Protein Summary Report (JG_2_000L.dat - SpecView)

mATRIX) Mascot Search Results

SCIENCE.

User : Joe G ay

Enai | : joe.gray@cl . ac. uk

Search title : JG 2_0001.dat - SpecView

Dat abase : MBSDB 20060831 (3239079 sequences; 1079594700 resi dues)
Ti mest anp : 12 Jan 2007 at 12:20:49 GMI

Top Score : 218 for AAD01446, AF011429 NID: - Honp sapi ens

Probability Based Mowse Score

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 78 are significant (p<0.05).
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Index
Accessi on Mass Score Description
1. AAD01446 38063 218 AF011429 NID: - Honop sapi ens
2. AA(B8858 38105 189 AY358494 NID: - Honp sapiens
3. S39393 13733 53 glutathione transferase (EC 2.5.1.18) 3 - rat (fragnments)
4. MIBC2_METMA 22660 51 Dinethylam ne corrinoid protein 2.- Methanosarci na mazei (Methanosarcina frisia).
5. Q492F4 BLOPB 18561 51 Bacterioferritin comgratory protein.- Blochmanni a pennsyl vani cus (strain BPEN).
6. MIBC1_METMA 22965 50 Dinethylamne corrinoid protein 1.- Methanosarcina mazei (Methanosarcina frisia).
7. Q76CLO_9CNID 74138 48 FcEP-1 (Fragment).- Favites chinensis.
8. (BbX4J4 LEGPA 64177 47 Hypothetical protein.- Legionella pneunpphila (strain Paris).
9. AAMB1748 23736 47 AE008384 NI D: - Methanosarcina mazei Gol
10. Q7NU53 CHRVO 12921 46 Probabl e ferredoxin.- Chronpbacterium viol aceum
11. AP4T4 USTMA 15821 46 Hypothetical protein.- Ustilago maydis (Smut fungus).
12. QI66Y7_PI G 12960 44 Calcitonin receptor-stinulating peptide-2.- Sus scrofa (Pig).
13. QRPKKS8 9PERO 13440 44 CGl1943-PB-like protein (Fragment).- Siniperca chuatsi (Chinese perch).
14. AAML3420 103703 44 AF443596 NID: - Zea mays
15. B1EJ1 THICR 23625 44  Met hi oni ne bi osynthesis Met W- Thiom crospira crunogena (strain XCL-2).
16. C72150 15663 43 B3R protein - variola mnor virus (strain Garcia-1966)
17. T28439 15693 43 hypothetical protein D4R - variola najor virus
18. S30979 10815 43 gene 34 protein - Mcobacterium phage L5
19. QBF6Z7_9BURK 46446 43 Extracel lular |igand-binding receptor.- Burkholderia anbifaria AMVD.
20. QRXLE6 PSEPU 48195 42 Tol uene transport protein, putative precursor.- Pseudononas putida F1.
21. B36837 15761 42 DIL protein - variola virus (strain India-1967)
22. AAU28929 78546 42 AE017354 NID: - Legionella pneunophila subsp. pneunophila str. Philadel phia 1
23. QDI G7_XENTR 13411 42 Cyclin-dependent kinase inhibitor 2B (P15, inhibits CDK4).- Xenopus tropicalis (Wstern clawed frog) (Silurana tropicalis).
24. Q17385 PHOPR 33824 42 Putative transcriptional activator protein NhaR - Photobacterium prof undum 3TCK.
25. 96537 39973 42 hypothetical protein F2J10.5 [inported] - Arabidopsis thaliana
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26. QBJMRO_ORYSA 22633 42 Spermprotein-like.- Oyza sativa (japonica cultivar-group).
27. QADF81_TRYCR 73363 42 Hypothetical protein.- Trypanosoma cruzi.
28. QLWY8 9FLAO 7992 42 Hypothetical protein.- Psychroflexus torquis ATCC 700755.
29. QBRET8 FUSNN 51567 41 Adenosyl net hi oni ne- 8- ami no- 7- oxononanoat e ami notransferase (EC 2.6.1.62).- Fusobacterium nucl eatum subsp. nucl eatum
30. Q24161 DROVE 47840 41 CKIl al pha subunit interactor 1.- Drosophila nelanogaster (Fruit fly).
31. CAH17038 75747 41 CR628337 NID: - Legionella pneunophila str. Lens
32. VUU3 DROMVE 47883 40 (CG6215- PA (RE17810p) (RE16596p).- Drosophila nel anogaster (Fruit fly).
33. HLDD PSEAE 37165 40 ADP-L- gl ycer o- D- manno- hept ose- 6- epi merase (EC 5.1.3.20) (ADP-L- gl ycero-beta-D manno- hept ose- 6- epi merase) (ADP-gl ycer omanno- heptose 6- epi merase) (ADP-hep 6-ep
34. (83228 37394 40 ADP-L- gl ycer o- D- mannohept ose 6- epi nerase PA3337 [inported] - Pseudononas aerugi nosa (strain PAOL)
35. QBPZO4 METMA 31906 40 Met hyl enet et rahydrofol ate reductase (EC 1.5.1.20).- Methanosarcina mazei (Methanosarcina frisia).
36. QR68R7_MYCVN 26517 40 Regul atory protein, TetR - Mycobacteriumvanbaal enii PYR-1.
37. BI9SP8_CGEOMG 5632 40 Hypothetical protein.- Ceobacter netallireducens (strain GS-15 / ATCC 53774 / DSM 7210).
38. PN0600 8559 40 DNA-directed RNA polynerase (EC 2.7.7.6) |1l - Pneunocystis carinii (fragment)
39. QBNRN6_CORGL 10266 39 Hypothetical protein Cgl1012 (Hypothetical protein).- Corynebacterium glutam cum (Brevibacteriumflavum.
40. QBMHI 8 BOVIN 39549 39 Hypothetical protein M3C128771.- Bos taurus (Bovine).
41. BAB22477 30402 39 AK002954 NID: - Mus nuscul us
42, QBISL2 NATPD 6952 39 Hypothetical protein.- Natronononas pharaonis (strain DSM 2160 / ATCC 35678).
43. BAD13409 14179 39 AB121202 NID: - Macrothel e gigas
44, QQ63V7_9DIPT 17429 39 Reverse transcriptase (Fragnment).- Chirononus agilis.
45, QAXGE 8_PLACH 3067 39 Hypothetical protein (Fragment).- Plasnodi um chabaudi .
46. PJI50_MOUSE 27603 39 Dendritic cell-associated C-type lectin-1.- Mis nuscul us (Muse).
47. QBGXA4 ARATH 53868 39 Hypothetical protein At49g26450/ MBE9_120 ( At4g26450).- Arabi dopsis thaliana (Muse-ear cress).
48. PDOJ3_MOUSE 12279 39 10 days enbryo whol e body cDNA, RIKEN full-length enriched library, clone:2610010Gl7 product: GRAF honol og. - Mus nuscul us (Muse).
49. QADDU3_TRYCR 29352 38 Mucin-associ ated surface protein (MASP), putative.- Trypanosona cruzi.
50. T43206 43182 38 probabl e am nopeptidase (EC 3.4.11.-) - fission yeast (Schizosaccharonyces ponbe)
Results List
1. AAD01446 Mass: 38063 Score: 218 Expect: 5.1e-16 Queries matched: 26
AF011429 NID: - Honp sapiens
Observed M (expt) M (cal c) Delta Start End M ss Peptide
751. 3859 750. 3787 750. 4500 -0.0714 26 - 32 0 R LVGELHR C
793. 3455 792.3382 792.4130 -0.0748 290 - 296 K. SLSPSFR. D
865.3301  864.3228 864.3912 -0.0683 300 - 307 K. CYGPGVGR. | + Car bami donet hyl (C)
915. 4276 914. 4203 914.4974 -0.0771 308 - 314 R I W.DNVR. C
993. 4277 992. 4205 992. 4861 -0.0657 299 - 307 R KCYGPGVGR. | + Car bam donet hyl (C)
1005. 3922 1004.3850 1004.4610 -0.0760 191 - 198 R CNKHAYGR. K + Car bami donet hyl (C)
1064. 4451 1063.4378 1063.5410 -0.1032 290 - 298 K. SLSPSFRDR. K

1167. 4829 1166.4756 1166.5614 -0.0858 140
1545.5785 1544.5712 1544.6929 -0.1217 212
1549. 6700 1548.6627 1548.7541 -0.0913 199
1565. 6430 1564.6358 1564.7490 -0.1132
1747.6291 1746.6218 1746.7050 -0.0831 315
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1761. 7506 1760.7434 1760.8780 -0.1346 300 K. CYGPGVGRI W.DNVR. C + Car bani donet hyl (C)

1866. 8770 1865.8697 1865.9781 -0.1084 246 - 262 R LVGGDNLCSGRLEVLHK. G + Car bami donet hyl (C)

2063. 8573 2062.8500 2062.9432 -0.0931 155 - 170 K. HONQWYTVCQTGABLR. A + Car bami dorret hyl ( Q)

2133.9402 2132.9329 2133.0360 -0.1030 194 - 211 K. HAYGRKPI W.SQVSCSGR. E + Car bani donet hyl (C)

2149.9197 2148.9125 2149.0309 -0.1184 194 - 211 K. HAYGRKPI W.SQVBCSGR. E + Car bami donet hyl (C); Oxidation (M
2264.8464 2263.8392 2263.9415 -0.1023 329 - 347 R FWGFHDCTHQEDVAVI CSG. - + 2 Car bami donet hyl (C)

2334. 0437 2333.0364 2333.1123 -0.0759 155
2450. 0481 2449.0408 2449.1154 -0.0746 43 - 63
2466. 9528 2465. 9455 2466.0579 -0.1124 263 - 283
2519.1418 2518. 1345 2518.2175 -0.0830 151 - 170
2551.9627 2550.9554 2551.0016 -0.0462 226 - 245
2589. 1406 2588. 1334 2588.2427 -0.1094 64 - 88
2644.0843 2643.0770 2643.1918 -0.1147 308 - 328 . | WLDNVRCSGEEQSLEQCQHR. F + 2 Car bami donet hyl (C)

3993. 6333 3992.6260 3992.6359 -0.0099 R. CSGEEQSL EQCQHRFWGFHDCTHQEDVAVI CSG. - + 4 Car bani doret hyl ( Q)

No match to: 832.2988, 848.3093, 861.0016, 876.9628, 892.9507, 988.3750, 1216.4928, 1264.5354, 1501.7024, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1832.7851, 1848.8553, 1889. 8854,
2019. 7869, 2046.8381, 2062.8302, 2079.8709, 2095.8419, 2117.7673, 2210.9927, 2535.1542, 2611.1242, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063, 3664.6062,

3937. 5706, 3976. 6005
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HONQWYTVCQTGWELRAAK. V + Car bam donet hyl (C)

. GQWGTVCDDGADI KDVAVLCR. E + 2 Car bani donet hyl (C)

. GYWWGSVCDDNWGEKEDQWCK. Q + 2 Car bani donet hyl (C)

. VEVKHONQWYTVCQTGABLR. A + Car bani domet hyl ( Q)

. NTCNHDEDTWVECEDPFDLR. L + 2 Car bani donet hyl (C)

. ELGCGAASGTPSG LYEPPAEKEQK. V + Car bami donet hyl (C)
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2. AACBB858 Mass: 38105 Score: 189 Expect: 4.1e-13 Queries matched: 24

AY358494 NID: - Hono sapiens

Observed M (expt) M (cal c) Delta Start End M ss Peptide

751. 3859 750. 3787 750. 4500 -0.0714 26 - 32 0 R LVGEHR C

793.3455  792.3382  792.4130 -0.0748 290 - 296 0 K SLSPSFR D

865. 3301 864. 3228 864.3912 -0.0683 300 307 0 K. CYGPGVGR. | + Carbami donethyl (O
915. 4276 914. 4203 914. 4974 -0.0771 308 314 0 R IWDNVR C
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No match to: 832.2988, 848
2019. 7869, 2046.8381, 2062
3664. 6062, 3937.5706, 3976
S39393

Mass: 13

gl utat hi one transferase (EC 2.5.1.18) 3 -

. 4861
. 4610
. 5410
. 5614
. 6929
. 7541
. 7490
. 7050
. 8780
. 9781
. 9432
. 0360
. 0309
. 1123
. 1154
. 0579
. 2175
. 0016
. 2427
. 1918

. 3093,
. 8302,
. 6005,

733

-0.0657 299 - 307 1 R KCYGPGVGR | + Carbani domethyl (C)

-0.0760 191 - 198 1 R CNKHAYGR K + Car bami domet hyl (C)

-0.1032 290 - 298 1 K. SLSPSFRDR K

-0.0858 140 - 150 1 R LADGPGHCKGR V + Carbani donethyl (C)

-0.1217 212 - 225 0 R EATLQDCPSGPWEK. N + Car bani domet hyl (C)

-0.0913 199 - 211 0 R KPIW.SQVBCSGR. E + Carbani donet hyl (C)

-0.1132 199 - 211 0 R KPIW.SQVBCSGR. E + Carbanmi donethyl (C); Oxidation (M
-0.0831 315 - 328 0 R CSGEEQSLEQOQHR F + 2 Carbani domet hyl (C)

-0.1346 300 - 314 1 K. CYGPGVGRIW.DNVR C + Car bani donet hyl (C)

-0.1084 246 - 262 1 R LVGGDNLCSGRLEVLHK. G + Carbani donet hyl (C)

-0.0931 155 - 170 0 K. HQNQMTVOQTGMBELR A + Carbani domet hyl (C)

-0.1030 194 - 211 1 K. HAYGRKPI W.SQVBCSGR. E + Car bani doret hyl ( Q)

-0.1184 194 - 211 1 K HAYGRKPI W.SQVSCSGR E + Car bami domethyl (C); Oxidation (M
-0.0759 155 - 173 1 K. HQNQWTVOQTGWSBLRAAK. V + Car bani donet hyl (C)

-0.0746 43 - 63 1 K. GQAGTVCDDGWDI KDVAVLCR E + 2 Carbani domet hyl (C)
-0.1124 263 - 283 1 K GVWGSVCDDNWGEKEDQWCK. Q + 2 Car bani donet hyl (C)
-0.0830 151 - 170 1 R VEVKHONOWTVOQTGMSELR A + Car bami domet hyl (C)
-0.0462 226 - 245 0 K NTCNHDEDTWECEDPFDLR L + 2 Car bani domet hyl (C)
-0.1094 64 - 88 1 R ELGOGAASGIPSG LYEPPAEKEQK.V + Car bami domet hyl ()
-0.1147 308 - 328 1 R | W.DNVRCSGEEQSLEQOQHR F + 2 Car bani donet hyl (C)

861. 0016, 876.9628, 892.9507, 988.3750, 1216.4928, 1264.5354, 1501.7024, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1832.7851, 1848. 8553,
2079.8709, 2095.8419, 2117.7673, 2210.9927, 2264.8464, 2535.1542, 2611.1242, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063,
3993. 6333

Scor e:

53 Expect: 16 Queries matched: 7

rat (fragments)

bserved M (expt) M (cal c) Delta Start End M ss Peptide
1264. 5354 1263.5281 1263.6434 -0.1153 1- 10 0 -.PMLGYWWR Y + Oxidation (M
1622.7394 1621.7321 1621.8286 -0.0965 102 - 115 1 K CLDAFPNLKDFLAR. -
1744.7499 1743.7427 1743.8034 -0.0607 57 - 70 0 R MQLI MLCYNPDFEK. Q
2519. 1418 2518.1345 2518.1409 -0.0064 1- 21 1 -.PMLGYWNVRYAMGDAPDYDR. S + Oxidation (M
2535. 1542 2534.1469 2534. 1358 0.0111 1- 21 1 -.PMLGYWNVRYAMGDAPDYDR. S + 2 Oxidation (M
2589. 1406 2588.1334 2588.2838 -0.1505 81 - 101 0 K. VTYVDFLAYDI LDQYHI FEPK. C
3647.6063 3646.5990 3646.8057 -0.2067 81 - 110 1 K VTYVDFLAYDI LDQYH FEPKCLDAFPNLK. D + Car bami donet hyl (O
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1501.7024
1545. 5785, 1549.6700, 1565.6430, 1729.6508, 1730.5932, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709
2095. 8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2551.9627, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047
3163. 4230, 3664.6062, 3937.5706, 3976.6005, 3993.6333
MrBC2_METNA Mass: 22660 Score: 51 Expect: 27 Queries matched: 8
Di met hyl ami ne corrinoid protein 2.- Methanosarcina mazei (Methanosarcina frisia).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
915.4276  914.4203  914.5072 -0.0869 21 - 29 0 K DAVLAAVEK A
1501. 7024 1500. 6952 1500.7394 -0.0443 178 - 192 0 K. VMWGGAPATQAWADK.
1744.7499 1743.7427 1743.8977 -0.1551 176 - 192 1 R VKVWGGAPATQAWADK. | + Oxidation (M
2046. 8381 2045.8308 2046.0204 -0.1896 110 - 128 0 K. SIVSTM.QSAGFEVHDI GR D
2062.8302 2061.8229 2062.0153 -0.1924 110 - 128 0 K. SIVSTMLQSAGFEVHDI GR. D + Oxi dation (M
2063. 8573 2062.8500 2063.0456 -0.1955 2 - 19 1 M ATKEELI QELSDSI | SCK. K + Car bani donet hyl (C)
2210.9927 2209.9855 2210.0810 -0.0955 1- 19 1 -.MATKEELI QELSDSI | SCK. K + Car bam donethyl (C); Oxidation (M
3110. 3047 3109.2975 3109.4484 -0.1509 178 - 208 1 K VM/GGAPATQAWADKI GADCYAENASEAVAK. A + Oxi dation (M
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1545.5785
1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2079.8709, 2095.8419, 2117.7673, 2133.9402
2149.9197, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3163.4230, 3647.6063
3664.6062, 3937.5706, 3976.6005, 3993.6333
Q492F4_BLOPB Mass: 18561 Score: 51 Expect: 28 Queries matched: 9
Bacterioferritin comgratory protein.- Blochmanni a pennsyl vani cus (strain BPEN).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
751. 3859 750. 3787 750. 4276 -0.0489 76 - 81 1 K SEKLFK. F
1167. 4829 1166.4756 1166.5502 -0.0746 54 - 62 1 K LRDNMDTFR. K
1264.5354 1263.5281 1263.6109 -0.0828 152 - 161 0 R YLHDTHVSHR. -
1549. 6700 1548.6627 1548.7574 -0.0947 42 - 55 1 K AMIPCCTI QACKLR. D + Car bam donet hyl (C)
1565. 6430 1564.6358 1564.7524 -0.1166 42 - 55 1 K AMIPGCTI QACKLR. D + Carbami donmethyl (C); Oxidation (M
1622. 7394 1621.7321 1621.7738 -0.0418 42 - 55 1 K AMIPCCTI QACKLR. D + 2 Carbani donethyl (C); Oxidation (M
2133.9402 2132.9329 2132.9758 -0.0429 86 - 102 0 K. EMLNFTLLYDENCQ SK. K + Car bami donet hyl (C); Oxidation (M
2334. 0437 2333.0364 2333.1622 -0.1257 34 - 53 1 K I LI'YFYPKAMIPGCTI QACK. L + Car bamni donet hyl (C); Oxidation (M
2551.9627 2550.9554 2551.1974 -0.2420 82 - 102 1 K FSEKEMLNFTLLYDENCQ SK. K
No match to: 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1216.4928, 1501.7024, 1545.5785, 1729.6508

1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851,

1848. 8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2149.9197,

2210. 9927, 2264.8464, 2450.0481, 2466.9528, 2519.1418, 2535. 1542, 2589.1406, 2611. 1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063, 3664.6062,

3937. 5706, 3976.6005, 3993.

6333
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6. MIBC1_NMETNVA Mass: 22965 Score: 50 Expect: 33 Queries matched: 9
Di met hyl ami ne corrinoid protein 1.- Methanosarcina mazei (Methanosarcina frisia).
Observed M (expt) M (cal c) Delta Start End M ss Peptide

915. 4276 914. 4203 914.5072 -0.0869 21 - 29 0 K DAVLAAVEK. A
1501. 7024 1500. 6952 1500.7394 -0.0443 178 - 192 0 K VMGGAPATQAWADK. |
1744.7499 1743.7427 1743.8977 -0.1551 176 - 192 1 K VKVWGGAPATQAWADK. | + Oxidation (M
1761. 7506 1760.7434 1760.8866 -0.1432 5- 19 0 K EELLQELSEAI'l SCK. K + Car bam donet hyl (C)
1832.7851 1831.7778 1831.9601 -0.1823 5- 20 1 K EELLCELSEAI | SCKK. D
1889. 8854 1888.8781 1888.9815 -0.1034 5- 20 1 K. EELLQELSEAI | SCKK. D + Car bam domet hyl (C)
2046.8381 2045.8308 2046.0204 -0.1896 110 - 128 0 K. SI VSTMLQSAGFEVHDI GR. D
2062. 8302 2061.8229 2062.0153 -0.1924 110 - 128 0 K SIVSTMLQSAGFEVHDI GR. D + Oxidation (M
3110. 3047 3109.2975 3109.4484 -0.1509 178 - 208 1 K VMWGGAPATQAWADKI GADCYAENASEAVAK. A + Oxi dation (M

No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1545.5785,
1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1747.6291, 1848.8553, 1866.8770, 2019.7869, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927,
2264. 8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589. 1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3163.4230, 3647.6063, 3664.6062,
3937. 5706, 3976.6005, 3993.6333

7. Q76CLO_9CNI D Mass: 74138 Score: 48 Expect: 51 Queries matched: 12
FCEP-1 (Fragnent).- Favites chinensis.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
793.3455  792.3382 792.3800 -0.0417 571 - 578 0 K QGGCTVIK. I

1167. 4829 1166.4756 1166.5542 -0.0787 646 - 654 1 K Fl QGSWQQKC. -

1549. 6700 1548.6627 1548.6952 -0.0325 21 - 32 1 K MFGDEVKYMEIR Q + 2 Oxidation (M

1729. 6508 1728.6436 1728.8042 -0.1606 501 - 516 0 K GGGCPYVLVQDHWGEK. E + Car bani domet hyl ()

2019.7869 2018.7796 2018.9189 -0.1393 209 - 225 1 K NPENCKI THEQUVANDFK.R + Oxidation (M

2095. 8419 2094.8347 2095.0255 -0.1909 471 - 488 1 R El KNSLYAQCEVQDQTVK. V

2117.7673 2116.7600 2116.9570 -0.1970 501 - 519 1 K GGGCPYVLVQDHWGGKECR.| + Carbani donet hyl (C)

2210.9927 2209.9855 2210.0025 -0.0171 331 - 350 1 R QWI QUQGTKAPGCEDOMLK. C

2644.0843 2643.0770 2643.1371 -0.0601 341 - 364 1 K APGCEDCM.KCTANPQGMILQFGR. G + Car bani domet hyl (C); Oxidation (M
2717.0583 2716.0510 2716.1535 -0.1025 341 - 364 1 K. APGCEDCM_KCTANPQGMILQFGR G + 2 Car bani domethyl (C); 2 Oxidation (M
3110.3047 3109.2975 3109.5349 -0.2375 538 - 565 1 R | QSSQESWI NPDQTI LI DGHKADCSQK. A + Car bami domet hyl (C)

3647. 6063 3646.5990 3646.8776 -0.2786 111 - 144 1 K. ANLNVEPSI TSLLKFQTLTGSAEI TPCl GAHEHR. Q

No match to: 751.3859, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1565. 6430, 1622.7394, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2133.9402, 2149.9197,
2264. 8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2732.2341, 2789.3006, 3163.4230, 3664.6062, 3937.5706, 3976.6005, 3993.6333

8. QBX4J4_LEGPA Mass: 64177 Score: 47 Expect: 59 Queries matched: 11
Hypot hetical protein.- Legionella pneunophila (strain Paris).
bserved M (expt) M (cal c) Delta Start End M ss Peptide

865. 3301 864. 3228 864.3898 -0.0670 482 488 0 R EALEEMK. M + xidation (M
1005. 3922 1004.3850 1004.4451 -0.0601 35 - 42 R ETSNYYTK. E

1264.5354 1263.5281 1263.6202 -0.0921 416 - 426 . WEVMNALMDK. Y + Oxi dation (M

1729. 6508 1728.6436 1728.7746 -0.1310 427 - 440 . YPQRSTTEMWACMR. | + Car bam donet hyl (C)

1747.6291 1746.6218 1746.7849 -0.1631 523 - 536 . EYSTKNFHSQESYK. V

1761. 7506 1760.7434 1760.7644 -0.0210 427 - 440 . YPQRSTTEMWACMR. | + Car bam donethyl (C); 2 Oxidation (M
2019. 7869 2018.7796 2018.9229 -0.1433 244 - 259

2644.0843 2643.0770 2643.2638 -0.1868 5. 28
2789.3006 2788.2933 2788.3312 -0.0379 528 - 551
3163.4230 3162.4157 3162.4902 -0.0745 312 - 338 . AQOWKVL CDEGQWNNPI FTLQAI MAEK. S + Oxi dati on (M

3976.6005 3975.5933 3975.9022 -0.3089 76 - 113 . LCTDL GVEFDPFLLADAYNLVPAGTSLHEATNPANGAK. |

No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1064.4451, 1167.4829, 1216.4928, 1501.7024, 1545.5785, 1549.6700,

1565. 6430, 1622.7394, 1730.5932, 1744.7499, 1832.7851, 1848.8553, 1866.8770, 1880.8854, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197,
2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2510.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2717.0583, 2732.2341, 3110.3047, 3647.6063, 3664.6062, 3937.5706, 3993.6333

. YSGFDYDGCVGVTNLI NI VAQNPK. L + Car bani donet hyl (C)
. NFHSQESYKWWGAYLCMQSQLTQK. L

OORrOrRFrEFLEFrPOO

K
K
K
K
K. YNCNFEFEVNKLQPMK. F + Oxi dati on (M
R
K
K
K

9. AAMB1748 Mass: 23736 Score: 47 Expect: 62 Queries matched: 9

AE008384 NI D: - Methanosarcina mazei Col

bserved M (expt) M (cal c) Delta Start End M ss Peptide

915. 4276  914.4203 914.5072 -0.0869 27 - 35 0 K DAVLAAVEK A
1501. 7024 1500.6952 1500.7394 -0.0443 184 - 198 0 K. VMVGGAPATQAWADK. |
1744.7499 1743.7427 1743.8977 -0.1551 182 - 198 1 K VKVMWGGAPATQAWADK. | + Oxidation (M
1761. 7506 1760.7434 1760.8866 -0.1432 11 - 25 0 K EELLQELSEAIISCK. K + Carbamni donethyl (C)
1832.7851 1831.7778 1831.9601 -0.1823 11 - 26 1 K EELLQELSEAI | SCKK. D
1889.8854 1888.8781 1888.9815 -0.1034 11 - 26 1 K EELLQELSEAI I SCKK. D + Carbami donet hyl (C)
2046.8381 2045.8308 2046.0204 -0.1896 116 - 134 0 K. SIVSTM.QSAGFEVHDI GR. D
2062.8302 2061.8229 2062.0153 -0.1924 116 - 134 0 K SIVSTM.QSAGFEVHDI GR. D + Oxidation (M
3110. 3047 3109.2975 3109.4484 -0.1509 184 - 214 1 K VM/GGAPATQAWADKI GADCYAENASEAVAK. A + Oxi dation (M

No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1545.5785,
1549. 6700, 1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1747.6291, 1848.8553, 1866.8770, 2019.7869, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927,
2264. 8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3163.4230, 3647.6063, 3664.6062,
3937.5706, 3976.6005, 3993.6333
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10.

11.

12.

13.

14.

Q7NU53_CHRVO Mass: 12921 Score: 46 Expect: 73 Queries matched: 6
Probabl e ferredoxin.- Chronpbacterium violaceum
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1761. 7506 1760.7434 1760.6487  0.0947 8 - 22 0 K SNPCQSCGACCASFR.V + 4 Carbami donet hyl (C)
2046. 8381 2045.8308 2045.9774 -0.1466 67 - 86 0 R GEVGGSVGCGVYPLRPSPCR E + Car bani donet hyl (C)
2551. 9627 2550.9554 2551.0204 -0.0650 1- 22 1 -.MAVSEKSNPCQSCGACCASFR. V + 4 Carbani donet hyl (C)
2589. 1406 2588.1334 2588.2773 -0.1439 62 - 86 1 R CVALRGEVGGSVGCGVYPLRPSPCR. E + Car bam donet hyl (C)
2611.1242 2610.1169 2610.3553 -0.2384 98 - 123 1 K. ARASHGLPALWEAPVAANEAEPLLAG -
3976. 6005 3975.5933 3975.7072 -0.1139 8 - 44 1 K SNPCQSCGACCASFRVSFYWAEADDGGGLVPGHLTEK. L + 2 Car bami donet hyl (C)
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,

1501. 7024, 1545.5785, 1549. 6700,
2079. 8709, 2095.8419, 2117.7673,
3110. 3047, 3163.4230, 3647.6063,

1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2062.8302, 2063.8573,
2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535. 1542, 2644.0843, 2717.0583, 2732.2341, 2789. 3006,
3664. 6062, 3937.5706, 3993.6333

QAPAT4_USTNA Mass: 15821 Score: 46 Expect: 87 Queries natched: 6
Hypot hetical protein.- Ustilago maydis (Snmut fungus).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1622. 7394 1621.7321 1621.8060 -0.0739 57 - 70 0 R SNNQVYDNLSI VTR S
2210.9927 2209.9855 2210.1906 -0.2051 85 - 105 1 R QLVNTAAALGDDKKPQEATI K. E
2264.8464 2263.8392 2263.9772 -0.1380 106 - 124 1 K EKCPGCGNDEMNFHTLQLR. S + Car bami donethyl (C); Oxidation (M
2551. 9627 2550.9554 2551.2008 -0.2454 8 - 31 0 K |GSLLFCPNCGSLLDVPGDEDM K. C + Oxi dation (M
2589. 1406 2588.1334 2588.3050 -0.1716 32 - 56 1 K CAPCGAVONAKGSADLLSTLLISSR. S + 2 Carbani donet hyl (C)
3163.4230 3162.4157 3162.5286 -0.1129 2 - 31 1 M SALPDKI GSLLFCPNCGSLLDVPGDEDM K. C + Oxi dation (M
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1501. 7024, 1545.5785, 1549.6700, 1565.6430, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832. 7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302,
2063. 8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789. 3006,
3110. 3047, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
Q766Y7_PI G Mass: 12960 Score: 44 Expect: 1.4e+02 Queries matched: 6
Calcitonin receptor-stinulating peptide-2.- Sus scrofa (Pig).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1264.5354 1263.5281 1263.5336 -0.0055 80 - 90 0 K. SCNTASCVTHK. M + 2 Car bani donmet hyl (C)
1549. 6700 1548.6627 1548.7606 -0.0978 104 - 117 1 K NNFMPTNVDSKI LG -
1565. 6430 1564. 6358 1564.7555 -0.1197 104 - 117 1 K NNFMPTNVDSKI LG - + Oxidation (M
2095. 8419 2094.8347 2094.9397 -0.1051 80 - 97 1 K SCNTASCVTHKMIGALSR S + 2 Car bani donet hyl (C)
2732.2341 2731.2268 2731.4923 -0.2655 6 - 29 0 K. FPPFLVLSI LVLYQAGWFHTAPVR. L + Oxidation (M
2789.3006 2788.2933 2788.3112 -0.0179 56 - 79 1 K DYVQWATVLEQESEDFSI TAQEK. S
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1501.7024,
1545. 5785, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,
2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 3110.3047,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
QRKKS8_9PERO Mass: 13440 Score: 44 Expect: 1.4e+02 Queries matched: 7
CG11943-PB-1i ke protein (Fragnent).- Siniperca chuatsi (Chinese perch).
Observed M (expt) M (cal c¢) Delta Start End M ss Peptide
993. 4277  992.4205 992.4783 -0.0578 49 - 56 0 K SLMEWCR D + Carbani donet hyl (O
1064. 4451 1063.4378 1063.5186 -0.0807 25 - 34 0 R LTAPEDGFSK. L
2019. 7869 2018.7796 2018.8972 -0.1175 49 - 66 1 K SLMEVWCRDACDGHEI SR M
2133.9402 2132.9329 2132.9401 -0.0072 49 - 66 1 K SLMEVWCRDACDGHEI SR. M + 2 Car bam donet hyl (C)
2149.9197 2148.9125 2148.9350 -0.0225 49 - 66 1 K SLMEVWCRDACDGHEI SR. M + 2 Carbani donethyl (C); Oxidation (M
2210.9927 2209.9855 2210.1074 -0.1220 38 - 56 1 R ENLAI| ESYGKSLMEWCR. D + Car bam donet hyl (O
2789.3006 2788.2933 2788.3853 -0.0920 1- 24 1 -.YLQ AQKPEEPDTLQSAGKAMAER. L
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 1005.3922, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1549. 6700, 1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2046.8381, 2062.8302, 2063.8573, 2079.8709,
2095. 8419, 2117.7673, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 3110.3047, 3163. 4230,
3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
AAML3420 Mass: 103703 Score: 44 Expect: 1.4e+02 Queries matched: 14
AF443596 NID: - Zea mays
Observed M (expt) M (cal c) Delta Start End M ss Peptide
751. 3859 750. 3787 750. 4024 -0.0238 821 - 826 1 RXIYDRE
793.3455  792.3382  792.3661 -0.0278 722 - 727 1 K SQCRSR. Q + Carbani doret hyl (O
993. 4277  992.4205 992.3692 0.0513 737 - 744 0 R ECDPDVCR N + Carbanmi donet hyl (O
1005. 3922 1004.3850 1004.4311 -0.0462 913 - 921 0 K. DDGQPFNGR A
1167. 4829 1166.4756 1166.5163 -0.0408 399 - 409 0 K. SQQSESSSTAR V
1549. 6700 1548.6627 1548.7314 -0.0687 182 - 194 1 R NQRMIEDQSVLGR R + Oxidation (M
1832. 7851 1831.7778 1831.8093 -0.0315 745 - 761 0 R NCW/GCGDGTLGVPNQR. G + Car bam donet hyl (C)
1889. 8854 1888.8781 1888. 8308 0. 0473 745 - 761 0 R NCW/GCGDGTLGVPNQR. G + 2 Car bami donet hyl (C)
2149.9197 2148.9125 2148.9469 -0.0345 333 - 351 0 K. QPAWSGVDDSVPCG HCHK. L + 2 Car bami donet hyl (O
2264.8464 2263.8392 2263.8611 -0.0219 690 - 708 1 K QCPCLSNGTCCEKYCCCPK.| + 4 Carbami donet hyl (C)
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2611.1242 2610. 1169

2610.1658 -0.0489 236 - 257 1 R MIVQECGVSDAVLQTLARHMER. A + Car bani donet hyl (O);
3647.6063 3646.5990 3646.6755 -0.0765 319 - 351 1 K LHGCSQDLVFPTEKQPAWSGVDDSVPCG HCHK. L + Car bami dorret hyl
3664. 6062 3663.5989 3663.8703 -0.2714 23 - 58 1 R SRPSSSAAQVTSNSAVRAGEENAASL YVLSVI DSLK. K
3937.5706 3936.5633 3936.7642 -0.2009 352 - 388 1 K. LASEPDAAAGADHMW. FDVEEPTHSSDNVIMNQPGSNRK. K
No match to: 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988. 3750, 1064.4451, 1216. 4928,

1730.5932, 1744.7499, 1747.6291,

1761. 7506, 1848.8553, 1866.8770, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.
2450. 0481, 2466.9528, 2519. 1418,

2535. 1542, 2551.9627, 2589. 1406, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.

3 xidation (M
(9

1264. 5354, 1501.7024, 1545.5785, 1565.6430, 1622.7394, 1729.6508,
8709, 2095.8419, 2117.7673, 2133.9402, 2210.9927, 2334.0437,
3047, 3163.4230, 3976.6005, 3993.6333

15. QB1EJ1_TH CR Mass: 23625 Score: 44 Expect: 1.4e+02 Queries nmatched: 7
Met hi oni ne bi osynthesis Met W- Thi om crospira crunogena (strain XCL-2).
bserved M (expt) M (cal c) Delta Start End M ss Peptide
988. 3750 987. 3677 987.4596 -0.0919 180 - 187 0 R HEPTFAMR F
1264.5354 1263.5281 1263.6169 -0.0888 1- 11 0 -.MISQPLSPEFK. L
1549. 6700 1548.6627 1548.8088 -0.1461 188 - 200 0 R FAPNW.CGEI ALYR V
1744.7499 1743.7427 1743.8627 -0.1200 125 - 139 1 R NRAQLFFGGHWPQNK. S
2519. 1418 2518.1345 2518.2579 -0.1234 180 - 200 1 R HEPTFAMRFAPNW.GEl ALYR. V
2535.1542 2534.1469 2534.2528 -0.1059 180 - 200 1 R HEPTFAMRFAPNWL.GEI ALYR V + Oxidation (M
3647.6063 3646.5990 3646.7759 -0.1769 23 - 54 1 R VLDLGCGDGQLLDYLI QHRNI TGYGVEI DPQK. N + Car bani donet hyl (C); Oxidation (M
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1501.7024, 1545.5785,
1565. 6430, 1622. 7394, 1729.6508, 1730.5932, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019. 7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095. 8419,
2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047,
3163. 4230, 3664.6062, 3937.5706, 3976.6005, 3993.6333
16. Cr2150 Mass: 15663 Score: 43 Expect: 1.5e+02 Queries natched: 6
B3R protein - variola mnor virus (strain Garcia-1966)
Observed M (expt) M (cal c) Delta Start End M ss Peptide
988.3750 987.3677  987.3790 -0.0113 63 - 70 0 R D DAWCR C + Oxidation (M
993. 4277  992.4205  992.4498 -0.0293 71 - 79 0 RCSHGYTGR C
1848.8553 1847.8480 1847.9711 -0.1231 2 - 16 1 MSWKYLMLLFAAM IR S + 3 Oxidation (M
2019. 7869 2018.7796 2018.8397 -0.0600 63 - 79 1 R DI DGWCRCSHGYTA R. C + Car bami donet hyl (C); Oxidation (M
2046. 8381 2045.8308 2045.9022 -0.0714 44 - 62 0 R LCGPEGNGYCFHA Cl HAR. D
2334. 0437 2333.0364 2333.1157 -0.0792 71 - 90 1 R CSHGYTG RCQHWLVDYQR. S
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1549. 6700, 1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1866.8770, 1889.8854, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673,
2133.9402, 2149.9197, 2210.9927, 2264.8464, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
17. T28439 Mass: 15693 Score: 43 Expect: 1.5e+02 Queries matched: 6
hypot hetical protein DAR - variola major virus
Observed M (expt) M (cal ¢) Delta Start End M ss Peptide
988.3750 987.3677  987.3790 -0.0113 63 - 70 0 R D DAWCR C + Oxidation (M
993. 4277 992. 4205 992. 4498 -0.0293 71 - 79 0 R CSHGYTA R C
1848.8553 1847.8480 1847.9711 -0.1231 2- 16 1 MSWYLM.LFAAMIR S + 3 Oxidation (M
2019.7869 2018.7796 2018.8397 -0.0600 63 - 79 1 R DI DGWCRCSHGYTGA R C + Car bami donethyl (C); Oxidation (M
2046.8381 2045.8308 2045.9022 -0.0714 44 - 62 0 R LCGPEGNGYCFHG Cl HAR. D
2334. 0437 2333.0364 2333.1157 -0.0792 71 - 90 1 R CSHGYTG RCQHWLVDYQR. S
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1549. 6700, 1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1866.8770, 1889. 8854, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673,
2133.9402, 2149.9197, 2210.9927, 2264.8464, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589. 1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3976. 6005, 3993.6333
18. S30979 Mass: 10815 Score: 43 Expect: 1.6e+02 Queries matched: 6
gene 34 protein - Mycobacterium phage L5
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1501. 7024 1500. 6952 1500. 6553 0. 0399 64 - 77 1 R QGERQPADGEGSDR. C
1848. 8553 1847.8480 1847.8909 -0.0429 82 - 98 0 R CNLVPVYSLHCTSSNLV. -
2079.8709 2078.8636 2078.9565 -0.0929 2 - 19 1 M CHVAGHRYDGGQDQORPR. V
2210.9927 2209.9855 2209.9970 -0.0115 1- 19 1 -. MCHVAGHRYDGGQDQQRPR. V
2732.2341 2731.2268 2731.3473 -0.1205 37 - 61 1 R QAVDHQGHHLCLGHPVGRSQLAESR E
2789.3006 2788.2933 2788.3687 -0.0754 37 - 61 1 R QAVDHQGHHLCLGHPVGRSQLAESR. E + Car bami donet hyl (C)
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1545. 5785, 1549.6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573,
2095. 8419, 2117.7673, 2133.9402, 2149.9197, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 3110.3047,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993. 6333
19. QF6Z7_9BURK Mass: 46446 Score: 43 Expect: 1.7e+02 Queries matched: 9
Extracel | ul ar |igand-binding receptor.- Burkhol deria anbifaria AMD.
Observed M (expt) M (cal c¢) Delta Start End M ss Peptide
848.3093 847.3020 847.3680 -0.0660 38 - 45 0 R ACPMSSPR. V
915. 4276  914.4203 914.4933 -0.0730 305 - 312 1 R QAREQGVWK. A
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20.

21.

22.

23.

1545.5785 1544.5712 1544.6197 -0.0484 136 - 148 0 K FEVWMDDACEPK.Q + 2 Oxidation (M
2046. 8381 2045.8308 2045.9146 -0.0838 2 - 19 1 M QDASRCLSEPDVPI GDCK. S + 2 Car bani donet hyl (C)
2063. 8573 2062.8500 2062.9122 -0.0621 1- 19 1 -. MODASRCLSEPDVPI GDCK. S
2079. 8709 2078.8636 2078.9071 -0.0435 1- 19 1 -. MODASRCLSEPDVPI GDCK. S + Oxi dation (M
2535. 1542 2534.1469 2534.2838 -0.1369 364 - 388 1 R DANGPFQWPSYAAVKI | ADSI AGAK. T
2644.0843 2643.0770 2643.2977 -0.2206 282 - 304 1 K LKSQGVDFVYFGGYHPEMGLLMR Q
3110. 3047 3109.2975 3109.5146 -0.2172 46 - 72 1 R VLFDCASHAAFARMINNI EELLMTILSR. L + Car bani donet hyl (C)
No match to: 751.3859, 793.3455, 832.2988, 861.0016, 865.3301, 876.9628, 892.9507, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1549.6700,
1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2062.8302, 2095.8419, 2117.7673, 2133.9402,
2149. 9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2551.9627, 2589.1406, 2611.1242, 2717.0583, 2732.2341, 2789.3006, 3163.4230, 3647.6063, 3664.6062,
3937.5706, 3976.6005, 3993.6333
QXLE6_PSEPU Mass: 48195 Score: 42 Expect: 1.8e+02 Queries matched: 8
Tol uene transport protein, putative precursor.- Pseudonpnas putida F1.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1565. 6430 1564.6358 1564.7919 -0.1561 424 - 437 0 R VQTPSYLAGTEM.R Q
1866. 8770 1865.8697 1865.9305 -0.0608 422 - 437 1 R ERVQTPSYLAGTEMLR Q + Oxi dation (M
2063.8573 2062.8500 2063.0112 -0.1611 97 - 114 0 R GPYVGPQLSYVAQLDDWR. F
2117.7673 2116.7600 2116.9661 -0.2061 133 - 151 0 K. SFLSQTENG QTSFDNSSR. L
2149.9197 2148.9125 2149.0915 -0.1790 227 - 248 1 R NSTAGGAVDAVGAGGRLGLTYK. L
2519. 1418 2518.1345 2518.2703 -0.1358 350 - 371 1 R YQDI TVASI GTAYKYNNDLTLR A
2535. 1542 2534.1469 2534.2302 -0.0833 93 - 114 1 R SNNRGPYVGPQLSYVAQLDDWR. F
3110. 3047 3109.2975 3109.5502 -0.2527 424 - 451 1 R VQTPSYLAGTEMLRQSHSQ NAWSYSK. N + Oxi dation (M
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1501. 7024, 1545.5785, 1549.6700, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2079.8709,
2095. 8419, 2133.9402, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3163.4230, 3647.6063,
3664.6062, 3937.5706, 3976.6005, 3993.6333
B36837 Mass: 15761 Score: 42 Expect: 1.8e+02 Queries matched: 6
DIL protein - variola virus (strain India-1967)
Observed M (expt) M (cal c) Delta Start End M ss Peptide
988.3750 987.3677 987.3790 -0.0113 63 - 70 0 RDDAEWCR C + Oxidation (M
993. 4277  992.4205  992. 4498 -0.0293 71 - 79 0 RCSHGYTGAR C
1848. 8553 1847.8480 1847.9711 -0.1231 2- 16 1 MSWYLMLLFAAMIR S + 3 Oxidation (M
2019.7869 2018.7796 2018.8397 -0.0600 63 - 79 1 R DI DGWCRCSHGYTGA R C + Car bami donethyl (C); Oxidation (M
2334.0437 2333.0364 2333.1157 -0.0792 71 - 90 1 R CSHGYTG RCQHWLVDYQR S
3664.6062 3663.5989 3663.7686 -0.1697 17 - 51 1 R SFANSGNAI ETTLSEI TNTTTDI PAI RLCGPEGDR. Y
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1866.8770, 1889.8854, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419,
2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264. 8464, 2450.0481, 2466.9528, 2519. 1418, 2535.1542, 2551.9627, 2589. 1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006,
3110. 3047, 3163.4230, 3647.6063, 3937.5706, 3976. 6005, 3993.6333
AAU28929 Mass: 78546 Score: 42 Expect: 1.9e+02 Queries natched: 10
AE017354 NID: - Legionella pneunophila subsp. pneunophila str. Philadel phia 1
bserved M (expt) M (cal c) Delta Start End M ss Peptide
793.3455  792.3382  792.4130 -0.0747 359 - 365 0 R GIFIEAR A
1264. 5354 1263.5281 1263.6459 -0.1178 636 - 646 1 K KAYDAEELIGR L
1501. 7024 1500. 6952 1500.8334 -0.1382 616 - 628 1 K LMRLILDLGDAQX Q + Oxidation (M
1565. 6430 1564.6358 1564.7481 -0.1123 425 - 437 1 R FDNRLSSELNDCK. L
1761. 7506 1760.7434 1760.8291 -0.0857 14 - 28 0 R FIIGDEYSI TMISER K
1848. 8553 1847.8480 1847.9417 -0.0937 337 - 353 0 R TPTAVYTHGFLTVEGXK M
1889.8854 1888.8781 1888.9240 -0.0459 14 - 29 1 R FI I GDEYSI TMISERK. M
2210.9927 2209.9855 2210.1041 -0.1186 337 - 356 1 R TPTAVYTHGFLTVEGXMSK. S + Oxi dation (M
2334.0437 2333.0364 2333.0887 -0.0523 63 - 84 0 K MG QCl SVCGDDAHGTPI MLK. A + 2 Oxidation (M
3647.6063 3646.5990 3646.9474 -0.3484 491 - 521 1 K LNEVHAI CTME NLFRI LI TYLKPVLPMVAK. A + Car bami donet hyl (C); 3 Oxidation (M
No match to: 751.3859, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1545.5785, 1549.6700,

1622. 7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291,

1832. 7851, 1866.8770, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197,

2264. 8464, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3664.6062, 3937.5706,

3976. 6005, 3993. 6333

Q6D G7_XENTR Mass: 13411 Score: 42 Expect: 2e+02 Queries matched: 5

Cyclin-dependent kinase inhibitor 2B (P15, inhibits CDK4).- Xenopus tropicalis (Wstern clawed frog) (Silurana tropicalis).
bserved M (expt) M (cal c) Delta Start End M ss Peptide

1545.5785 1544.5712 1544.6534 -0.0821 1- 14 0 -.MAFNANTLCSACAR G + Carbamni donethyl (C); Oxidation (M

1622.7394 1621.7321 1621.7341 -0.0020 64 - 79 0 K. LPDPCTGACPVHDAAR. E

2334. 0437 2333.0364 2333.2266 -0.1902 80 - 100 0 R EGFLDTLLVLLNNGASLYEPR. D

3110. 3047 3109.2975 3109.5293 -0.2318 22 - 50 1 R QWLQSG PVNATNSHGRTPI QVMMVGSPK. M

3937.5706 3936.5633 3936.9501 -0.3868 64 - 100 1 K LPDPCTGACPVHDAAREGFLDTLLVLLNNGASLYEPR. D
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No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1501. 7024, 1549.6700, 1565.6430, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573,
2079. 8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583,
2732. 2341, 2789.3006, 3163.4230, 3647.6063, 3664.6062, 3976.6005, 3993.6333

24. Q1Z385_PHOPR Mass: 33824 Score: 42 Expect: 2e+02 Queries matched: 9
Putative transcriptional activator protein NhaR - Photobacterium profundum 3TCK.
Observed M (expt) M (cal c) Delta Start End M ss Peptide

751. 3859 750. 3787 750.3912 -0.0125 157 - 163 0 K SPGLYSK. K
1549. 6700 1548.6627 1548.7164 -0.0536 143 - 156 0 K LDM LSDCPVDSGK. S + Car bami donet hyl (C)
1565. 6430 1564.6358 1564.7113 -0.0755 143 - 156 0 K LDM LSDCPVDSGK. S + Carbami dormet hyl (C); Oxidation (M
2117.7673 2116.7600 2116.9651 -0.2051 2 - 17 0 M SHLNYNHLYYFWWCK. Q
2133.9402 2132.9329 2132.9600 -0.0271 2 - 17 0 M SHLNYNHLYYFWWCK. Q + Oxi dation (M
2264.8464 2263.8392 2264.0005 -0.1613 1- 17 0 -. MSHLNYNHLYYFWWCK. Q + Oxi dation (M
2644.0843 2643.0770 2643.3149 -0.2378 122 - 142 1 R IQLRCYESTHEMLLEQLSLHK. L + Carbami donethyl (C); Oxidation (M
3647.6063 3646.5990 3646.7785 -0.1795 74 - 105 0 K. MFDLSYEMLDI VNYTQQDNLLLEVGVADALSK. R

3664. 6062 3663.5989 3663.6928 -0.0940 126 - 156 1 R CYESTHEMLLEQLSLHKLDM LSDCPVDSCK. S + 2 Car bani donethyl (C); Oxidation (M

No match to: 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024,
1545.5785, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,
2095. 8419, 2149.9197, 2210.9927, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589. 1406, 2611.1242, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163. 4230,
3937. 5706, 3976.6005, 3993.6333

25. C96537 Mass: 39973 Score: 42 Expect: 2e+02 Queries matched: 8
hypot hetical protein F2J10.5 [inported] - Arabidopsis thaliana
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1622. 7394 1621.7321 1621.8385 -0.1064 235 - 248 K. NI EEVSTCNI FI LK. G
1832.7851 1831.7778 1831.8848 -0.1070 109 - 124 R LCMTPPSPEQFVEAVK. Q + Car bani donet hyl (C)
1848. 8553 1847.8480 1847.8797 -0.0317 109 - 124 R LCMIPPSPEQFVEAVK. Q + Car bami dormet hyl (C); Oxidation (M
2133.9402 2132.9329 2133.0128 -0.0799 26 - 43 K. WDELGFALVPTDYMYVAK. C + Oxi dation (M
2535. 1542 2534.1469 2534.1967 -0.0498 102 - 124 R. MJTGADRLCMIPPSPEQFVEAVK. Q
2644.0843 2643.0770 2643.3400 -0.2629 109 - 132 R LCMIPPSPEQFVEAVKQTVLANNK. W
2789. 3006 2788.2933 2788.4316 -0.1383 323 - 347 R TGEEAFSTKLHLI LTNI QUGWEDK. K + Oxi dation (M
3664. 6062 3663.5989 3663.8228 -0.2240 285 - 317 1 R DLSVDELLEAEEVFCTGTAWI KAVETVTFHDK. R + Car bani donet hyl (C)
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1501. 7024, 1545.5785, 1549.6700, 1565.6430, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,
2095. 8419, 2117.7673, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2551.9627, 2589.1406, 2611.1242, 2717.0583, 2732.2341, 3110.3047, 3163. 4230,
3647.6063, 3937.5706, 3976.6005, 3993.6333
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26. QBJIMRO_CORYSA Mass: 22633 Score: 42 Expect: 2.1e+02 Queries matched: 6
Sperm protein-like.- Oryza sativa (japonica cultivar-group).
Observed M (expt) M (cal ¢) Delta Start End M ss Peptide

1216. 4928 1215.4856 1215.5918 -0.1062 182 - 193 0 K. CSPPVTSADALR V

1501. 7024 1500. 6952 1500. 7460 -0.0508 58 - 71 R. LSSI FDAAKSDGYK. C

2079.8709 2078.8636 2079.0207 -0.1571 67 - 84 K. SDGYKCNVEHLLAVFQIR. L

2133.9402 2132.9329 2133.0854 -0.1524 18 - 37 K. QGGGYFNTPGEDPSVLLRVK. E

2334. 0437 2333.0364 2333.1615 -0.1250 87 - 108 R ELG ALPLMCCAADMLSVPSRK. Q + Oxi dation (M

2589. 1406 2588. 1334 2588.2946 -0.1613 85 - 107 1 R LRELG ALPLMCCAADMLSVPSR K + 2 Carbami donmethyl (C); Oxidation (M

No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1264.5354, 1545.5785,
1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573,
2095. 8419, 2117.7673, 2149.9197, 2210.9927, 2264.8464, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
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27. QADF81_TRYCR Mass: 73363 Score: 42 Expect: 2.2e+02 Queries matched: 11
Hypot hetical protein.- Trypanosoma cruzi.
Observed M (expt) M (cal c) Delta Start End M ss Peptide

793. 3455 792. 3382 792. 3436 -0.0054 58 - 64 0 R ANSVDCK. H + Car bani donet hyl (C)

865. 3301 864. 3228 864.3977 -0.0749 471 - 477 0 R VENFNDK. G
1501. 7024 1500. 6952 1500.7393 -0.0441 279 - 290 1 R KQQQRQQQXESR H
1545.5785 1544.5712 1544.6815 -0.1102 138 - 149 1 K QQQQREGEEEER N
1761. 7506 1760.7434 1760.8727 -0.1293 155 - 169 1 R | AVTDECTWDLDRR. R + Car bani donet hyl (C)
1832.7851 1831.7778 1831.9098 -0.1320 153 - 168 1 R ARI AVTDECTWODLDR R + Car bani donet hyl (C)
1848. 8553 1847.8480 1847.7712 0.0768 58 - 73 1 R ANSVDCKHNEAECCLR. R + Car bani donet hyl (C)
2046.8381 2045.8308 2045.9013 -0.0705 653 - 670 1 R NSLAPVDANWHCEGYSRA. - + Car bani donet hyl (C)
2519. 1418 2518. 1345 2518.1077 0. 0268 536 - 558 1 K. NDAERAGAAFDQLPSSHTNCMAR. F + Car bami donet hyl (C)
2535. 1542 2534.1469 2534.1026 0. 0443 536 - 558 1 K. NDAERAGAAFDQLPSSHTNCMVAR. F + Car bam donet hyl (C); Oxidation (M

2589. 1406 2588.1334 2588.2275 -0.0941 187 - 214 R MPSESALAAAAG SSGAAASEAI PAEDK. T + Oxidation (M

No match to: 751.3859, 832.2988, 848.3093, 861.0016, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1549.6700, 1565. 6430,
1622. 7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1866.8770, 1889.8854, 2019. 7869, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927,

2264. 8464, 2334.0437, 2450.0481, 2466.9528, 2551.9627, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993

o

28. QLWY8_9FLAO Mass: 7992 Score: 42 Expect: 2.3e+02 Queries matched: 4
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Hypot hetical protein.- Psychroflexus torquis ATCC 700755.
Observed M (expt) M (cal c) Delta Start End M ss Peptide

1064. 4451 1063.4378 1063.5372 -0.0994 1- 9 0 -.MIDPVFLNK. G
1565. 6430 1564.6358 1564.7256 -0.0899 10 - 23 0 K GEFDELAGTLQEEK. V
2611.1242 2610.1169 2610.2522 -0.1353 1- 238 1 -. MIDPVFLNKGEFDELAGTLQEEK. V

2789. 3006 2788.2933 2788.4160 -0.1227 46 - 67 0 R EI MLFLCENLLFFI | FLQFGHW - + Oxidation (M

No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1167.4829, 1216.4928, 1264.5354, 1501.7024,
1545.5785, 1549.6700, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573,
2079. 8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589. 1406, 2644.0843, 2717.0583,
2732. 2341, 3110.3047, 3163.4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333

29. QBRET8_FUSNN Mass: 51567 Score: 41 Expect: 2.5e+02 Queries nmatched: 9
Adenosyl net hi oni ne- 8- am no- 7- oxononanoat e am notransferase (EC 2.6.1.62).- Fusobacterium nucl eatum subsp. nucl eatum
Observed M (expt) M (cal c) Delta Start End M ss Peptide

1744.7499 1743.7427 1743.8899 -0.1472 438 - 451 1
1761. 7506 1760.7434 1760.8113 -0.0679 117 - 132
1832.7851 1831.7778 1831.8424 -0.0646 322 - 337
1848.8553 1847.8480 1847.9419 -0.0939 1- 16
1889. 8854 1888.8781 1888.9795 -0.1014 133 - 148
2149.9197 2148.9125 2149.0625 -0.1501 255 - 273
3110. 3047 3109.2975 3109.4452 -0.1478 292 - 318
3163. 4230 3162.4157 3162.6099 -0.1942 411 - 437 . KGAFLRPI GNSVYFMPPYVI TYEEI DK. M + Oxi dation (M

3664. 6062 3663.5989 3663.6220 -0.0231 43 - 73 1 . GDGLYLI DENGNKYMDCl SSWAWWNLFGHCNK. R + Car bami donet hyl (C); Oxidation (M

No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1501. 7024, 1545.5785, 1549.6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1747.6291, 1866.8770, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673,
2133.9402, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3647.6063,
3937. 5706, 3976.6005, 3993.6333

. MLHVCKESI EELLK. | + Carbami donmethyl (C); Oxidation (M

FLFSDNGSSCI EMALK. L

. SFLHSHTYSGNPLGCR. | + Car bani donet hyl (C)

MRGVClI M NNLSELK. K

. LSFQYHLQTGNPQKTK. F

YNI HLI DDElI AMGFGRT&K. M

GLSSGYYPI AMLCI TTDI FNAFYADYK. E + Car bani donet hyl (C); Oxidation (M

rORrRRPROO
ARRARXR!) RARX

30. Q4161_DRAVE Mass: 47840 Score: 41 Expect: 2.6e+02 Queries matched: 11
CKI'| al pha subunit interactor 1.- Drosophila nelanogaster (Fruit fly).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
793.3455  792.3382  792.3687 -0.0305 2 - 8 0 MTEAEICK L

1005. 3922 1004.3850 1004.4531 -0.0682 225 - 233
1549. 6700 1548.6627 1548.7541 -0.0913 213 - 224
1565. 6430 1564.6358 1564.7490 -0.1132 213 - 224
1729. 6508 1728.6436 1728.7997 -0.1561 228 - 241
1761. 7506 1760.7434 1760.7174 0. 0260 296 - 309
1866. 8770 1865.8697 1865. 8487 0. 0210 190 - 204
2133.9402 2132.9329 2132.9520 -0.0190 205 - 221
2149.9197 2148.9125 2148.9469 -0.0344 205 - 221

HNKTMCGAK. D + Oxi dation (M

LHELHEHMVKTMK. H + Oxi dation (M

LHELHEHMKTMK. H + 2 Oxidation (M

TMCGAKDLEFLCLR. C + 2 Carbami donethyl (C); Oxidation (M

FYECPYKDCTSSYR. V

MHSCKPRPNPVYYCR. D + Oxi dation (M

DCGSEFHKLHELHEHWK. T + Car bami donet hyl (O

. DCGSEFHKLHELHEHWK. T + Car bam donmet hyl (C); Oxidation (M

3937.5706 3936.5633 3936.7405 -0.1772 249 - 281 R. YFDVI RHENSVHNVSDFI CVECNMBFANQGSYR. R + Car bani donet hyl (C)

3976. 6005 3975.5933 3975.8431 -0.2499 R. MLCTCCGHVLEI LTHI RVHSCKPRPNPVYYCR. D + 3 Car bani donethyl (C); 2 Oxidation (M

No match to: 751.3859, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501. 7024, 1545.5785,
1622. 7394, 1730.5932, 1744.7499, 1747.6291, 1832.7851, 1848.8553, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2210.9927, 2264.8464,
2334. 0437, 2450.0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063, 3664.6062, 3993.6333

PRRORRREPR
AODDIRRAR
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31. CAH17038 Mass: 75747 Score: 41 Expect: 2.8e+02 Queries matched: 10
CR628337 NID: - Legionella pneunophila str. Lens
Observed M (expt) M (cal c) Delta Start End M ss Peptide
751.3859  750.3787  750.3694  0.0093 1- 6 1 -.MISERK M

793. 3455 792.3382 792.4130 -0.0747 336 - 342 0 R GIFIEAR A
1264.5354 1263.5281 1263.6459 -0.1178 613 - 623 KAYDAEELI GR. L
1501. 7024 1500. 6952 1500.8334 -0.1382 593 - 605 LMRLI LDLGDAQK. Q + Oxi dation (M
1545.5785 1544.5712 1544.7147 -0.1435 272 - 284 GVSFDEFVDKTSK. T
1848. 8553 1847.8480 1847.9417 -0.0937 314 - 330 TPTAVYTHGFLTVEGK. M
2210.9927 2209.9855 2210.1041 -0.1186 314 - 333 TPTAVYTHGFLTVEGKXMBK. S + Oxi dation (M
2334. 0437 2333.0364 2333.0887 -0.0523 40 - 61 M.G QCl SVCGDDAHGTPI MLK. A + 2 Oxi dation (M
2789.3006 2788.2933 2788.3932 -0.0999 499 522 ASEEFLNSEPLHWGSI DKPLLNHR. |
3647.6063 3646.5990 3646.9474 -0.3484 468 - 498 1 LNEVHAI CTMA NLFRI LI TYLKPVLPMVAK. A + Car bami donet hyl (C); 3 Oxidation (M
No match to: 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988. 3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1549. 6700, 1565.6430, 1622.7394,
1729. 6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402,
2149.9197, 2264.8464, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 3110.3047, 3163.4230, 3664.6062, 3937.5706,
3976. 6005, 3993. 6333

COoORrORRPR

AAARDBAIDRA

32. QAVUU3_DROVE Mass: 47883 Score: 40 Expect: 2.9e+02 Queries matched: 11
CG6215- PA (RE17810p) (RE16596p).- Drosophila nelanogaster (Fruit fly).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
793.3455  792.3382  792.3687 -0.0305 2 - 8 0 MTEAEICK L

1005. 3922 1004.3850 1004.4531 -0.0682 225 - 233 1 K HNKTMCGAK. D + Oxidation (M
1549. 6700 1548.6627 1548.7541 -0.0913 213 - 224 1 K LHELHEHWKTMK H + Oxidation (M
1565. 6430 1564.6358 1564.7490 -0.1132 213 - 224 1 K LHELHEHWKTMK. H + 2 Oxidation (M
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33.

34.

35.

36.

37.

1729. 6508 1728. 6436

(9

(O); 2 xidation (M

1167. 4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,

1889. 8854, 2019. 7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2210.9927, 2264. 8464,
2519. 1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063, 3664.6062, 3993

epi merase) (ADP-hep 6-ep

. 3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024,

1889. 8854, 2019. 7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,

2450. 0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230,

1728. 7997 -0.1561 228 - 241 1 K TMCGAKDLEFLCLR C + 2 Carbami donethyl (C); Oxidation (M
1761. 7506 1760.7434 1760.7174 0. 0260 296 - 309 1 R FYECPYKDCTSSYR. V
1866.8770 1865.8697 1865.8487  0.0210 190 - 204 0 R MHISCKPRPNPVYYCR D + Oxidation (M
2133.9402 2132.9329 2132.9520 -0.0190 205 - 221 1 R DCGSEFHKLHELHEHMWK. T + Car bamni donet hyl (C)
2149.9197 2148.9125 2148.9469 -0.0344 205 - 221 1 R DCGSEFHKLHELHEHWK. T + Car bami donethyl (C); Oxidation (M
3937.5706 3936.5633 3936.7405 -0.1772 249 - 281 1 R YFDVI RHENSVHNVSDFI CVECNMBFANQGSYR. R + Car bani donet hyl
3976. 6005 3975.5933 3975.8431 -0.2499 173 - 204 1 R M.CTCCGHVLEI LTH RVMHSCKPRPNPVYYCR. D + 3 Car bani donet hyl
No match to: 751.3859, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1064. 4451,
1622. 7394, 1730.5932, 1744.7499, 1747.6291, 1832.7851, 1848. 8553,
2334.0437, 2450.0481, 2466.9528,
HLDD PSEAE Mass: 37165 Score: 40 Expect: 3.2e+02 Queries matched: 7
ADP- L- gl ycer o- D- manno- hept ose- 6- epi nerase (EC 5.1.3.20) (ADP-L- gl ycero-beta-D nmanno- hept ose- 6- epi nerase) (ADP-gl ycer omanno- hept ose 6-
Observed M (expt) M (cal c) Delta Start End M ss Peptide
751. 3859 750. 3787 750. 3660 0. 0126 64 - 70 0 R CGDFGIVR A
1761. 7506 1760.7434 1760.8264 -0.0830 71 - 87 0 R ALFHQGACASTLESNGR Y
1832. 7851 1831.7778 1831.8999 -0.1221 290 - 304 1 R ARYQSHTCADLELLR E + Carbami donet hyl (C)
2133.9402 2132.9329 2133.0503 -0.1174 194 - 213 1 R DCGRVELFGEHGGFPPGCGHLR. D
2149.9197 2148.9125 2149.0287 -0.1162 23 - 41 1 R RGETDI | AVDDLTDGEQFR. N
2210.9927 2209.9855 2210.0127 -0.0272 42 - 60 0 R NLADADI ADYLDONDFLER. Y
2264.8464 2263.8392 2263.9803 -0.1412 305 - 324 1 R EAGYRDDFQSLEEGVAGYCR W
No match to: 793.3455, 832.2988, 848.3093, 861.0016, 865
1545. 5785, 1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1848.8553, 1866.8770,
2095. 8419, 2117.7673, 2334.0437,
3647.6063, 3664.6062, 3937.5706, 3976. 6005, 3993.6333
C83228 Mass: 37394 Score: 40 Expect: 3.3e+02 Queries matched: 7
ADP- L- gl ycer o- D- mannohept ose 6-epi nerase PA3337 [inported] - Pseudononas aerugi nosa (strain PAOL)
Observed M (expt) M (cal c) Delta Start End M ss Peptide
751.3859  750.3787  750.3660 0.0126 66 - 72 0 R GDFGIVR A
1761. 7506 1760.7434 1760.8264 -0.0830 73 - 89 0 R ALFHQGACASTLESNGR. Y
1832. 7851 1831.7778 1831.8999 -0.1221 292 - 306 1 R ARYQSHTCADLELLR E + Car bam donet hyl (C)
2133.9402 2132.9329 2133.0503 -0.1174 196 - 215 1 R DCGRVELFGEHGGFPPGCGHLR. D
2149.9197 2148.9125 2149.0287 -0.1162 25 - 43 1 R RCETDI | AVDDLTDGEQFR. N
2210.9927 2209.9855 2210.0127 -0.0272 44 - 62 0 R NLADADI ADYLDQNDFLER. Y
2264.8464 2263.8392 2263.9803 -0.1412 307 - 326 1 R EAGYRDDFQSLEEGVAGYCR. W
No match to: 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005. 3922,

1545.5785, 1549.6700, 1565. 6430,
2095. 8419, 2117.7673, 2334.0437,
3647. 6063, 3664.6062, 3937.5706,

QBPZQA_METVA Mass: 31906 Score: 40
Met hyl enet et rahydr of ol at e reductase (EC 1.5.1.20).-
Observed M (expt) M (cal c) Delta Start
1264.5354 1263.5281 1263.6459 -0.1178 135
1501. 7024 1500. 6952 1500.8300 -0.1348 14
1866. 8770 1865.8697 1865.9855 -0.1158 227
2149.9197 2148.9125 2149.0646 -0.1521 241
2611.1242 2610.1169 2610.2669 -0.1499 147
2732.2341 2731.2268 2731.3495 -0.1227 217
3976. 6005 3975.5933 3975.9168 -0.3235 101
No match to: 751.3859, 793. 3455,
1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932,
2095. 8419, 2117.7673, 2133.9402,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3993.6333
QR68R7_MYCVN Mass: 26517 Score: 40
Regul atory protein, TetR - Mycobacterium vanbaal enii
Observed M (expt) M (cal c) Delta Start
793. 3455 792. 3382 792.3687 -0.0305 189
1216. 4928 1215.4856 1215.5712 -0.0857 45
1866.8770 1865.8697 1865.9370 -0.0673 27
2062. 8302 2061.8229 2062.0049 -0.1820 222
2589. 1406 2588.1334 2588.3454 -0.2120 88
2789.3006 2788.2933 2788.4073 -0.1140 100
No match to: 751.3859, 832.2988,
1549. 6700, 1565. 6430, 1622. 7394,

2117.7673, 2133.9402, 2149.
3163. 4230, 3647.6063, 3664.

QB9SP8_CEOVG Mass:

9197,
6062,

5632

1622. 7394, 1729. 6508,

1730. 5932, 1744.7499,

1747. 6291,

1848. 8553,

1866. 8770,

1064. 4451, 1167.4829, 1216.4928, 1264.5354, 1501. 7024,
1889. 8854, 2019. 7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,

2450. 0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230,

3976. 6005, 3993. 6333

Expect :

Met hanosar ci na mazei

3.4e+02 Queries matched: 7

End M ss Peptide

146

27
242
260
171
240
135

1 R KLDTGVDFAGNK. L

1 K FLVTAEVSPPKGIR F

1 K N SG HVPEEI MLRWK. D

1 R MKDASSPMEEGLLI ASETI K. E
1

1

K. LDGGTSFCAGAVSG DPEKTMQLI K. L + Car bani donet hyl

(Met hanosarcina frisia).

K. SLGVAEFM\KNI SG HVPEEI MLR. M + Oxi dation (M

1744. 7499, 1747.6291,

1832. 7851,

1848. 8553,

(9

1 R N CLMIGDYPTCGDHPGSKPVYDVDSVQLI ELVRK. L + 2 Car bani doret hyl
832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277,
1761. 7506,

Oxidation (M

(9
1005. 3922, 1064. 4451, 1167.4829, 1216.4928, 1545.5785,
1889. 8854, 2019. 7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,

2210. 9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589. 1406, 2644.0843, 2717.0583, 2789.3006, 3110.3047,

3937. 5706, 3976. 6005,

Score: 40

hitp:/www.matrixscience.com/cgi/master_results.plfile=../datal20070112/FL EclfY O.dat (10 of 13)1/12/07 12:21:55 PM

Expect :
PYR- 1.

Expect:

3.5e+02 Queries matched: 6

End M ss Peptide

124

1

0 K. TIDDCVK. R

K. GAFYHYFPSK. E

K. QVEAMMILFMPSRPAGSLP. -

0
0 R GYENVSLNDLLAVSGTSK. G
0
1

R LNAGLAASYQVKLGMGVPEPI AAMR S + 2 Oxi dation (M

1744. 7499, 1747.6291,

1761. 7506,

1832. 7851,

K. LGVGVPEPI AAVMRSLLMPENQALFR. K + 3 Oxi dation (M
848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922,
1729. 6508, 1730. 5932,
2210. 9927, 2264. 8464,

1848. 8553,

1064. 4451, 1167.4829, 1264.5354, 1501.7024, 1545.5785,
1889. 8854, 2019.7869, 2046.8381, 2063.8573, 2079.8709, 2095. 8419,

2334. 0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 3110.3047,

3993. 6333

3.6e+02 Queries nmatched: 4

. 6333


http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20070112/FLEcIfYO.dat&hit=33
http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20070112/FLEcIfYO.dat&hit=34
http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20070112/FLEcIfYO.dat&hit=35
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38.

39.

40.

41.

42.

Hypot hetical protein.- Geobacter
Observed M (expt) M (cal ¢)
865.3301  864.3228  864. 3656
1005. 3922 1004.3850 1004. 4419
1761. 7506 1760.7434 1760. 7830
2611.1242 2610.1169 2610.1797
No match to: 751.3859, 793. 3455,
1549. 6700, 1565. 6430, 1622. 7394,
2095. 8419, 2117.7673, 2133.9402,
2789. 3006, 3110.3047, 3163.4230,
PNO600 Mass: 8559
DNA-di rect ed RNA pol ynerase (EC 2.7.7.6)
bserved M (expt) M (cal c)
865.3301  864.3228  864. 3800
993. 4277 992. 4205 992. 4749
1167. 4829 1166.4756 1166.5311
3664. 6062 3663.5989 3663.6279
No match to: 751.3859, 793. 3455,

1565. 6430, 1622.7394, 1729.6508,
2095. 8419, 2117.7673, 2133.9402,
2732. 2341, 2789.3006, 3110.3047,

nmetal | ireducens (strain GS-15 / ATCC 53774 /| DSM 7210).

Delta Start End M ss Peptide
-0.0428 10 - 16 0 K MHMCALK. A + 2 Oxidation (M
-0. 0570 1- 9 0 -.MACDI TSHK. M
-0. 0397 2 - 16 1 M ACD TSHKMHMCALK. A + Car bam donet hyl (C); Oxidation (M
-0.0628 10 - 34 1 K MHMCALKAEGCSDEI ASLSASPTVK. C + 2 Oxidation (M

832. 2988, 848.3093, 861.0016, 876.9628, 892
1729. 6508, 1730.5932, 1744.7499, 1747.6291,
2149.9197, 2210.9927, 2264.8464, 2334.0437,
3647. 6063, 3664.6062, 3937.5706, 3976.6005,

. 9507, 915.4276, 988.3750, 993.4277, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1832. 7851, 1848.8553, 1866.8770, 1889.8854, 2019. 7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,
2450. 0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589. 1406, 2644.0843, 2717.0583, 2732.2341,
3993. 6333

Score: 40
-

Expect: 3.6e+02 Queries matched: 4
Pneunocystis carinii (fragnent)

Delta Start End M ss Peptide
-0.0572 69 - 75 0 K TFTHCS.- + Carbamni donethyl (C
-0. 0545 68 - 75 1 R KTFTHI CS.- + Carbani donet hyl (C)

-0. 0555 23 - 32 0 R AEAMELMNVK. N + 2 Oxidation (M

-0.0290 1- 32 1 -. PYNADFDGDEMNLHVPQTEEARAEAMVEL MNVK. N

832.2988, 848.3093, 861.0016, 876.9628, 892.9507, 915.4276, 988.3750, 1005.3922, 1064.4451, 1216.4928, 1264.5354, 1501.7024, 1545.5785, 1549.6700,
1730. 5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,

2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519. 1418, 2535.1542, 2551.9627, 2589.1406, 2611. 1242, 2644.0843, 2717.0583,
3163. 4230, 3647.6063, 3937.5706, 3976.6005, 3993.6333

QBNRN6_CORGL Mass: 10266 Score: 39 Expect: 3.7e+02 Queries matched: 4
Hypot hetical protein Cgl 1012 (Hypothetical protein).- Corynebacterium glutam cum (Brevibacteriumflavun.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
2095. 8419 2094.8347 2094.9819 -0.1473 26 - 42 1 R TDYFTTEEQKLYGVELK. T
2519.1418 2518. 1345 2518.1838 -0.0493 2 - 23 0 M SWAFNGFLSDDALVELMALDFR. N + Oxidation (M
2589. 1406 2588.1334 2588.3056 -0.1723 36 - 58 1 K LYGVELKTAI ENPDSAAFI NHVR. |
2789.3006 2788.2933 2788.3278 -0.0345 2- 25 1 M SWAFNGFLSDDALVELMGLDFRNR. T + Oxi dation (M
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1501. 7024, 1545.5785, 1549.6700, 1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381,

2062. 8302, 2063.8573, 2079.8709,
2732. 2341, 3110.3047, 3163.4230,

BMH 8_BOVIN
Hypot heti cal
Observed
865. 3301
993. 4277
1761. 7506
1832. 7851
1889. 8854
2019. 7869

Mass: 39549

protein M3C128771. -
M (expt) M (cal c)
864.3228  864.3283
992. 4205  992. 4233
1760. 7434 1760. 7094
1831. 7778 1831.7829
1888. 8781 1888. 8043
2018. 7796 2018. 8383
2046. 8381 2045.8308 2046.0282
2535. 1542 2534.1469 2534.2448
No match to: 751.3859, 793. 3455,
1549. 6700, 1565.6430, 1622.7394,
2210. 9927, 2264.8464, 2334.0437,
3664. 6062, 3937.5706, 3976. 6005,

BAB22477
AK002954 NI D: -
Observed
. 3455
. 3750
. 5354
. 6700
. 8302

Mass: 30402

Mus nuscul us

M (expt) M (cal c)

792.3382  792.3687

987.3677  987. 4556
1263. 5281 1263.5877
1548. 6627 1548. 7896
2061. 8229 2061.9814
. 8573 2062.8500 2062.9807
. 9627 2550.9554 2551.0616
No match to: 751.3859, 832.2988,
1622. 7394, 1729.6508, 1730.5932,
2149.9197, 2210.9927, 2264. 8464,
3647.6063, 3664.6062, 3937.5706,

@Bl SL2_NATPD Mass: 6952
Hypot hetical protein.-

Observed M (expt) M (cal ¢)
915. 4276 914. 4203 914. 4570

-0. 0366

2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2535. 1542, 2551.9627, 2611.1242, 2644.0843, 2717.0583,

3647.6063, 3664.6062, 3937.5706, 3976. 6005, 3993.6333

Score: 39 Expect: 3.7e+02 Queries matched: 8

Bos taurus (Bovine).

Delta Start End M ss Peptide

-0. 0055 153 - 159 0 K. NVDENDK. G
-0.0028 152 - 159 1 K KNVDENDK. G

0. 0340 277 - 292 0 K. GAVPTDQACESCSHDK. K + 2 Car bami donet hyl (C)
-0.0051 277 - 293 1 K GAVPTDQACESCSHDKK. F + Car bani donet hyl (C)
0.0738 277 - 293 1 K GAVPTDQACESCSHDKK. F + 2 Carbam donet hyl (O
-0.0587 1- 17 0 -.MSSEM.PAFSETCNVER Q + Carbani donethyl (C); 2 Oxidation (M
-0.1975 221 - 239 0 K. QASDHG DHAQLPLGNFVK. M
-0.0979 221 - 243 1 K QASDHG DHAQLPLGNFVKMNSR. K

832.2988, 848.3093, 861.0016, 876.9628, 892.9507, 915.4276, 988.3750, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1729. 6508, 1730.5932, 1744.7499, 1747.6291, 1848.8553, 1866.8770, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197,

2450. 0481, 2466.9528, 2519.1418, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063,
3993. 6333

Score: 39 Expect: 3.9e+02 Queries matched: 7
Delta Start End M ss Peptide

-0.0305 139 - 144 0 K MEQLEK D + Oxidation (M

-0.0879 98 - 105 1 K HQDSSMRK. F

-0.0596 198 - 207 1 K MEQELDARTR E + Oxidation (M

-0.1268 70 - 82 1 K. LEARLSDYAEQVR. N

-0. 1585 212 - 229 0 R TQEELVTSNQLSSDLNER. L

-0. 1306 167 - 183 1 K. RDElI DELEGFQQQEI SK. V

-0.1062 28 - 53 1 R SVSKESVASMGADSGDDFASDGSSSR. E + Oxi dation (M

848. 3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1501.7024, 1545.5785, 1565. 6430,
1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2079.8709, 2095.8419, 2117.7673, 2133.9402,
2334. 0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3110.3047, 3163.4230,
3976. 6005, 3993. 6333

Score: 39

Expect: 4e+02 Queries matched: 4

Nat r ononpnas pharaonis (strain DSM 2160 / ATCC 35678).

Delta Start End M ss Peptide

54 - 61 1 R RESAPEAR H

hitp://www.matrixscience.com/cgi/master_results.plfile=../datal20070112/FLEclfY O.dat (L1 of 13)1/12/07 12:21:55 PM
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0 R TALLDEGCVVCGAAVSADAFGTVATGR R + Car bamni donet hyl

(9

1729. 6508 1728.6436 1728.6905 -0.0470 1- 16 0 -.MSQGDADATFVCPECR. S
2611.1242 2610.1169 2610.2417 -0.1247 27 - 53
3647.6063 3646.5990 3646.7792 -0.1802 17 - 53

No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876
1545.5785, 1549.6700, 1565.6430, 1622.7394, 1730.5932, 1744.7499, 1747.6291,
2079. 8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264. 8464,
2732. 2341, 2789.3006, 3110.3047, 3163.4230, 3664.6062, 3937.5706, 3976. 6005,

43, BAD13409 Mass: 14179 Score: 39 Expect: 4.2e+02 Queries matched: 6
AB121202 NID: - Macrothel e gigas
Observed M (expt) M (cal c) Delta Start End M ss Peptide
993. 4277 992. 4205 992. 4563 -0.0358 35 - 42 1 K DEFKDPSR. S
1064. 4451 1063.4378 1063.5298 -0.0919 27 - 34 1 K. NEFEERLK. D
1848. 8553 1847.8480 1847.8552 -0.0072 99 - 112 1 R KLECVETSGYWAYK. R + Car bami donet hyl (C)
2062.8302 2061.8229 2061.7722 0.0507 8l - 96 0 R CMGYDI ECNENLPCCK. H + 4 Carbani donmet hyl (C)
2063. 8573 2062.8500 2062.8039 0.0462 80 - 96 1 K. RCMGYDI ECNENLPCCK. H + Car bami donet hyl (C); Oxidation (M
2732.2341 2731.2268 2731.4903 -0.2635 1- 26 0 -.MVILSPFLLLLI AAWI GNASEGEVK. N + Oxi dation (M
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 1005.3922, 1167.4829, 1216.4928, 1264.5354, 1501.7024, 1545.5785,
1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1866.8770, 1889.8854, 2019. 7869, 2046.8381, 2079.8709, 2095.8419, 2117.7673,
2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2789.3006, 3110.3047,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
44. Q63V7_9DI PT Mass: 17429 Score: 39 Expect: 4.4e+02 Queries matched: 5
Reverse transcriptase (Fragnent).- Chironomus agilis.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1501. 7024 1500. 6952 1500.8275 -0.1323 74 - 85 1 R WHNGLLYKMLK. L
1744.7499 1743.7427 1743.8501 -0.1075 59 - 73 1 K STGM FLDVEKAFDR. V + Oxidation (M
1848. 8553 1847.8480 1848.0145 -0.1665 88 - 103 1 R FPQPLI KTVSSFLSER. S
2535.1542 2534.1469 2534.3532 -0.2063 121 - 143 0 K. FGVPQGAVLSPTLYN FTQDI VR E
2611.1242 2610.1169 2610.2357 -0.1187 16 - 37 1 R | NEH DDNNI | PNQQCGFRTGR. S + Car bani domet hyl ( Q)
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1545. 5785, 1549. 6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1747.6291, 1761.7506, 1832.7851, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709,
2095. 8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2551.9627, 2589.1406, 2644.0843, 2717.0583, 2732.2341, 2789. 3006,
3110. 3047, 3163.4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
45, AXAE 8_PLACH Mass: 3067 Score: 39 Expect: 4.4e+02 Queries matched: 3
Hypot hetical protein (Fragnent).- Plasnodi um chabaudi.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1549. 6700 1548.6627 1548.7606 -0.0978 10 - 23 0 K. NNNEVI FI TCASPK. N
1848. 8553 1847.8480 1847.9199 -0.0719 10 - 25 1 K NNNEVI FI TCASPKNK. K + Car bami doret hyl (C)
2079.8709 2078.8636 2078.9877 -0.1241 6 - 23 1 K ACNKNNNEVI FI TCASPK. N + 2 Car bam donet hyl (O)
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264. 5354,
1501. 7024, 1545.5785, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832. 7851, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573,
2095. 8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583,
2732. 2341, 2789.3006, 3110.3047, 3163.4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
46. JI 50_MOUSE Mass: 27603 Score: 39 Expect: 4.4e+02 Queries matched: 7
Dendritic cell-associated C-type lectin-1.- Ms nuscul us (Muse).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
751. 3859 750. 3787 750. 3660 0. 0126 82 - 87 0 K DNFLSR N
993. 4277 992. 4205 992.5039 -0.0834 82 - 89 1 K DNFLSR\K. E
1167. 4829 1166.4756 1166.5428 -0.0672 72 - 81 1 R HNSGRNPEEK. D
1832. 7851 1831.7778 1831.7875 -0.0097 129 - 144 0 K. SCYLFSFSGNSWYGSK. R
1889.8854 1888.8781 1888.8090 0.0691 129 - 144 0 K SCYLFSFSGNSWYGSK. R + Car bani donet hyl (C)
2732.2341 2731.2268 2731.2091 0.0177 185 - 207 0 R NQSEGPWFWEDGSAFFPNSFQVR. N
2789.3006 2788.2933 2788.3424 -0.0491 103 - 128 1 K. VAPSKASQTTGGFSQSCLPNW MHGK. S + Car bami donet hyl (C)
No match to: 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 1005.3922, 1064.4451, 1216.4928, 1264.5354, 1501.7024, 1545.5785, 1549.6700,
1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1848.8553, 1866.8770, 2019.7869, 2046.8381, 2062.8302, 2063.8573, 2079.8709, 2095.8419, 2117.7673
2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535.1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 3110.3047, 3163. 4230,
3647. 6063, 3664.6062, 3937.5706, 3976. 6005, 3993.6333
47. QBGXA4_ARATH Mass: 53868 Score: 39 Expect: 4.4e+02 Queries nmatched: 8
Hypot hetical protein At4g26450/ MBE9_120 (At 4926450).- Arabidopsis thaliana (Muse-ear cress).
bserved M (expt) M (cal c) Delta Start End M ss Peptide
793. 3455 792.3382 792.3878 -0.0496 429 - 435 0 K. AANFTNR A
1501. 7024 1500. 6952 1500. 6692 0. 0260 223 - 235 1 K ENSYSSLESDSRK. Q
1744.7499 1743.7427 1743.8387 -0.0961 349 - 363 1 K ESH RDLESTTNQSK. H
1761. 7506 1760. 7434 1760.8614 -0.1181 436 - 451 0 R AQDLONDCI EI TGTI K. K
1889. 8854 1888.8781 1888.9564 -0.0783 436 - 452 1 R AQDLQNDCI EI TGTI KK. R
2062. 8302 2061.8229 2061.8302 -0.0073 236 - 253 1 K QSGRMWDYNGENGETSMR. K

hitp:/www.matrixscience.com/cgi/master_results.pl¥file=../datal20070112/FL EclfY O.dat (12 of 13)1/12/07 12:21:55 PM

. 9628, 892.9507, 988.3750, 993.4277, 1005. 3922,

1 R SEVPVTPPVRTALLDEGCVVCGAAVSADAFGTVATGR. R

1064. 4451, 1167.4829, 1216.4928, 1264.5354, 1501.7024,
1761. 7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302, 2063.8573,
2334. 0437, 2450.0481, 2466.9528, 2519. 1418, 2535.1542, 2551.9627, 2589.1406, 2644.0843, 2717.0583,
3993. 6333
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2264.8464 2263.8392 2263.9716
3110. 3047 3109.2975 3109. 5277
No match to: 751.3859, 832.2988,
1549. 6700, 1565.6430, 1622.7394,
2149.9197, 2210.9927, 2334.0437,

-0.1324 215 - 234 1 R GESVDFEKENSYSSLESDSR. K

-0.2302 45 - 75 0 K. LLSTSNSVELGKPMSFDSPGDGGGAYSPVLK. G

848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354, 1545.5785,
1729. 6508, 1730.5932, 1747.6291, 1832.7851, 1848.8553, 1866.8770, 2019. 7869, 2046.8381, 2063.8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402,
2450. 0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589.1406, 2611.1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006, 3163.4230, 3647.6063,

3664. 6062, 3937.5706, 3976.6005, 3993.6333
48. QD0J3_MOUSE Mass: 12279 Score: 39 Expect: 4.5e+02 Queries matched: 5
10 days enbryo whol e body cDNA, RIKEN full-length enriched library, clone:2610010Gl7 product: GRAF honol og. - Mus nuscul us (Muse).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1889.8854 1888.8781 1888.9642 -0.0861 86 - 101 1 R SLQEFAAVLRNLEDER S
2046.8381 2045.8308 2045.8129 0.0179 69 - 85 0 K FQCI GDAETDDEMCI AR S + 2 Carbami donethyl (C); Oxidation (M
2063. 8573 2062.8500 2062.9240 -0.0740 2- 19 0 M G.PALEFSDCCLDSPHFR E + Car bamni donet hyl (C)
2210.9927 2209.9855 2209.9594  0.0260 1- 19 0 -.MALPALEFSDCCLDSPHFR E + Carbami donethyl (C); Oxidation (M
2535. 1542 2534.1469 2534.1933 -0.0464 2 - 23 1 M GLPALEFSDCCLDSPHFRETLK. S + Car bami donet hyl (C)
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1264.5354,
1501. 7024, 1545.5785, 1549.6700, 1565. 6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 2019. 7869, 2062.8302, 2079.8709,
2095. 8419, 2117.7673, 2133.9402, 2149.9197, 2264. 8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2551.9627, 2589. 1406, 2611. 1242, 2644.0843, 2717.0583, 2732.2341, 2789.3006,
3110. 3047, 3163.4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
49. QADDU3_TRYCR Mass: 29352 Score: 38 Expect: 4.6e+02 Queries natched: 6
Muci n-associ ated surface protein (MASP), putative.- Trypanosoma cruzi.
bserved M (expt) M (cal c) Delta Start End M ss Peptide
1264.5354 1263.5281 1263.5942 -0.0661 206 - 217 1 K QDGKDTTSVGEK. N
2535. 1542 2534.1469 2534.2113 -0.0644 9 - 31 1 R VLLVCALCVLLCGAGGRCDEEER A + 2 Carbani donet hyl (C)
2551. 9627 2550.9554 2551.1244 -0.1690 26 - 51 1 R CDEEERAALGSDGGPPPGSAEPGTPR. K
2611. 1242 2610.1169 2610.2758 -0.1589 2- 25 1 MAMWAGRVLLVCALCVLLCGAGGR. C + 3 Carbani donmethyl (C); 2 Oxidation (M
2644.0843 2643.0770 2643.1631 -0.0860 233 - 258 1 R DEGSEGTGEDTKATTVTANTTDTTNK. Q
2717.0583 2716.0510 2716.2846 -0.2336 1- 25 1 -.NAMMVAGRVLLVCALCVLLCGAGGR. C + 2 Carbanmi donethyl (C); 4 Oxidation (M
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064.4451, 1167.4829, 1216.4928, 1501.7024,
1545. 5785, 1549.6700, 1565.6430, 1622.7394, 1729.6508, 1730.5932, 1744.7499, 1747.6291, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2046.8381, 2062.8302,
2063. 8573, 2079.8709, 2095.8419, 2117.7673, 2133.9402, 2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2589.1406, 2732.2341, 2789.3006, 3110.3047,
3163. 4230, 3647.6063, 3664.6062, 3937.5706, 3976.6005, 3993.6333
50. T43206 Mass: 43182 Score: 38 Expect: 4.6e+02 Queries matched: 9

probabl e ani nopeptidase (EC 3.4.11.-) - fission yeast (Schizosaccharonyces ponbe)

Observed M (expt) M (cal c) Delta Start End M ss Peptide
1622.7394 1621.7321 1621.7981 -0.0660 180 - 195 0O R LDNLGMTSGASQALTK.S + Oxidation (M
1747.6291 1746.6218 1746.7851 -0.1633 345 - 359 0 R TLDLGNPMLSMHSCR E + Car bani donethyl (C); Oxidation (M
2046. 8381 2045.8308 2046.0204 -0.1896 1- 19 0 -.MGNG-SIIATHIDSPTLR L + Oxidation (M
2063. 8573 2062.8500 2062.9598 -0.1097 325 - 344 1 R NDSPCGSTI GPKLAAMIGVR. T + Car bami domet hyl (C)
2079.8709 2078.8636 2078.9547 -0.0911 325 - 344 1 R NDSPCGSTI GPKLAAMIGVR. T + Car bami donet hyl (C); Oxidation (M
2095. 8419 2094.8347 2094.9496 -0.1149 325 - 344 1 R NDSPCGSTI GPKLAAMIGVR. T + Car bami donethyl (C); 2 Oxidation (M
2611.1242 2610.1169 2610.1844 -0.0675 337 - 359 1 K LAAMIGVRTLDLGNPMLSMHSCR. E + Car bami donethyl (C); 3 Oxidation (M
2644.0843 2643.0770 2643.2532 -0.1762 366 - 387 0 K DFEYAVVLFSSFFQNFANLEEK. |
2789.3006 2788.2933 2788.3397 -0.0463 27 - 50 1 K SAYGYLQVGVEKYGGGE WHTWFDR. D
No match to: 751.3859, 793.3455, 832.2988, 848.3093, 861.0016, 865.3301, 876.9628, 892.9507, 915.4276, 988.3750, 993.4277, 1005.3922, 1064. 4451,

1167. 4829, 1216.4928, 1264.5354,
1501. 7024, 1545.5785, 1549.6700, 1565.6430, 1729.6508, 1730.5932, 1744.7499, 1761.7506, 1832.7851, 1848.8553, 1866.8770, 1889.8854, 2019.7869, 2062.8302, 2117.7673, 2133.9402,

2149.9197, 2210.9927, 2264.8464, 2334.0437, 2450.0481, 2466.9528, 2519.1418, 2535. 1542, 2551.9627, 2589. 1406, 2717.0583, 2732.2341, 3110.3047, 3163.4230, 3647.6063, 3664.6062,
3937. 5706, 3976.6005, 3993.6333
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