17554 33 Fe-containing superoxide dismutase [Streptomyces coelicolor]
3. gi]21221379 3J0z98 28 permease wewxbrans component [Streptomyces coslicolor A3 (2)]
4. gi]21223226 28257 26 Teth fawmily transcriptional regulator [Streprtomyces coelicolor A3 (2]
5. gi|167013500 30656 26 Chain &, Crystal Structure Of A Tetr Family Transcriptional Regulator From Streptomyces Coeli
6. gi]21221880 29237 25 ABC-transporter transport protein [Streptomyces coslicolor A3 (2)]
7. gi]32141144 45263 25 bifuncrional phosphopantothenoyleysteine decarboxylazse/phosphopantothenate synthase [Streptor
8. gi|21223650 24914 25 hypothetical protein SC05284 [Streptomyces coelicolor A3 (2)]
9. gi|21222422 25307 25 gntR fawily regulatory protein [Streptomyces coelicolor A30(2)]
10. gi]21220913 37178 24 hypothetical protein SCO2449 [Streptomyces coelicolor A3 (2)]

Sequence Coverage: 30%

Matched peptides shown in Bold Red

1 MEVYTLFPELF YDYSALAPVI SPEIIELHHD EHHAAYTVEGA NDTLEQLALEAL
51 FEDEETUGSIN GLEKMLAFHL SGHILHSIYW HHMTGDGGGE PLDEDGVGEL
101 ADATAESFGS FAGFBAQLTE ALATTOGIGW GVLAYEPLEG RLIVEQIVDH
151 QGNVGQGITP ILVFDAWEHL FYLOQYENOQEW DFIDAMWAVY NWODVARRYE
201 AAKSRTHTLL LAFP




Peptide Mass Fingerprint for spot 6366: SCO3649

MATRIX 1
Wiivcis Mascot Search Results
User i irene
Email : isanhfunileon.es
3 Search title : spot 6366
= 1798799 Database : NCBINr 20100602 (11126451 sequences: 3793134231 residues)
gi m/z T axonomy : Streptomyces coelicolor (8575 segquences)
2 - @ Timestamp 1 7 Jun 2010 at 11:25:35 GMT
£ 817,405 Top Score 1 69 for gi|21222064, fructose-bhisphosphate aldolase [Streptomyces coelicolor A3{2)]
5000
889,456 Mascot Score Histogram
983,509
1346.619 Protein score 15 - 10*Log(F), where P iz the probability that the observed match is a random event.
’ Protein scores greater than 52 are significant (p<0.05).
1434,676
1454,753 i
000 4 1502,733 e
1511,775 :
1655,785 :
1796,799
1810,835
2000 1828,797 e
b ] 60 T
1841 ,885 Protein Score
1853,825 Indes
1869,942
1910847 Accession Mass Score De=scription
’ 1. gil21222064 37018 69 fructose-bisphosphate aldolase [Streptomycees coelicolor A3 (2)1]
2. gil21219352 34299 41  hypothetical protein 3C005331 [Streptomyces coelicolor A3(2)]
J3. gil21221068 35706 40 rod shape-determining protein MreC [Streptomyces coelicolor A3(2)]
2000 4. gi|2253080 38571 39 mrec [Streptomyces coelicolor A3 (2)]
5. gi|4927470 39068 38 transposase [Streptomyces coelicolor A3(2)]
6. gi|21223078 39170 38 IS1652 transposase [Streptomyces coelicolor A3 (2)]
7. gi]21219973 30144 38 transposase [Streptomyces coelicolor A3(2)]
6. gi|21221089 39155 38 transpossse [Streptomyces coelicolor A3 (2)]
9. gi]21223731 57449 33 FOF1 ATP synthase subunit alpha [Streptomyces coelicolor A3 (2)]
10. gi]|21222741 50035 33 integrase [Streptomyces coelicolor A3 (2)]
1346.619
Zequence Coverage: 17%
1000
Matched peptides shown in Bold Red
1 MPIATPEVYH EMLDRALKAGE FAYPAINVTS SQTLHAALRG FAEAESDGIV
51 QISTGGAEFL GGQHNEDMVT GAVALAEFAH IVAEEYDWTIV ALHTDHCPED
101 ELDGYWVRPLI AVIEERVEAG ENPLFOSHHMW DGSALAETLADMN L3IAQELLAR
151 ARRARIILEV EITPTGGEED GWSHEINDSL YTTVDDAVRT VEALGLGEEG
"1500 "3500 201 RYLLAASFGN VHGVYKPGNV VLRPELLEKEL NEGIASKEYG(Q PAGSEPFDFV
251 FHGGIGITAE EIATALENGY VEMNIDTDTL YAFTRPVWWDH HFRNYDGVLE
301 VDGEVGHEET YLDPRETUWGKLA EAGMAARVVE ACGHLRSAG) EKIE




Peptide Mass Fingerprint for spot 6264: SCO4770

MATRIX / -
litiineis Vlascot Search Results

m/z u i
- = =er : irene
885,552 Email : isanhfunileon.es
Search title : spot 6264
922,522 Datahbhase : HCBInr 20100602 (11126451 seqgquences; 3793134231 residues)
Taxonomy : Streptomyces coelicolor (8575 seqgquences)
10075582 Timest amp : 9 Jun 2010 at 09:12:57 GMT
1100 595 Top Score : 62 for gi|21223149, inosine 5' monophosphate dehydrogenase [Streptomyces coelicolor A3({2)]
’
1403,764 Mascot Score Histegram
1424,801
1682.894 Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
’ Protein scores greater than 52 are significant (p=0.05).
— 00 1791,766 Digestor_2444)_KEWY SRef
=
g,
o 2
= mon z
E o
= 1424801 1791766 &
n s s S— 5
000 12500 iS00 1750 2000 IS0 2S00 2750 3000 @S E
miz =

T '_|_|
G ]

Protein Score

Index
Accession Hass Score Description
1. gi|21223149 52614 62 inosine 5' monophosphate dehydrogenase [S3treptomyces coelicolor A3(2)]
2., gi|21224354 559624 46  hypothetical protein S3C0O8022 [Streptomyces coelicolor A3 (2)]
3. gi|21223850 S0565 37 MNAD-dependent DNL ligase Ligl [S3treptomyces coelicolor AS(2)]
4., gi|21220490 43534 34 branched chain amino acid binding protein [Streptomyces coelicolor A3 (2)]
5. gi|21226033 34109 33 transcriptional regulator [Streptomyces coelicolor A3(2)]
6. gi|21223063 45622 32 glutamate dehydrogenase [3treptomyces coelicolor A3 (2)]
7. gi|21223616 52389 31 nucleotide-binding protein [Streptomyces coelicolor A3 (2)]
8. gi|21222098 14747 29  hypothetical protein SC03685 [Streptomyces coelicolor A3 (2)]
9. gi|21234249 15421 28  hypothetical protein 3CP1.250 [S3treptomyces coelicolor AS(2)]
10, gi|21223805 71361 28 neutral zinc metalloprotease [Streptomyces coelicolor A3 (2)]
Sequence Coverage: 7%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

HTANVDGVPE
PLLSAAMDEV
IVANPITIHFP
TDRSROJVREV
GLITVEDFVE
FLVWDTSHGH
IKVGIGPGEI
GDIGKALALG
QSRGOGESTS
LROTHGYVGA
K

EFATLGLTYD
TESFMAISMA
DATLGEADAL
NTEMPLVTGO
LAEQYPHALAKD
NSHNALSWMSE
CTTEVWVAGIG
ADTWMLGSLL
EDRYFQLEVA
ATIEEMESKG

DVLLLPGAS A
ROGGYGVLHR
C LEFRISGVP
VGISGVDANE
AKGRLLVGAL
IESSVGIDVY
VPOVTAIYEA
AGCEESPGEL
SDDELVPEGI
RFVREITSAGL

VLPHNAVDTSS
HNLSTEDQATIC
VTDGAGKLLG
LLERHKIEEL
VGASPEALDER
GEITATRDGA
SLAARALGVE
QF INGEQFES
EGOVPYRGPL
KESHPHD IQN

RISPNWEVIII
VDLVYERSESG
IVTHRDMAFE
PLVDGDGILE
AQALAELGYD
QALIDAGVDG
LIGDGGLOTS
TRGUGILGAN
ANVLHOLVGG
TVEAFPNYIRS




Peptide Mass Fingerprint for spot 6269: SCO4771

MATRIX / =
m/z litiivcis Mascot Search Results
916,510
User i irene
1 029, 394 Email : igzanh@unileon.es
Search title : spot 6269
1045,564 Database H NgBInr 20100602 (11126451 sequences; 3793134231 residues)
Taxon i Strept ces coelicolor (8575 segquences)
11011626 Ti.mes:,u:Ian i 9 Julr"l ;u:{u at 10:40:44 GMT ™
1301 758 Top Score 1 67 for gi|21223150, inosine 5-monophosphate dehydrogenase [Streptomyces coelicolor A3(2)]
1402,664 Mascot Score Histogramm
1450,732
1597,754 Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
w10t 1699.887 Digestor 2441 KB SRef Protein scores greater than 52 are significant (p=<0.05).
T 10 1045 564 , 24
=,
g 0.5 3
E 1402 664 w
nn o &
et 000 1250 100 175 Moo 50 20 2750 00 3so E

miz

T T T T T T
40 el 18] 0
Protein Score

Index
Accession Hass Score Description
1. gi]21223150 40205 67 inosine S-wonophosphate dehydrogenase [Streptomyces coelicolor 43 (2)]
2. gi|21223094 20540 36 503 ribosomwal protein LS [Streptomyces coelicolor A3 (2)]
3. gi|21223258 35743 33 lipoprotein [3treptomyces coelicolor A3 (2)]
4. gi]21223436 S6651 31 bifunctional protein [Streptomyces coelicolor A3 (2)]
5. gi|21223194 459256 30 serine/threonine protein kinase [Streptomyces coeslicolor A3 (2]
6. gi|21224476 51254 30 ADA-like regulatory protein [3treptomyces coelicolor A3 (2)]
7. gi|21218689 13519 29  hypothetical protein SCO0129 [Streptomyces coelicolor A3 (2)]
6. gi|21225083 66344 27 long chain fatty acid Col ligase [J3treptomyces coelicolor A3 (2)]
9. gi|21222649 101193 27 hypothetical protein SC04254 [Streptomyces coelicolor A3 (2)]
10. gi]|21221892 56747 27 transposase [Streptomyces coelicolor A3 (2)]
SJequence Coverage: 17%

Matched peptides shown in Bold Red

1
51
101
151
201
2351
301
351

HTEIEIGRGK
LAAPMDSVVS
DNATFRLQEI
VDAGVDIFVI
ALHLHETGAA
ESGGRYVHVI
WEHE AWHNEEL
TTGYSELEEF

RGRRAYALFDD
PATAIRIGEL
YAAPTEEELI
RGTTVIALEHNV
GVLYGF GGGA
ADGGVGUIGD
PRGEEVDLGT
QRVEVTVADS

ILVWPIRRTR
GGLGVLNLEG
GORIKEVRDS
SGIHEPLINLE
AHTTENVLGI
LPEATACGAD
VGTIEEILTG
QHEE

DPEEVSIAND
LWTRHEDFOQP
GVVTLLALEP
QF IYELDVEV
CVPMATAVAD
SVHNGIFLAR
PSRHPDGSMH

IDAYRFELFF
LLDEIAELLT
QRTAQFSELV
IVGGCATYTA
VAALLREDYMD
ATDAFPGRGINH
FFGALRRAMA




Peptide Mass Fingerprint for spot 6400: SCO4809

MATRIX ; -
Cros {itinces Mascot Search Results
; 1 s&ss.054
; User : irene
E A m/Z Email : isanhfunileon.es
T Search title : spot 6400
£ 4 ’
Datahase : HCBInr 20100602 (11126451 sequences; 3793134231 residues)
875,481 T axonomy : Streptomyces coelicolor (8575 sequences)
) Timestamp : 8 Jun 2010 at 09:03:25 GMT
8871483 Top Score : 70 for gi|21223187, succinyl-CodA synthetase subunit alpha [Streptomyces coelicolor A3{2})]
125 1031,573 Mascot Score Histogram
“27 1050,078
] Protem score 1z -10%Lo , where P 15 the probability that the observed match is a random event.
, g P
1221 630 Protein scores greater than 52 are significant (p<0.05).
1 ’
] 1235,527
2]
1791,699 =
1 s
1.00 1 I
B =}
=
=
1 T |E_§ T T T -_|
i G0 [} 0
E Protein Score
0.75 Index
E Accession Mass Score Description
1. gi|21223187 30277 70 succinyl-Col synthetase subunit alpha [Streptomyces coelicolor AZ(2)]
i 2, gi|21220340 22223 51 cobil)yrinic acid a,c-diamide adenosyltransferase [Jtreptomyces coelicolor A3 (2)]
3. yi|1532204 384601 48 putative ABC transporter intracellular ATPase subunit BldkD [Streptomyces coelicolor AZ(2)]
4., gi]|21223486 335465 45 BldKD, ABC transporter intracellular ATPase subunit [3treptomyces coelicolor A3 (2)]
1 5. gi]|21221650 38951 33  Thypothetical protein SC0O3215 [Srcreptomyoes coelicolor A3 (2))]
6. gi]|21234217 4z0z0 32 putstive plasmid partitioning protein, paraZ [3treptomyces coelicolor A3 (2)]
E 7. gi]|21223929 32719 31 formemidopyrimidine-DNA glycosylase [Screptomyces coelicolor A3(2)]
8. gi|21224337 09513 30 hypothetical protein 3CO6001 [Streptomyces coelicolor A3 (2))]
0.50 9. gi|21222312 10433 30 hypothetieal protein SCO3905 [Stcreptomyces coelicolor A3 (2))]
) 10. gi|21219532 115954 28  Thypothetical protein 3C01015 [Streptomyces coelicolor A3 (2))]
Sequence Coveradge: 9%
1 Matched peptides shown in Bold Red
1 MATWLHEDSE VIVOGMTGAT GMEHTELMLG DGTEVWVGEVIN PRELGTIVDEF
0.25 1 51 DGHNEVPVFGT VEEAIEETGL NVIVIFVFEE FTEDAVVELAI DAEIPLAWVVI
i 101 TEGIAVHDIA AFWSYTAGEEG NETRIIGPNC PGIITPGOSN VGIIPGDITE
151 PGRIGLWVIKS GTLTYQMMYE LEDIGF3TAV GIGGDPIIGT THIDALAAFE
1 1030978 iss27 201 ADPETDLIVH IGEIGGDAEE RALAETISKNY TEPVVGSYVLG FTAPEGETHG
1791.699
_ 251 HAGATIW3IGSS GTAQLEFEAI EAAGVEVGET PTETAKLAFRA ILAG
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U I U I
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m z




Peptide Mass Fingerprint for spot 6125: SC0O4814

MATRIX ! —
(et Mascot Search Results

m/z
829,514 User : irene
Email : isanhéunileon.es
874,4628 Search title : spot 6125
Database : HCBInr 20100602 (11126451 sequences; 3793134231 residues)
1034’128 T axonomy : Streptomyces coelicolor {83575 sequences)
1050.594 Timest amp : 9 Jun 2010 at 08:26:31 GMT
1127’715 Top Score : 59 for g¢i|21223192, bifunctional phosphoribosylaminoimidazolecarboxamide formyltransferase;
147’1 74 Mascot Score Histogram
1791,644 Protein score 15 - 10*Log(P), where P 1z the probability that the observed match 15 a random event.
2225,115 Protein scores greater than 52 are significant (p<0.03).
— xint ;
- 2312.145 Digestor_2 400_K12Y 5Ref
3 7 )
'E' (2]
“
z ! +
E 1034428 1471 740 1791644 oz e 5
f £
T T Tiobo | i%so im0 iS00 @S0 20 27s0 0 00 S0 2
miz
T T T T T T T T T T Iq_|_|
40 G0 ]

Protein Score

Index
Accession Mass Score Description
1. gi]21223192 55351 59 hifunctional phosphoribosylaminoimidazolecarboxamide formyvltransferase/
2. gil|21224356 TEE1E 37 transferase [Streptomvyoes coelicolor A3 (Z2)]
3. gil|21220435 34945 36 hypothetical protein 3C01950 [Streptomyoes coelicolor A43(2)]
4. gil|21220402 27034 36 hypothetical protein 3C019215 [Streptomycoes coelicolor 43 (2)]
5. gi|256788439 35147 35 hypothetiecal protein 51ivT 28456 [Streptomyces lividans TEz4]
6. gi]|21219693 185293 35 hypothetieal protein 3C01182 [Streptomyces coelicolor 43 (2)]
7. gi]|21220071 49116 31 oxidoreductase wembrane protein [Streptomyces coelicolor 43 (2)]
8. gi|21223574 15538 29  hydrogen peroxide sensitiwve repressor [Streptomyces coelicolor A3(2)]
9. gi]|21221752 1z050 29 redoxin [Streptomyces coelicolor A3 (2]
10. gi|21902159 61416 27 putative integral mewbrane ATPase [Streptomyces coelicolor A3 (Z)]

Jequence Coverage: 9%

HMatched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

HTATAGINER
LAGVEFVTEVE
GVAPFDLVWWY
AVVTIPLRYA
EYAPVDESGF
LHGEENS TN
REAHDCDPVS
LTEEFMNIEVL
TGEALSEAEL
ELAVERAGAE
LVVERLAKEALG

ATPRALVEVY
ELTGFPECLD
NLYPFRETWVA
DIVLLAVEGGG
PODFLGATYER
¥TTDOTDALRRA
AYGEVIAVHR
RAPALRPLAPV
AELAFAWRAC
BAQGAYLAID
VTHYFTGTEH

DETGLEDLAR
GEVETLHPEV
S3GATPFDECVE
FDLAAEKRLA
ANTLEYGENF
AYDHAEPCWVA
PYSKEMAERY
EVEPIDGGLAL
RAVKSHATILL
AFFPFPDGLE
FFH

GLHEAGVELV
HAGILADLEL
QIDIGGPINT
AEAFQHTAAY
HOPALALYTIF
ITEHANPCGT
AGIFTEVIVA
LOVTDELOQAE
AKDGLEVGVG
ILTGAGVEAV

STGSTAGRIA
EZHEQOLDEL
RARAFNHPSV
DVAVASTTFAL
EGGGLAQLED
ATGADVAEAH
FDYEDGALEA
GDDPATWTLA
NEOVTHEV DA A
VOPGGSWVRDE




Peptide Mass Fingerprint for spot 6167: SCO4837

ntens.[au]

m/z
866,437 MATRIX —
974 514 {iievees Mascot Search Results
’
1048,608 User : irene
Email : isanh@unileon.es
1138’508 Search title : spot 6167
1433,727 Database : HCBInr 20100602 (11126451 seguences; 3793134231 residues)
T axonomy : Streptomyces coelicolor (8575 segquences)
1470,827 Timestamp : 8 Jun 2010 at 20:08:55 GMT
1685,749 Top Score : 62 for gi|21223213, serine hydroxymethyltransferase [Streptomyces coelicolor A3{2)]
1919,983 Mascot Score Histogram
[ ,
0% 3 74514 2227,187 Digestor_24m0 kK22 SRef _ _ . .. .
i === Protein score 15 - 10¥Log(F), where P is the probability that the observed match iz a random event.
:% Protein scores greater than 52 are signficant (p<0.03).
E 1138 508
E — AGE5.7429 20
n — 8 %7
[N e e L e B B L L B =t
1230 1500 1730 2000 230 2300 2730 3000 3230 x
mé & 15
.
2
5 104
5 4
O A ||||||||||||F_|_|
40 el ]
Protein Score
Index
Accession Mass Score Description
1. gi|21223213 51573 62 serine hydroxymethyltransferase [S3treptomyces coelicolor A3 (2)]
2. gi|21224749 33271 36  hypothetical protein 3C06443 [Streptomyces coelicolor A3 (2)]
3. gi|21223816 42475 30 lipoprotein [3treptomyces coelicolor A3(2)]
4. gi|21219200 545944 30 glycerol-3-phosphate dehydrogenase [Streptowmyces coelicolor A3 (2)]
5. gi|21221968 12371 30 anti-sigwa factor antagonist [Streptomyces coelicolor A3 (2)]
6. gi]32141268 544591 30 gamwa-aminobutyraldehyde dehydrogenase [Streptomyces coelicolor A3 (2)]
7. gi|21225518 57056 289 oxidoreductase [Streptomyces coelicolor A3 (Z)]
6. gi|21221680 ©4455 28 acyl Col oxidase [Jtreptomyces coelicolor AZ(Z2)]
9. gi]|21219807 105469 28 exonuclease [Jtreptomyces coelicolor AZ(Z)]
10. gi]21219211 13454 28  hypothetical protein 3C0O0652 [Streptomyces coelicolor A3 (2)]
Sequence Coverage: 12%
Matched peptides shown in Bold Red
1 MPAEISFPEST AYRAALDVIE AVEPRVADAT GOQEWVADOQREM LELIASENYAL
51 3PATLLAMGH WFSDEYAEGT IGRREFYAGCE WNWDTVESLAL EHARELFGAR
101 HATVOPHSGI DANLWAFWAYV LGARVEVFFL EKTGAROVIND LTDADWAELER
151 QAFGHNOQRMLG MSLDAGGHLT HGFRPNIZGE MFDOQRSYGTD PATGLIDYEA
201 LRASAREFEFP LIIVAGYZSAY PRLYHFRIMR EIADEVGATL MVDMAHFAGL
251 WVAGEVLTGDF DPVFPHAQIVT TTTHESLRGP RGGMVLCDDS LEDCVDRGCP
301 MVLGGPLPHY MAAKAVALAE AFRRPAFQDYA (QRIVDHARAI AFGLTERGAT
351 LVTGGTDNHL NLIDWASSYG LTGROQAERAL LD3GIVTNRN AIPADPNGLIN
401 ¥TIGIRIGTE ALTTRGLGTA EMDEVAGLID RVLTATEPGT TEIGAP3IEKLS
451 HVLDAEVADE ISHRATDLVA GFPLYPEIDL &




Peptide Mass Fingerprint for spot 6678: SC0O4856

ntens. [au ]

m/z MATRIX ~
853377 {scievers Mascot Search Results
7
961 ,459 User : irene
Email : isanhf@unileon.es
1039,542 Search title : spot 6678
Datahase : HCBInr 20100602 (11126451 sequences: 3793134231 residues)
1117,596 Taxonamy : Streptomyces coelicolor {8575 sequences})
Timestamp : 9 Jun 2010 at 08:51:50 GMT
1118,478 Top Score : 61 for gi|21223232, succinate dehydrogenase flavoprotein subunit [Streptomyces coelicolor A3{(2)]
1179,557 .
1223.638 Mascot Score Histogram
’
1347,619 Protein score 15 -10*Log(P), where P is the probability that the observed match is a random event.
1493.611 Protein scotes greater than 52 are significant (p=0.05).
’
1765,524
+ - 2
o 2269,741 Digestor 240 SRef s
0rs
1470587 192611 k3
050 e — <
L
023 £
= 1785524 FRE.TM =
—_—
nnn I
camil N LILALINL AL SO JL L L L LA L LA L AL
1000 1250 13500 1730 2000 X230 23000 27300 3000 3230
miz
I o e e e e e Y
i) L] [20)
Protein Score
Index
Accession Mass Score Description
1. gi]21223232 65033 61 succinate dehydrogenase flavoprotein subunit [Streptomyces coelicolor A3 (2)]
2. gi]31340548 41926 29 two-component sSystem sensor kinase [Streptomyces coelicolor A3 (2)]
3. gi]21234243 42695 29 putative oxidoreductase, mwfh [3treptomyces coelicolor A3 (Z2)]
4. gi|21223100 6&554 25 503 ribosomal protein L30 [3treptomyces coelicolor A3 (Z2)]
5. gi]21219011 34461 27 hraC family transcription regulator [3treptomyces coelicolor A3(Z2)]
6. gi|21223969 7047 27 ctranscriptional regulator [Streptomyces coelicolor A3 (2)]
7. gi|21221938 52401 26 ATP-binding protein [3treptowyces coelicolor A3 (2)]
8. gi|21223988 14373 25 muctT-like protein [Streptonyces coelicolor A3(2)]
9. gi|21223146 12216 25 regulatory proteiln [Streptowyces coelicolor A3(2)]
10. ¢gil21223317 32871 25 DNAi-binding protein [Streptomyees coelicolor A3 (23]

Sequence Coverage: 8%

Matched peptides shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
501
551

NEVHEYDTVI
AARLANVEED
LFFNETFDGT
VEEGVEFFNE
ASGGTGEFFE
ILLTEGARGE
RGCGPEGDHY
TAHYAMGGIF
LD INVFGREL
ATIREELQEC
NTDLLEAVEL
THAYREEVGDD

VGAGGAGHRL
NWEWHTFDTV
ILQRRFGGHS
FYVLLOLITE
VTSHNAHTLTG
GGILENEDGE
YTLDLTHLFFE
THNVEGEVLAD
GIRAAEYAQK
NDANVMVFRT
GNLLDLAEWH
GAESIRLDYE

ATIESTERSRT
EGGDYLVDQD
FMHSEALFVERR
VDGVEESAGY
DGOALVTRRG
RFMEEYLPVH
QLDAELPDIT
NTTWWPGLTA
ADFVELFEDF
EQTIKTAVEE
AVSLLARKES
PVWVOTRYQFH

AVLTELYPTER
AAEILAFEATI
SCYLADRTGH
VAYELATGEI
LFLEDHEFFQ
KDLASRDWVYS
EFARTYLGIE
AGEVACVIVH
ETLVVEQIER
IAELEARYEN
RGGHYREDFFP
EREY

SHTGALOGGH
DIVLDLEENG
HILQTLYQNC
HYFQAESVIY
FHPTGITRNG
RSIYTEIREG
PYTDFIFIQF
GAMNRLGTHAL
LE3STGTERY
WS IODEGRRF
HRDDVINFMEH




Peptide Mass Fingerprint for spot 6257: SC0O4958

© 3104 MATRIX / a
E {sciencet Mascot Search Results
®
c
o T m/z User irene
£ o ———— Email isanh@unileon.es
1 8291514 Search title spot 6257
831 363 Database : HCBInr 20100602 (11126451 sequences; 3793134231 residues)
) ! T axonomy Streptomyces coelicolor (8575 segquences)
] 845,520 Timest amp 8 Jun 2010 at 08:33:10 GMT
1013 493 Top Score 58 for gi|21223331, cystathionine gamma-synthase [Streptomyces coelicolor A3{2)]
’
1.25
1390,661 Mascot Score Histogram
' 1399,708 S , ) _
] 1659 812 Protein score 1z -10*Log(P), where P iz the probabiity that the observed match is a random even
, . .
Protein scores greater than 52 are sigmificant (p=0.03).
] 1689,755
_ 1730,849 )
o
oo 1188,543 ;
: &
2043,928 s
1 ]
E
] E
1 T 1 1 T 17T F‘|_|
0.75 S G
Protein Score
Index
Accession Mas=s Score Description
1 1. gi]21223331 40544 58 cystathionine gamma-synthase [Streptomyces coelicolor A3 (2)]
2. gi]|21222182 56949 40 secreted penicillin hinding protein [Stcreptomyces coelicolor A3 (2)]
1 3. gi]21218741 65932 35  hypothetical protein 3C00154 [3treptomyces coelicolor AS(2)]
4, gi]21224977 100528 31 serine/threonine protein kinase [Streptomyces coelicolor A3(2)]
0.50 5. gi]|21222513 45928 30 hydroxyglutarate oxidase [Streptomyces coelicolor A3 (2)]
6. gi]13122195 40535 29 putative DNA damwage inducible protein [Streptomyces coelicolor A3 (2)]
4 7. gi]161353682 5S07E3 29 DNL polymerasse IV [Streptomyces coelicolor A3 (2)]
8. gi]|21270435 34945 28 Thypothetical procein SC01950 [Streptomyces coelicolor A5 (2)]
J 9. gil21223401 45275 28 ATP-binding protein [3treptomyces coelicolor A3 (2)]
10. gi]21224785 39240 28  Thypothetical protein 3C06481 [Streptomyces coelicolor A3 (2)]
Sequence Coverage: 11%
0.25 4 Matched peptides shown in Bold Red
1689.755
1 —_— 1 MPMSDRHISQ HFETLAIHAG NTADPLTGAWV WVPPIYOVSTY EOQDGVGGLERG
1013493 51 GYEYSRSANP TRTALEENLA ALEGGRRGLA FASGLAAEDC LLRTLLRPGD
1 101 HVVIFNDAYG GTFRLFAEVL TRWGVEWIWVA DTIDALAVEA ALTPETELVW
| 151 VETPSNPLLG ITDIAQVAQY ARDAGARLYVY DHNTFATPYLQ QPLALGADWVWY
1399.708 2043.928 201 VISLTEYHGG HSDWVWVGEGALI VWGDCELGEEL AFHONAMGLY AGPFDSWLVL
1 - e a— 251 EGTETLAYVEM DRHSEHATEY ADMLIFHARY T3IVLYPGLPE HPGHEWVALLEKD
OOO-I 301 MEAFGGMYVSF RVEGGEQALALYV EVCNRAEWFT LGESLGGVES LIEHPGRMTH
) T T T T T T T T T 351 ASAAGRALEYV PADLVEL3VG IENADDLLAD LOQOALG
800 1000 1200 1400 1600 1800 2000 2200 2400

m £z




Peptide Mass Fingerprint for spot 6340: SC06282

Intens. [a.u.

x104 MAT;?IX} ; -
scevees Vlascot Search Results
—_
m/z
User : irene
821,430 Email : isanh@unileon.es
839.019 839 019 Search title : spot 6340
’ Databhase : HCBInr 20100529 (11111565 sequences; 3786451707 residues)
1.0 4 856,536 T axonomy : Streptomyces coelicolor (8575 sequences)
Time st amp : 3 Jun 2010 at 11:12:10 GMT
861101:3 Top Score : 92 for gi|21224601, 3J-oxoacyl-[acyl-carrier protein] reductase [Streptomyces coelicolor A3({2)]
963,573
1168,614 Mascot Score Histogram
1176,604 _ _ _ _ _
Protein scote iz -10¥Leg(P), where T is the probability that the observed match is a random event.
084 1 1921593 Protein scores greater than 52 are significant (p=0.05)
1226,623
b
1282,685 2
E
1313,635 =
L
1794,745 2
E
963.573
—
0.6 -
. -
T T T T T T T T T T T T T 1
Rt TR A
Index
Accession Hass Score Description
1. gi]21224601 27414 92 3-oxoacyl-[acyl-carrier protein] reductase [Streptomyces coelicolor A3 (2)]
0.4 2. gi|21225778 34325 40 AraC family transcription regulator [Streptomyces coelicolor A3(Z2)]
: 3. gi|21234158 65940 29 putative oxidoreductsse subunit [Streptomyces coeslicolor A3 (2)]
4. gi|21220174 25825 28 transcriptional regulator [Streptomyces coelicolor A3 (2)]
5. gi|21223851 S0012 27 phosphodiesterase [Streptomyces coeslicolor A3 (2)]
6. gi]21219610 36795 27 hypothetical protein 3C01035 [Jtreptomyces coelicolor AS(2)]
7. gi]21220064 24501 25 acyltransferase [3treptomyces coelicolor A3 (2)]
8. ygi|21219588 44969 24 hydrogenase [Streptowyces coelicolor A3 (2)]
9., gi|21225322 13603 24 ABC transporter ATP-binding protein [Streptomyces coelicolor A3 (2)]
10, g¢i]21219494 12579 24 hypothetical protein 3C00977 [Streptomyces coelicolor A3 (2)]
0.2
Sequence Coverage: 23%
1313.635 . .
T Matched peptides shown in Bold Red
1798745 1 MTERLRSFRM TALTHKTALY TGGSRGIGRA IAQRLGKEGL LVALTY3SDE
51 AAAFETVHSI EAAGGRAFAF RIQLGVPGDA EALWQAFDAQ IGOQVADGGIEG
101 LDILVNNAGI AGPGLIHEVE ELEYDEWVFAV NAKAPFFII(Q KGLERLRDGG
0.0 TP ) L A " 151 RIVNIZZGWT EVAFPGMTSY AAAKGAVEVL TLTLAQTLGE RGITVNAVIFE

T T T T T T T T T 201 GTIETDIHPW MADPAAKAHA AGFSYFHRVG QPDDWVADWVWVL FLASDDARIN
1600 1800 2000 2200 2400 . 251 TGOMIDASSGG SGLGL
m

T U T T T T
800 1000 1200 1400




Peptide Mass Fingerprint for spot 6513: SCO7036

MATRIX) W ~
_ scievees Mascot Search Results
3 1139.597
R m/z User : irene
< Email i iganh@funileon.es
g 834,450 Search title : spot 6513
845,132 Database : HCBInr 20100602 (11126451 sequences; 3793134231 residues)
8000 866 456 T axonomy : Streptomyces coelicolor {8575 seguences)
’ Timestamp : 8§ Jun 2010 at 08:08:12 GMT
975,067 Top Score : 71 for gi|21225319, argininosuccinate synthase [Streptomyces coelicolor A3(2)]
1035,157 Mascot Score Histogram
1050,131
] Protein score 15 - 10*Log(P), where P is the probability that the observed match 15 a random event.
1060,097 ; .
Protein scores greater than 52 are significant (p<=0.05).
1072,600
1139,597 .
il
a5z 1144,651 £
6000 &
1734,719 5
£
E
T T T T T T -_|
Sl 75
Protein Score
Index
4000 - Accession Mass Score Description
1. gi21225319 52405 71 argininosuccinate synthase [Streptomyces coelicolor A3 (2)]
2. yi|216988 53478 69 argininosuccinate synthetase [Streptomyces coelicolor A3(2)]
3. ygi|5459434 2564 34 ADP glucose pyrophosphorylase [Streptomyces coelicolor A3(2)]
4. yi|21222200 36058 30 integral wewbrane protein [Streptomyces coelicolor A3 (2)]
5. gi|32141265 32546 28  Thypothetical protein 3C05489 [Streptomyces coelicolor A3(2)]
6. gi|21223200 6504 27  hypothetical protein 3C045823 [Streptomyces coelicolor A3(2)]
1 1050131 T. gi]21220231 13242 26 hypothetical protein 3C01737 [Streptomyces coelicolor A3(Z2)]
. 6. gi|21224836 60670 23 nitrate reductase beta chain NarH [Streptomyces coelicolor A3(2)]
9. gi|21219805 z0177 23  hypothetical protein 3C0O1298 [Streptomyces coelicolor A3(2)]
10. gi|21219747 22767 ZZ ATP-dependent Clp protease [Streptomyces coelicolor A3 (2)]
Zequence Coverage: 12%
2000
Matched peptides shown in Bold Red
1 MSEVLTSLPT GEBRVGIAF3G GLDTSVAVAW MRDEGAVPCT YTADIGOQYDE
51 PDIALSVPDEA ETYGAEVARL VDCRALALLVEE GLAALTCGAF HIRSGGRAYF
1734.719 101 HTTPLGRAVT GTLLVEAMLE DDVQIWGDGS TFEGNDIERF YRYGLLAHFQ
151 LRIYEPWLDA DFVTELGGRE EM3IEWLVAHD LPYRDITEEKA YSTDAHIWGH
201 THEAETLEHL DTGVETVEPI MGVRFUDPEYW EIAPEDVTIG FDOQGRPVTIN
251 GEEFASAVDL VWHMEAMNAVGGE HGHMGHIDOIE NRIIEAKSRG IYEAPGHMALL
301 HAAYERLVNA IHWEDTLAQY HTEGRRELGEL MYEGRWLDPOQ ILMIREILOR
351 WWGSAVTGEY TLRLRRGEDY IILDTTGPAF SYHPDELSME RTEDIAFGPV
: 401 DRIGOLTHMBN LDIADSRAKL EQYAGLGLIG TANMPATGAAQ ARATGLIGALM
1800 451 PEGGLOQATAS RGEVIADDEL LDRALAMESGT D




Peptide Mass Fingerprint for spot 6771: SCO7510

m/z
T aAn20 AR MATRIX y —~
1032,536 {icievers Mascot Search Results
1060,552
u: HES 1
1 O65= 521 E:n:;l : ;::::l@m'lileon .es
1381 696 Search title : spot 6771
’ Datahase : HCBInr 20100602 (11126451 seiquences; 3793134231 residues)
1424,734 T axonomy : Streptomyces coelicolor (8575 seyquences)
Timestamp : 9 Jun 2010 at 08:02:15 GMT
17271933 Top Score : 65 for gi|21225776, peptidyl-prolyl cis-trans isomerase [Streptomyces coelicolor A3({2)]
1910,828
T oo 2383,916 Dige stor_244'0 _K1 0/l SRef Mascot Score Histogram
o — -
w10 Protein score 15 -10¥Log(F), where P is the probability that the observed match 1z a random event.
= 1032536 1910878 . o
2 os I — == Protein scores greater than 52 are significant (p<0.05).
= 1424734 7357 016
—_—
nn

B o o e S e
1000 1250 1300 1750 2000 230 2300 2730 3000 J250
mk
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= )
o E=3
1 1

=
(=3
|

5
0 T gI T T T T
40 50 510 T
Protein Score
Index
Accession Mass Score Description
1. gi|21225776 17575 65 peptidyl-prolyl cis-trans isomerase [Streptomyces coelicolor A3 (2)]
2. gi]32141251 21837 39 TetR fawily transcriptional regulator [Streptomyces coelicolor A3 (2)]
3. gi|21225765 24077 38 transcriptional regulator [3treptomyces coelicolor A3 (2)]
4. gi]21218759 BZ586 28 two-component sensor [Streptomyces coelicolor A3 (2)]
5. gi|21224756 17370 27 hypothetical protein 3CO06450 [Streptomyces coelicolor A3 (2)]
6. gi]21221455 72760 27 two-component system histidine kinase [Streptomyces coelicolor A3 (2)]
7. gi]21220835 20515 26 hypothetical protein 3C0OZ367 [Streptomyces coelicolor A3(2)]
6. gi]|21219601 Zz107 26 hypothetical protein 3C0O1086 [Streptomyces coelicolor A3(2)]
9. gi|21225981 Z:z061 26 hypothetical protein 3CO7722 [Streptomyces coelicolor A3(2)]
10, gi|21223596 15255 26 acetyltransferase [Streptomyces coelicolor A3(2)]

Sequence Coverage: 18%

Matched peptides shown in Bold Red

1 M3NIEWYFDI DIDGQDAGRET VFELFEDVTF ETARNFLELAL TGEHGFGYLG
51 SPFHEVIPQF MLOQGGDFTNG MNGTGGESITG EFFADENFQL EHTEPYLLSH
101 ANAGPNTHGSI QFFVTTVPTP WLDGEHUVVEG EVVEGTDVVD KIEGYGSSPA
151 GETSKEIEWE A3GEL




Peptide Mass Fingerprint for spot 6317: SCO7511

MATRIX
lscievent Mascot Search Results

5 x104
0, 845.080 User : irene

—
@ i Email i isanh@unileon.es
c m/z Search title : spot 6317
o}
E Datahase : HCBInr 20100602 (11126451 segquences; 3793134231 residues)
- 828,530 T axonomy : Streptomyces coelicolor (8575 seguences)

4 Times tamp : 7 Jun 2010 at 11:44:12 GMT

838,489 Top Score : 60 for gi|21225777, ylyceraldehyde 3-phosphate dehydrogenase [Streptomyces coelicolor A3{2)]

845,080
" 1034,128
1050,558 Protein score is -10¥Log(P), where P is the probability that the observed match 15 a random event.
1 1235.546 Protein scores greater than 52 are significant (p<0.03).

1471,740

Mascot Score Histogram

W
1 1657,751 E
’ E=
[
1751,006 5
’
L
' 1791,644 g
’ £
=
2089,873 -
2222,250
2225115 _
1.0 4 |||||||||||||q_|_|
: i i} il
Protein Score
1 Index
Accession Mass Score Description
1. gi|21225777 35003 60 glyceraldehyde 3-phosphate dehydrogenase [3treptomyces coelicolor A3 (2)]
2, gi]|21222306 39433 31 hypothetical protein 3C035899 [3treptomyces coelicolor A3Z(Z2)]
3. gi]|21234034 10665 27 hypothetical protein 3CP1.35 [3treptomyces coelicolor A3(Z2)]
4, yi]|21223044 12677 27 hypothetical protein 3C04663 [Screpromyoes coelicolor A3 (2)]
_ 5. yi]|21223028 10468 26 preprotein translocase subunit SecE [Streptomyces coelicolor A3 (2)]
6. gi]21223219 17424 23 integral wembrane protein [Streptomyces coelicolor A3(2)]
7. gi|21219711 21020 23 regulatory protein [Streptomyces coelicolor A3 (2)]
8. ygi]|21219378 223686 23 TetR fawily transcriptional regulator [Streptomyces coelicolor A3 (2)]
i 9. yi]|119390540 22225 23 Chain A, Crystal Structure Of Tetr-Family Recgulator (Sco0857) From Streptomyces Coelicolor
10. gi]21221982 71172 23 acetyl-Col synthetase [Streptomyces coelicolor A3(2)]
0.5 Seqguence Coverage: 13%

Matched peptides shown in Bold Red

1 NTRIGINGFG RIGRMVLRAL LERDTELEVV AVNDLTEPAT LARLLAFDST
1701 644 51 AGRLGRPVTV DGDTLVVDGH RIKVLAEREP ARLPVAELGV DIVLEATGRF
—_— 101 TSADAARAHL TAGARKVLVS APSSGADVTL AYGVNTDAYD PALHTIVSMA
151 SCTTHMALAPL AAVLDELAGI EHGFMTTVHA YTOECHLODG PHRDARRARA
201 AGVNIVPTTT GAAKAIGLVL PGLDGELSGD SIRVPVPVGS IVELHTTVAR
251 DVTREDVLAL YRARADGPLAL GVLEYSDDPL VSSDITGNPL SSIFDSALTR
301 VEGRHIKVVL WYDNEWGFSH RVIDTLALLL TR

1471.740
JEE—

1034.128

2225115

1235.546

—_

1657.751
.

2089.873
J—

T T T T T T T T T T T T T T T
800 1000 1200 1400 1600 1800 2000 2200 2400
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