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Probability Based Mowse Score

Protein score is -10*Log(P),

Protein scores greater than 78 are significant (p<0.05).
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Score
338
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T
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Max. number of hits

Descri ption
HUMAPQAI V NI D

SEQUENCE 1 FROM PATENT W09315198. -

AY422950 NI D
HUMAPOA4A NI D

apol i poprotein A-1V precursor
APQOA4 protein (Fragnent). -
apol i poprotein A1V |

Honmo sapi ens

Hono sapi ens
Honp sapi ens

isoform -

Hono sapi ens

[validated] -
Hono sapi ens (Human).
baboon (fragnent)

1079594700 resi dues)

uni denti fied.

hunan

apol i poprotein A-1V - crab-eating nmacaque

iolC protein [inported] -
Acyl - CoA dehydrogenase (EC 1.3.99.2).-

Caul obacter crescentus

apol i poprotein A-1V - chinpanzee (fragment)
C71 surface protein.- Trypanosoma cruzi.

Coenzyme B12- bi ndi ng: Radi cal
HrpB2 protein.- Xanthonobnas canpestris pv.
subunit,

DNA-di rect ed RNA pol ynerase 111

hypot heti cal
Hypot heti cal
Hypot heti cal

Conserved protein.-

nonst ruct ur al
hypot heti cal
Hypot heti cal

protein BH0323 [inported] -
protein PHG31ORF188c. - Aeronpnas phage 31.
protein.- Theileria parva.

Sul f ol obus aci docal dari us.
Gowh differentiation factor 9 (Fragnent). -
protein NSl -

hitp://www.matrixscience.com/cgi/master_results.plfile=../datal20070112/FL EcliuO.dat (1 of 16)1/12/07 12:25:01 PM

SAM - Magnet ococcus sp. MG 1.

canpestris (strain 8004).

putative (EC 2.7.7.6).- Trypanosoma cruzi.
Baci | | us hal odurans (strain C 125)

Cceanospirillumsp. MED92.

Ni trobact er wi nogradskyi

where P is the probability that the observed match is a random event.

(strain Nb-255 / ATCC 25391).

Macaca nul atta (Rhesus nmacaque).
bl uet ongue virus (serotype 2)

protein T30N20_210 - Arabidopsis thaliana

protein At5g10940.- Arabidopsis thaliana (Muse-ear cress).
YDR226W - Saccharomyces cerevisi ae (Baker's yeast).

Ar gi ni nosucci nate |yase. -


http://www.matrixscience.com/help/results_help.html#FORMAT
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26. Q41 VRO_AZOVI 36505 50 Regulatory protein, ArsR - Azotobacter vinelandii AvOP.
27. QLRSK3_MEDTR 105088 50 Zinc finger, RINGtype; Transcription factor jumonji, jnC - Medicago truncatula (Barrel nedic).
28. QLZTR3_9VIBR 31022 50 Putative putative phospholipid biosynthesis acyltransferase.- Vibrio angustum S14.
29. B90G0 BURS3 100380 50 ATP-dependent transcriptional regulator, Ml T-1ike, LuxR famly.- Burkholderia sp. (strain 383) (Burkholderia cepacia (strain ATCC 17760 / NCI B 9086 / R18194))
30. QBTA35 HETG 25472 50 Dorsal gland cell protein Hgg-26 (Fragnent).- Heterodera glycines (Soybean cyst nenatode worn).
31. Q7XUX8 ORYSA 41458 50 OSJNBa0027@07.11 protein.- Oryza sativa (japonica cultivar-group).
32. Q61 Q2 HUMAN 11751 50 RAB12, nenber RAS oncogene fanmily.- Honp sapiens (Human).
33. AH3404 20696 49 hypothetical protein BMEI 1222 [inported] - Brucella nelitensis (strain 16M
34. AAN4A3115 54614 49 AE005674 NID: - Shigella flexneri 2a str. 301
35. Q2RNF9 RHORT 80918 49 Mal ate dehydrogenase (EC 1.1.1.40) (EC 2.3.1.8).- Rhodospirillumrubrum (strain ATCC 11170 / NCl B 8255).
36. 108180 65798 49 PF20 protein, mcrotubul e-associated - Chl anydononas reinhardtii
37. QrV0J9 PROWP 38698 48 Possi bl e dTDP- gl ucose 4, 6-dehydratase (EC 4.2.1.46).- Prochlorococcus marinus subsp. pastoris (strain COMP 1378 / MED4).
38. BZI47 CHI CK 101099 48 Hypothetical protein.- Gallus gallus (Chicken).
39. ADLZ9 TRYCR 19461 48 Protein tyrosine phosphatase-like protein, putative.- Trypanosoma cruzi.
40. QBIYY1 GEOMG 16521 48 Putative PAS/ PAC sensor protein.- Geobacter netallireducens (strain GS-15 / ATCC 53774 / DSM 7210).
41, QQTUL8 HORSE 42919 48 Matrix netal |l oproteinase-2 (Fragnent).- Equus cabal lus (Horse).
42, QBMAB5_ANAVT 42516 48 Hydrogenase formati on HypD protein.- Anabaena variabilis (strain ATCC 29413 / PCC 7937).
43. QBNVL1 PONPY 79482 48 Hypothetical protein DKFZp459N0220 (Fragnent).- Pongo pygnaeus (Orangutan).
44, Q4AI58 9CHLB 37062 48 Cell shape determining protein MeB/ MI.- Chlorobi um phaeobact eroi des BSL1.
45. RHUK6 MEDTR 39508 47 Mtochondrial substrate carrier.- Medicago truncatula (Barrel nedic).
46. BZF44 MEDTR 39616 47 M tochondrial phosphate translocator.- Medicago truncatula (Barrel medic).
47. QBRIOR8_PONPY 72095 47 Hypothetical protein DKFZp469P0412.- Pongo pygnmeeus (Orangutan).
48. QUCFZ5 CLOTM 11661 47 Hypothetical protein.- Costridiumthernocel |l um ATCC 27405.
49, Q2DMB3_9DELT 19010 47 Hypothetical protein precursor.- Geobacter uraniunreducens Rf4.
50. Q7P987 _RICSI 73246 47 Propionyl - CoA carboxyl ase al pha chain.- Rickettsia sibirica 246.
Results List
1. AAAS51748 Mass: 43358 Score: 338 Expect: 5.1e-28 Queries matched: 31
HUVAPQAIV NID: - Honp sapi ens
Observed M (expt) M (cal c) Delta Start End M ss Peptide

975. 4483 974. 4410 974. 5032
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1076. 4495 1075.4422 1075.5338 -0.0916 331 - 339 K. VNSFFSTFK. E
1083. 4282 1082.4209 1082.5284 -0.1075 181 - 189 R. LTPYADEFK. V
1104. 4679 1103.4606 1103.5611 -0.1005 115 - 123 R LEPYADQLR. T
1132.5159 1131.5087 1131.6149 -0.1062 135 - 143 R RQLTPYAQR. M
1196. 4419 1195.4346 1195.5509 -0.1163 287 - 296 R VEPYGENFNK. A
1215.5637 1214.5564 1214.6441 -0.0877 297 - 306 K ALVQQVEQLR. T
1231.5737 1230.5665 1230.6390 -0.0726 297 - 306 K. ALVQOMEQLR T + Oxidation (M
1235.5752 1234.5679 1234.6669 -0.0990 93 - 103 R. LLPHANEVS(X. |
1258.5780 1257.5707 1257.6677 -0.0970 192 - 201 K. I DQTVEELRR. S
1287.5711 1286.5638 1286.6579 -0.0940 124 - 134 R TQUNTQAEQLR R
1300. 6026 1299. 5954 1299.6782 -0.0829 170 - 180 K. | DONVEELKGR. L
1310. 5953 1309.5880 1309.6918 -0.1038 181 - 191 R. LTPYADEFKVK. |
1311. 6184 1310.6111 1310.6982 -0.0871 60 - 70 K. LVPFATELHER. L
1319.5820 1318.5747 1318.6557 - R. DKVNSFFSTFK. E
1350. 5619 1349. 5546 1349.6463 -0.0917 202 - 213 R SLAPYAQDTQEK. L
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R RVEPYGENFNK. A

1407. 6373 1406.6300 1406.7041 -0.0741 46 - 58 K. LGEVNTYAGDLQK. K

1439. 7198 1438.7125 1438.7932 -0.0807 59 - 70 K. KLVPFATELHER. L

1443. 6886 1442.6813 1442.7590 -0.0776 124 - 135 R TQUNTQAEQLRR. Q

1558. 7275 1557.7202 1557.7973 -0.0771 214 - 226 K. LNHQLEGLTFQWK. K

1574.7196 1573.7123 1573.7922 -0.0799 214 - 226 K. LNHQLEGLTFQWK. K + Oxi dation (M
1634.7576 1633. 7503 1633.8311 -0.0808 32 - 45 K. SELTQQLNALFQDK. L

1805. 8453 1804.8380 1804.9107 -0.0727 309 - 325 K. LGPHAGDVEGHLSFLEK. D

1927.9091 1926.9019 1926.9435 -0.0416 268 - 284 K. SLAELGGHLDQQVEEFR. R

1993. 9450 1992.9377 1992.9864 -0.0487 150 - 167 R. ENADSL QASLRPHADELK. A

2084. 0093 2083.0020 2083.0446 -0.0426 268 - 285 K. SLAELGGHLDQQVEEFRR. R
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0197 150 - 169 R. ENADSL QASLRPHADEL KAK. |

0236 147 - 167 R. VLRENADSL QASLRPHADELK. A

- 226 R. SLAPYAQDTQEKLNHQLEGLTFQWK. K

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065.9443, 1218.5811, 1297.5441, 1336.3908, 1427.4641, 1485.7681, 1499.7430, 1508. 6825, 1585.8063, 1656.7520,

1707.7763, 1834.8681, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2211.0997
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2. CAB58685 Mass: 43507 Score: 335 Expect: 1le-27 Queries matched: 31
SEQUENCE 1 FROM PATENT W09315198. - unidentified.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
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975.
983.
1076.
1083.
1104.
1132.

1558.
1574.
1634.
1805.
1927.
1993.
2084.
2193.
2362.
2890.

No match to:

4483
4562
4495
4282
4679
5159

7275
7196
7576
8453
9091
9450
0093
1061
2237
4720

974.
982.
1075.
1082.
1103.
1131.

4410
4489
4422
4209
4606
5087

. 7202
. 7123
. 7503
. 8380
. 9019
. 9377
. 0020
. 0988
. 2164
. 4647
854. 9449, 860

. 5032
. 5447
. 5338
. 5284
. 5611
. 6149
. 5509
. 6441
. 6390
. 6669
. 6677
. 6579
. 6782
. 6918
. 6982
. 6557
. 6463
. 6520
. 7041
. 7932
. 7590
. 7973
. 7922
. 8311
. 9107
. 9435
. 9864
. 0446
. 1185
. 2400
. 4330
. 9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065.9443, 1218.5811

-0.0623
-0.0958
-0.0916
-0. 1075
-0. 1005
-0.1062
-0.1163
-0.0877
-0.0726
-0.0990
-0.0970
-0. 0940
-0.0829
-0.1038
-0.0871
-0.0810
-0.0917
-0.0881
-0.0741
-0.0807
-0.0776
-0.0771
-0.0799
-0.0808
-0.0727
-0.0416
-0. 0487
-0.0426
-0.0197
-0.0236
0. 0317
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=

R | SASAEELR Q

R LAPLAEDVR G

K. VNSFFSTFK. E

R LTPYADEFK. V

R LEPYADQLR T

. RQLTPYAQR M

. VEPYGENFNK. A

. ALVQQMEQLR. Q

. ALVQQMEQLR. Q + Oxidation (M
. LLPHANEVSCK. |

. | DQTVEELRR. S
TQUNTQAEQLR. R

. | DONVEELKGR. L
LTPYADEFKVK. |

. LVPFATELHER. L

. DKVNSFFSTFK. E

. SLAPYAQDTQEK. L

. RVEPYGENFNK. A

. LGEVNTYAGDLQK. K

. KLVPFATELHER. L
TQUNTQAEQLRR. Q
LNHQLEGLTFQWK. K
LNHQLEGLTFQWK. K + Oxi dation (M
SELTQQLNALFQDK. L
LGPHAGDVEGHLSFLEK. D
SLAEL GGHLDQQVEEFR. R
ENADSL QASLRPHADELK. A
SLAELGGHLDQQVEEFRR. R
ENADSL QASL RPHADEL KAK. |
VLRENADSL QASLRPHADELK. A
R SLAPYAQDTQEKLNHQLEGLTFQWK. K

ARAXXRADD

XD

ARAXIDIUVAOAR

DAOARXIDARRAARARD

1707.7763, 1834.8681, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2211.0997

3. AA

1809

AY422950 NID: -
Observed

975.

983.
1076.
1083.
1104.
1132.
1196.
1215.
1231.
1235.
1258.
1287.
1300.
1310.

4483
4562
4495
4282
4679
5159
4419
5637
5737
5752
5780
5711
6026
5953
6184
5820

. 4720
No match to:

Mass: 45
Hono sapi ens

M (expt)

974.

982.
1075.
1082.
1103.
1131.
1195.
1214.
1230.
1234.
1257.
1286.
1299.
1309.

2889.

4410
4489
4422
4209
4606
5087
4346
5564
5665
5679
5707
5638
5954
5880

. 6111

371

M (cal c)

974.

982.
1075.
1082.
1103.
1131.
1195.
1214.
1230.
1234.
1257.
1286.
1299.
1309.
. 6982
. 6557
. 6463
. 6520
. 7041
. 7932
. 7590
. 7973
. 7922
. 8311
. 9107
. 9435
. 9864
. 0446
. 1185
. 2400
2889.
854. 9449, 860

5032
5447
5338
5284
5611
6149
5509
6441
6390
6669
6677
6579
6782
6918

4330

. 9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065. 9443,

Score: 332
Delta Start
-0.0623 256
-0.0958 267
-0.0916 351
-0.1075 201
-0. 1005 135
-0.1062 155
-0.1163 307
-0.0877 317
-0.0726 317
-0.0990 113
-0.0970 212
-0. 0940 144
-0.0829 190
-0.1038 201
-0.0871 80
-0.0810 349
-0.0917 222
-0.0881 306
-0.0741 66
-0. 0807 79
-0.0776 144
-0.0771 234
-0.0799 234
-0.0808 52
-0.0727 329
-0.0416 288
-0.0487 170
-0.0426 288
-0.0197 170
-0.0236 167
0.0317 222

Expect :

2e-27 Queries matched: 31

End M ss Peptide

264
275
359
209
143
163
316
326
326
123
221
154
200
211

90
359
233
316

PRPPOOOOOORRFRPROFRPRORPRORPRPFPOPFRPROOOORLROOOOO

=

R | SASAEELR Q

R LAPLAEDVR G

K. VNSFFSTFK. E

R LTPYADEFK. V

R LEPYADQLR T

. RQLTPYAQR M

. VEPYGENFNK. A

. ALVQQVEQLR. Q

. ALVQQMEQLR. Q + Oxidation (M
. LLPHANEVSCK. |

. | DQTVEELRR. S
TQUNTQAEQLR. R

. | DONVEELKGR. L

R LTPYADEFKVK. |

. LVPFATELHER. L

. DKVNSFFSTFK. E

. SLAPYAQDTQEK. L

. RVEPYGENFNK. A

. LGEVNTYAGDLQK. K

. KLVPFATELHER. L
TQUNTQAEQLRR Q
LNHQLEGLTFQWK. K
LNHQLEGLTFQWK. K + Oxi dation (M
SELTQQLNALFQDK. L
LGPHAGDVEGHLSFLEK. D
SLAELGGHLDQQVEEFR. R
ENADSL QASLRPHADELK. A
SLAELGGHLDQQVEEFRR. R
ENADSL QASL RPHADEL KAK. |
VLRENADSL QASLRPHADELK. A
R SLAPYAQDTQEKLNHQLEGLTFQWK. K

ARXADXRXRAD

~

ARAXIDIUVAOAR

DAOARXRIDRNARAARARD

1707.7763, 1834.8681, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2211.0997
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1218. 5811,

1485. 7681,

1485. 7681,

1499. 7430, 1508. 6825,

1499. 7430, 1508. 6825,

1585. 8063,

1585. 8063,

1656. 7520,

1656. 7520,
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4. AAA96731 Mass: 45353 Score: 332 Expect: 2e-27 Queries matched: 31

HUVAPOA4A NI D: - Honp sapi ens

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

975.4483  974.4410 974.5032 -0.0623 256 - 264 O R |SASAEELR Q

983.4562  982.4489  982.5447 -0.0958 267 - 275 0 R LAPLAEDVR G
1076. 4495 1075.4422 1075.5338 -0.0916 351 - 359 0 K VNSFFSTFK. E
1083.4282 1082.4209 1082.5284 -0.1075 201 - 209 0 R LTPYADEFK.V
1104. 4679 1103.4606 1103.5611 -0.1005 135 - 143 0 R LEPYADQLR T
1132.5159 1131.5087 1131.6149 -0.1062 155 - 163 1 R RQALTPYAQR M
1196. 4419 1195.4346 1195.5509 -0.1163 307 - 316 0 R VEPYGENFNK A
1215.5637 1214.5564 1214.6441 -0.0877 317 - 326 0 K ALVQOMEQLR T
1231.5737 1230.5665 1230.6390 -0.0726 317 - 326 0 K ALVQQVEQLR T + Oxidation (M
1235.5752 1234.5679 1234.6669 -0.0990 113 - 123 0 R LLPHANEVSQX. |
1258.5780 1257.5707 1257.6677 -0.0970 212 - 221 1 K. I DQTVEELRR S
1287.5711 1286.5638 1286.6579 -0.0940 144 - 154 0 R TQUNTQAEQLR R
1300. 6026 1299.5954 1299.6782 -0.0829 190 - 200 1 K. | DQ\VEELKGR L
1310.5953 1309.5880 1309.6918 -0.1038 201 - 211 1 R LTPYADEFKVK. |
1311. 6184 1310.6111 1310.6982 -0.0871 80 - 90 0 K LVPFATELHER. L
1319.5820 1318.5747 1318.6557 -0.0810 349 - 359 1 R DKVNSFFSTFK. E
1350. 5619 1349.5546 1349.6463 -0.0917 222 - 233 0 R SLAPYAQDTQEK. L
1352.5712 1351.5639 1351.6520 -0.0881 306 - 316 1 R RVEPYGENFNK. A
1407. 6373 1406. 6300 1406.7041 -0.0741 66 - 78 0 K LGEVNTYAGDLQK. K
1439.7198 1438.7125 1438.7932 -0.0807 79 - 90 1 K. KLVPFATELHER. L
1443. 6886 1442.6813 1442.7590 -0.0776 144 - 155 1 R TQUNTQAEQLRR Q
1558. 7275 1557.7202 1557.7973 -0.0771 234 - 246 0 K LNHQLEGLTFQWK. K
1574.7196 1573.7123 1573.7922 -0.0799 234 - 246 0 K LNHQLEGLTFQWK.K + Oxidation (M
1634.7576 1633. 7503 1633.8311 -0.0808 52 - 65 0 K SELTQQLNALFQDK.L
1805. 8453 1804.8380 1804.9107 -0.0727 329 - 345 0 K LGPHAGDVEGHLSFLEK. D
1927.9091 1926.9019 1926.9435 -0.0416 288 - 304 0 K. SLAELGGHLDQQVEEFR R
1993. 9450 1992.9377 1992.9864 -0.0487 170 - 187 0 R ENADSLQASLRPHADELK. A
2084. 0093 2083.0020 2083.0446 -0.0426 288 - 305 1 K. SLAELGGHLDQQVEEFRR. R
2193.1061 2192.0988 2192.1185 -0.0197 170 - 189 1 R ENADSLQASLRPHADELKAK. |
2362.2237 2361.2164 2361.2400 -0.0236 167 - 187 1 R VLRENADSLQASLRPHADELK. A
2890. 4720 2889.4647 2889.4330 0.0317 222 - 246 1 R SLAPYAQDTQEKLNHQLEGLTFQWK. K

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065.9443, 1218.5811, 1297.5441, 1336.3908, 1427.4641, 1485.7681, 1499.7430, 1508.6825, 1585.8063, 1656.7520,
1707.7763, 1834.8681, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2211.0997

5. LPHUA4 Mass: 45307 Score: 315 Expect: 1e-25 Queries natched: 30

apol i poprotein A-1V precursor [validated] - human

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

975.4483  974.4410 974.5032 -0.0623 256 - 264 O R ISASAEELR Q

983.4562  982.4489  982.5447 -0.0958 267 - 275 R LAPLAEDVR. G
1076. 4495 1075.4422 1075.5338 -0.0916 351 - 359 K. VNSFFSTFK. E
1083.4282 1082.4209 1082.5284 -0.1075 201 - 209 R LTPYADEFK. V
1104. 4679 1103.4606 1103.5611 -0.1005 135 - 143 R LEPYADQLR. T
1196. 4419 1195.4346 1195.5509 -0.1163 307 - 316 R VEPYGENFNK. A
1215.5637 1214.5564 1214.6441 -0.0877 317 - 326 K. ALVQQVEQLR. Q
1231.5737 1230.5665 1230.6390 -0.0726 317 - 326 K. ALVQQMEQLR Q + Oxidation (M
1235.5752 1234.5679 1234.6669 -0.0990 113 - 123 R LLPHANEVSQX. |
1258.5780 1257.5707 1257.6676 -0.0970 276 - 287 R GNLKGNTEGLK. S
1287.5711 1286.5638 1286.6579 -0.0940 144 - 154 R TQUNTQAEQLR R
1300. 6026 1299.5954 1299.6782 -0.0829 190 - 200 K. | DQNVEELKGR. L

1310.5953 1309.5880 1309.6918 -0.1038 201 - 211 R. LTPYADEFKVK. |

PRPPPOOOOOORRFRPRORPRORPRORPRPFPOPRPROOOOOOOO

1311.6184 1310.6111 1310.6982 -0.0871 80 - 90 K. LVPFATELHER. L
1319.5820 1318.5747 1318.6557 -0.0810 349 - 359 R. DKVNSFFSTFK. E

1350. 5619 1349.5546 1349.6463 -0.0917 222 - 233 R. SLAPYAQDTGEK. L

1352.5712 1351.5639 1351.6520 -0.0881 306 - 316 R. RVEPYGENFNK. A

1407. 6373 1406. 6300 1406.7041 -0.0741 66 - 78 K. LGEVNTYAGDLQK. K

1439.7198 1438.7125 1438.7932 -0.0807 79 - 90 K. KLVPFATELHER. L

1443.6886 1442.6813 1442.7590 -0.0776 144 - 155 R TQUNTQAEQLRR. Q

1558. 7275 1557.7202 1557.7973 -0.0771 234 - 246 K. LNHQLEGLTFQWK. K

1574.7196 1573.7123 1573.7922 -0.0799 234 - 246 K. LNHQLEGLTFQWK. K + Oxi dation (M
1634.7576 1633.7503 1633.8311 -0.0808 52 - 65 K. SELTQQLNALFQDK. L

1805. 8453 1804.8380 1804.9107 -0.0727 329 - 345 K. LGPHAGDVEGHLSFLEK. D

1927.9091 1926.9019 1926.9435 -0.0416 288 - 304 K. SLAELGGHLDQQVEEFR. R

1993.9450 1992.9377 1992.9864 -0.0487 170 - 187 R. ENADSL QASLRPHADELK. A

2084.0093 2083.0020 2083.0446 -0.0426 288 - 305 K. SLAELGGHLDQQVEEFRR. R

2193.1061 2192.0988 2192.1185 -0.0197 170 - 189 R. ENADSL QASL RPHADEL KAK. |
2362.2237 2361.2164 2361.2400 -0.0236 167 - 187 R VLRENADSL QASLRPHADELK. A

2890. 4720 2889.4647 2889.4330 0.0317 222 - 246 R. SLAPYAQDTQEKLNHQLEGLTFQWK. K
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No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065.9443, 1132.5159, 1218.5811, 1297.5441, 1336.3908, 1427.4641, 1485.7681, 1499.7430, 1508.6825, 1585.8063,
1656. 7520, 1707.7763, 1834.8681, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2211.0997

6. Q13784 _HUNMAN Mass: 28141 Score: 280 Expect: 3.2e-22 Queries nmatched: 25
APQA4 protein (Fragment).- Honmo sapiens (Hunan).
Observed M (expt) M (cal c) Delta Start End M ss Peptide

975. 4483 974. 4410 974.5032 -0.0623 122 - 130 R. | SASAEELR. Q

983. 4562 982. 4489 982. 5447 -0.0958 133 - 141 R LAPLAEDVR. G
1076. 4495 1075.4422 1075.5338 -0.0916 217 - 225 K. VNSFFSTFK. E
1083. 4282 1082.4209 1082.5284 -0.1075 67 - 75 R. LTPYADEFK. V
1104. 4679 1103.4606 1103.5611 -0.1005 1 - 9 -. LEPYADQLR T
1196. 4419 1195.4346 1195.5509 -0.1163 173 - 182 R. VEPYGENFNK. A
1215.5637 1214.5564 1214.6441 -0.0877 183 - 192 K. ALVQQVEQLR. Q
1231.5737 1230.5665 1230.6390 -0.0726 183 - 192 K. ALVQQVEQLR. Q + Oxidation (M
1258.5780 1257.5707 1257.6676 -0.0970 142 - 153 R GNLKGNTEGLK. S
1287.5711 1286.5638 1286.6579 -0.0940 10 - 20 R TQUNTQAEQLR R
1300. 6026 1299. 5954 1299.6782 -0.0829 56 - 66 K. | DQONVEELKGR. L
1310. 5953 1309.5880 1309.6918 -0.1038 67 - 77 R LTPYADEFKVK. |
1319.5820 1318.5747 1318.6557 -0.0810 215 - 225 R. DKVNSFFSTFK. E
1350.5619 1349.5546 1349.6463 -0.0917 88 - 99 R SLAPYAQDTQEK. L

1352.5712 1351.5639 1351.6520 -0.0881 172 - 182
1443. 6886 1442.6813 1442.7590 -0.0776 10 - 21
1558. 7275 1557.7202 1557.7973 -0.0771 100 - 112
1574.7196 1573.7123 1573.7922 -0.0799 100 - 112
1805. 8453 1804.8380 1804.9107 -0.0727 195 - 211
1927.9091 1926.9019 1926.9435 -0.0416 154 - 170
1993. 9450 1992.9377 1992.9864 -0.0487 36 - 53
2084. 0093 2083.0020 2083.0446 -0.0426 154 - 171
2193.1061 2192.0988 2192.1185 -0.0197 36 - 55
2362.2237 2361.2164 2361.2400 -0.0236 33 - 53 R. VLRENADSL QASLRPHADELK. A

2890. 4720 2889.4647 2889.4330 0. 0317 88 - 112 R. SLAPYAQDTQEKLNHQLEGLTFQWK. K

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065.9443, 1132.5159, 1218.5811, 1235.5752, 1297.5441, 1311.6184, 1336.3908, 1407.6373, 1427.4641, 1439.7198,
1485. 7681, 1499.7430, 1508.6825, 1585.8063, 1634.7576, 1656.7520, 1707.7763, 1834.8681, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2211.0997

p)

. RVEPYGENFNK. A

TQUNTQAEQLRR Q

LNHQLEGLTFQWK. K

LNHQLEGLTFQWK. K + Oxi dation (M
LGPHAGDVEGHLSFLEK. D
SLAELGGHLDQQVEEFR. R

ENADSL QASLRPHADELK. A
SLAELGGHLDQQVEEFRR. R

R. ENADSL QASL RPHADEL KAK. |

PRPPOOOOORRORRPLRPLPORPROOOOOOOO
ARARXRAARARAD

=

7. A47141 Mass: 46510 Score: 139 Expect: 4.1e-08 Queries natched: 18
apol i poprotein A-1V | isoform- baboon (fragment)
bserved M (expt) M (cal c) Delta Start End M ss Peptide

975.4483  974.4410 974.5032 -0.0623 240

248 0 R ISASAEELR Q

1076.4495 1075.4422 1075.5338 -0.0916 335 - 343 0 K VNSFFSTFK. E
1083.4282 1082.4209 1082.5284 -0.1075 185 - 193 0 R LTPYADEFK V
1132.5159 1131.5087 1131.6149 -0.1062 139 - 147 1 R RQLTPYAQR M
1196.4419 1195.4346 1195.5509 -0.1163 291 - 300 0 R VEPYGENFNK. A
1215.5637 1214.5564 1214.6441 -0.0877 301 - 310 0 K ALVQQVMEQLR Q
1231.5737 1230.5665 1230.6390 -0.0726 301 - 310 0 K ALVQQVEQLR Q + Oxidation (M
1235.5752 1234.5679 1234.6669 -0.0990 97 - 107 0 R LLPHANEVSCK. |
1258.5780 1257.5707 1257.6677 -0.0970 196 - 205 1 K. |DQIVEELRR S
1300. 6026 1299.5954 1299.6782 -0.0829 174 - 184 1 K. | DQNVEELKGR L
1310.5953 1309.5880 1309.6918 -0.1038 185 - 195 1 R LTPYADEFKVK. |
1311.6184 1310.6111 1310.6982 -0.0871 64 - 74 0 K LVPFATELHER L
1319.5820 1318.5747 1318.6557 -0.0810 333 - 343 1 R DKVNSFFSTFK E
1407. 6373 1406.6300 1406.7041 -0.0741 50 - 62 0 K LGEVNTYAGDLQK K
1439.7198 1438.7125 1438.7932 -0.0807 63 - 74 1 K KLVPFATELHER L
1634. 7576 1633.7503 1633.8311 -0.0808 36 - 49 0 K. SELTQQLNALFQDK. L
1656.7520 1655.7447 1655.8817 -0.1370 218 - 231 1 K LNHQLEGLAFQWKK. N
K

1805. 8453 1804.8380 1804.9107 -0.0727 313 - 329 . LGPHAGDVEGHLSFLEK. D

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1104.4679, 1218.5811, 1287.5711, 1297.5441, 1336.3908, 1350.5619, 1352.5712, 1427.4641,
1443. 6886, 1485. 7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196, 1585.8063, 1707.7763, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093,

2193. 1061, 2211.0997, 2362.2237, 2890.4720

o

8. S29565 Mass: 49846 Score: 119 Expect: 4.1e-06 Queries matched: 17
apol i poprotein A1V - crab-eating macaque
Observed M (expt) M (cal c¢) Delta Start End M ss Peptide
975.4483  974.4410 974.5032 -0.0623 256 - 264 R. | SASAEELR Q
K. VNSFFSTFK. E
R LTPYADEFK. V
R RQLTPYAQR M
R VEPYGENFNK. A
K. ALVQQVEQLR. Q
K. ALVQQVEQLR. Q + Oxi dation (M
R LLPHANEVSCX. |
K. | DQTVEELRR. S
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1310.
1311.
13109.
1407.
1439.
1634.
1656. 7520 1655. 7447 1655. 8817

1805. 8453 1804.8380 1804.9107

No match to: 854.9449, 860.9786,
1427. 4641, 1443.6886, 1485.7681,
2084. 0093, 2193.1061, 2211.0997,

5953
6184
5820
6373
7198
7576

1309.
1310.
1318.
1406.
1438.
1633.

5880
6111
5747
6300
7125
7503

1309.
1310.
1318.
1406.
1438.
1633.

6918
6982
6557
7041
7932
8311

-0.1038 201 - 211 1 R LTPYADEFKVK. |

-0.0871 80 - 90 0 K LVPFATELHER. L

-0.0810 349 - 359 1 R DKVNSFFSTFK. E

-0.0741 66 - 78 0 K LGEVNTYAGDLQK K

-0.0807 79 - 90 1 K KLVPFATELHER. L

-0.0808 52 - 65 0 K SELTQQLNALFQDK. L

-0.1370 234 - 247 1 K LNHQLEGLAFQWKK. N

-0.0727 329 - 345 0 K LGPHAGDVEGHLSFLEK. D

876. 9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1104.4679, 1218.5811, 1287.5711, 1297.5441, 1300.6026, 1336.3908, 1350.5619, 1352.5712,
1499. 7430, 1508. 6825, 1558.7275, 1574.7196, 1585.8063, 1707.7763, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862,

2362. 2237, 2890.4720

9. C87410 Mass: 70844 Score: 64 Expect: 1.3 Queries matched: 12
iolC protein [inported] - Caul obacter crescentus
Observed M (expt) M (cal c) Delta Start End M ss Peptide
976.4208  975.4135 975.5059 -0.0924 236 - 244 0 R ASDALLVCK R + Carbani donet hyl (C)
1132.5159 1131.5087 1131.6070 -0.0983 236 - 245 1 R ASDALLVCKR. G + Carbam donet hyl (C)
1215.5637 1214.5564 1214.6553 -0.0990 487 - 496 1 R QLRLADACR K + Carbam donet hyl (C)
1258.5780 1257.5707 1257.6400 -0.0693 63 - 73 1 R VGADHMGRFIR E
1439. 7198 1438.7125 1438.7721 -0.0596 103 - 113 1 R DRVNFPLI FYR E
1499. 7430 1498.7357 1498.7674 -0.0317 57 - 70 1 K TGLLTRVGADHMGR F + Oxidation (M
1585. 8063 1584.7990 1584.7817 0.0173 549 - 562 0 R ElIEI Al AENDPLCR G
1707.7763 1706.7690 1706.8012 -0.0322 343 - 356 0 R EDAELEH HWATTR E
1805. 8453 1804.8380 1804.8703 -0.0323 184 - 199 1 K DAGENRFVENQQVTAK. L
1976. 9265 1975.9192 1975.9864 -0.0672 341 - 356 1 R LREDAELEH HWATTR E
2084. 0093 2083.0020 2083.0181 -0.0161 74 - 92 1 R EQLEREGVDVAGVLSDPDR. L
2362. 2237 2361.2164 2361.2592 -0.0429 162 - 183 1 K AAGGRVAFDI DYRPVLWGELTGK. D
No match to: 854.9449, 860.9786, 876.9413, 959. 3966, 975.4483, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1196.4419, 1218.5811, 1231.5737, 1235.5752, 1287.5711,
1297. 5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1443.6886, 1485.7681, 1508.6825, 1558.7275, 1574.7196, 1634. 7576,
1656. 7520, 1834.8681, 1927.9091, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2193.1061, 2211.0997, 2890.4720
10. QBSQWD_NI TWN Mass: 41297 Score: 62 Expect: 1.8 Queries matched: 10
Acyl - CoA dehydrogenase (EC 1.3.99.2).- N trobacter w nogradskyi (strain Nb-255 / ATCC 25391).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
975. 4483 974. 4410 974.4781 -0.0371 57 - 66 0 R NDVGGSALSR. L
976.4208  975.4135 975.4807 -0.0672 232 - 241 0 R IAMAGLDGGR L + Oxidation (M
983.4562  982.4489  982.4906 -0.0417 259 - 266 1 K ALGYMKER K + Oxidation (M
1076. 4495 1075.4422 1075.4869 -0.0447 200 - 208 0 K MAWAQPTR A + Oxidation (M
1300. 6026 1299.5954 1299.6968 -0.1015 44 - 56 0 R EAAALA GG CIR N + Carbani donmet hyl (C)
1319.5820 1318.5747 1318.6629 -0.0881 187 - 199 1 R GIPGVSFGANERK. M
1439. 7198 1438.7125 1438. 6432 0. 0693 307 - 319 0 R EDTNATMLCAVAK. R + Carbam donethyl (C); Oxidation (M
1574.7196 1573.7123 1573.8140 -0.1017 23 - 35 1 R KI APFALQADEEK. H
1834.8681 1833.8608 1833.9155 -0.0547 223 - 241 1 R | GAEGAGFRI AMAGLDGCGR. L + Oxidation (M
1976. 9265 1975.9192 1975.9686 -0.0494 200 - 216 1 K MOWNAQPTRAVI FENAR. V + Oxidation (M
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 980.4021, 1065.9443, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1235.5752, 1258.5780, 1287.5711,
1297. 5441, 1310.5953, 1311.6184, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1585.8063, 1634.7576, 1656.7520,
1707. 7763, 1805.8453, 1927.9091, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720
11. 154248 Mass: 10612 Score: 62 Expect: 2.2 Queries matched: 7
apol i poprotein A-1V - chinpanzee (fragnent)
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1076. 4495 1075.4422 1075.5338 -0.0916 46 - 54 0 K VNSFFSTFK. E
1196. 4419 1195.4346 1195.5509 -0.1163 2 - 11 0 R VEPYGENFNK A
1215.5637 1214.5564 1214.6441 -0.0877 12 - 21 0 K ALVQQOMEQLR' T
1231.5737 1230.5665 1230.6390 -0.0726 12 - 21 0 KALVQQMEQQR T + Oxidation (M
1319.5820 1318.5747 1318.6557 -0.0810 44 - 54 1 R DKVNSFFSTFK. E
1352.5712 1351.5639 1351.6520 -0.0881 1- 11 1 -.RVEPYGENFNK. A
1805. 8453 1804.8380 1804.9107 -0.0727 24 - 40 0 K. LGPHAGDVEGHLSFLEK. D
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1083.4282, 1104.4679, 1132.5159, 1218.5811, 1235.5752, 1258.5780, 1287.5711,
1297. 5441, 1300. 6026, 1310.5953, 1311.6184, 1336.3908, 1350.5619, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196, 1585.8063,
1634. 7576, 1656.7520, 1707.7763, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045. 0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720
12. QBWAZ7_TRYCR Mass: 82415 Score: 56 Expect: 7.6 Queries matched: 12
C71 surface protein.- Trypanosoma cruzi.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
975. 4483 974. 4410 974.5145 -0.0735 674 - 682 1 K NVDSKG SR F
1132.5159 1131.5087 1131.5996 -0.0909 87 - 96 1 K NGRETLSSLR V
1215.5637 1214.5564 1214.5567 -0.0003 683 - 695 0 R FYI GGDGGSAGSK. E
1235.5752 1234.5679 1234.5975 -0.0296 450 - 462 0 K. GGGESSLGWSVR. L
1287.5711 1286.5638 1286.6255 -0.0616 633 - 642 1 K ELRSNVEPEK. T
1300. 6026 1299.5954 1299.5080 0.0874 322 - 332 0 K LMWITACDDGR R + Carbani donet hyl (O
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1508. 6825 1507.6753 1507.7266 -0.0513 217 232
1585. 8063 1584. 7990 1584.7532 0. 0459 539 554
1634.7576 1633. 7503 1633.8861 -0.1358 380 - 393
1656. 7520 1655. 7447 1655.7824 -0.0377 592 - 607 K. GDNPI PLVGATMNDDK. N

1805. 8453 1804.8380 1804.8447 -0.0067 148 - 164 K. TQVLVECPAGNNSCVSK. K + Car bam donet hyl (C)

2362.2237 2361.2164 2361.1052 0.1112 484 - 507 1 R VSELCPSPGTAKNPSAGSGCSTVR. | + Car bani donet hyl (C)

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1196.4419, 1218.5811, 1231.5737, 1258.5780, 1297.5441,
1310. 5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1558.7275, 1574.7196, 1707.7763, 1834.8681,
1927.9091, 1976.9265, 1993.9450, 2045. 0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2890.4720

R. LFGAVGNVSNDGSSGK. K
K. GTNGVATGYADGVTFR. G
K. DVMLVTLPVYSNRK. G

OoOOoOr oo

13. QBXUS9_9PRAT Mass: 61027 Score: 56 Expect: 8.1 Queries matched: 11
Coenzynme B12- bi ndi ng: Radi cal SAM - Magnet ococcus sp. MC-1.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1076. 4495 1075.4422 1075.5406 -0.0984 1- 9 0 -.MDMLLVNPK. H + Oxidation (M
1218.5811 1217.5738 1217.6139 -0.0401 294 - 305 O R |GAESGSDEl LK. D
1235.5752 1234.5679 1234.6094 -0.0415 236 - 245 1 R DELFFHSKGR V
1258.5780 1257.5707 1257.5416 0.0290 284 - 293 1 R MEQCGCRFLR | + Oxidation (M
1287.5711 1286.5638 1286.6830 -0.1192 212 - 222 1 R SAKD LDEIQR |
1407. 6373 1406.6300 1406.7153 -0.0853 178 - 190 0 K ATYGQEVQVLSGR G
1508. 6825 1507.6753 1507.7531 -0.0779 426 - 437 1 R DQDRFLVQNAFR. L
1574.7196 1573.7123 1573.8199 -0.1076 294 - 308 1 R | GAESGSDEI LKDI K K
1585. 8063 1584.7990 1584.8088 -0.0098 232 - 243 1 R |FFRDELFFHSK G
1634. 7576 1633.7503 1633.8675 -0.1172 291 - 305 1 R FLRI GAESGSDE! LK. D
1927.9091 1926.9019 1926.8426 0.0593 191 - 207 1 R GCSFKCTFCYNVWSGK. W + Car bani donet hyl (C)

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1231.5737, 1297.5441,
1300. 6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1558.7275, 1656.7520, 1707.7763, 1805. 8453,
1834. 8681, 1976.9265, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720

14. QAUSB5_ XANC8 Mass: 13788 Score: 56 Expect: 8.3 Queries matched: 7
HrpB2 protein.- Xanthononas canpestris pv. canpestris (strain 8004).
Observed M (expt) M (cal c) Delta Start End M ss Peptide

975.4483  974.4410 974.4855 -0.0445 52 - 60 O R VGEPSM SR M

1196. 4419 1195.4346 1195.4961 -0.0615 61 - 70 R MVDMNDGVR A + 2 Oxi dation (M

1350.5619 1349.5546 1349.6206 -0.0660 86 - 97 K. MGLEE! AAEEMK. L

1558. 7275 1557.7202 1557.7245 -0.0043 71 - 85 R. AMIEHVDAFGANAPK. M

1574.7196 1573.7123 1573.7194 -0.0072 71 - 85 R. AMTEHVDAFGANAPK. M + Oxi dation (M

1993.9450 1992.9377 1992.9220 0.0158 35 - 51 R FQALMQSSCPLPPAMIR. V + Car bani donethyl (C); 2 Oxidation (M

2890. 4720 2889.4647 2889.3346 0.1301 71 - 97 1 R AMIEHVDAFGANAPKMGLEEI AAEEMK. L

No mmtch to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1215.5637, 1218.5811, 1231.5737, 1235.5752,
1258. 5780, 1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825,
1585. 8063, 1634.7576, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237

[eNeNelele]

15. QADIP5_TRYCR Mass: 126270 Score: 54 Expect: 13 Queries matched: 15
DNA-di rected RNA polynerase |11 subunit, putative (EC 2.7.7.6).- Trypanosoma Cruzi.
bserved M (expt) M (cal c) Delta Start End M ss Peptide
975.4483  974.4410 974.5032 -0.0623 810 - 819 0 K ALNSDG ASK. G
983. 4562 982. 4489 982. 4542 -0.0053 691 - 699 0 R NTFQSAMXK. Q
1083. 4282 1082.4209 1082.4927 -0.0718 768 - 776 1 R CSLDRGYGR C + Carbami donet hyl (C)
1218.5811 1217.5738 1217.6040 -0.0302 886 - 896 1 R VPEPGDKFSSR. H
1310. 5953 1309.5880 1309.6700 -0.0820 407 - 417 1 K. AFNVKQLMESK. L + Oxidation (M
1352.5712 1351.5639 1351.6442 -0.0803 730 - 740 1 R TKAMDLTHYEK. L + Oxidation (M
1439.7198 1438.7125 1438.7213 -0.0088 336 - 346 1 R HKALYVCFWR R + Carbani domet hyl (C); Oxidation (M
1508. 6825 1507.6753 1507.7381 -0.0628 157 - 169 0 R ECPLDPGGYFIIK.G + Carbamni domet hyl (C)
1558. 7275 1557.7202 1557.8548 -0.1346 1108 - 1121 0 K LLLQELQGMAE STR. L
1574.7196 1573.7123 1573.8133 -0.1011 170 - 183 1 K GVEKVCLVQEQSK. N
1805. 8453 1804.8380 1804.9028 -0.0648 901 - 917 0 K. GWGLI TDGVNWPFNEK. G + Oxi dation (M
1927.9091 1926.9019 1927.0012 -0.0993 369 - 385 0 R FETTGILMGLLFEDLLK. Q
1993. 9450 1992.9377 1993.0488 -0.1111 130 - 147 1 K. IGTIPIMLKSSSCNLFGR. T + Car bani donet hyl (C)
2045. 0624 2044.0551 2044.1060 -0.0509 121 - 138 1 K. RPCTETDI KI GTI PI MLK. S + Oxidation (M
2084. 0093 2083.0020 2083.1023 -0.1003 368 - 385 1 K RFETTGILMGELLFEDLLK. Q

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065.9443, 1076.4495, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1231.5737, 1235.5752, 1258.5780, 1287.5711,
1297.5441, 1300.6026, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1407.6373, 1427.4641, 1443.6886, 1485.7681, 1499.7430, 1585.8063, 1634.7576, 1656.7520, 1707.7763, 1834.8681,
1976. 9265, 2067.6716, 2069.7862, 2193.1061, 2211.0997, 2362.2237, 2890.4720

16. C83690 Mass: 22489 Score: 53 Expect: 16 Queries natched: 7
hypot hetical protein BHO323 [inported] - Bacillus hal odurans (strain C 125)
Observed M (expt) M (cal ¢) Delta Start End M ss Peptide

1235.5752 1234.5679 1234.6346 -0.0667 90 - 99 0 R LNPFDFNQLK. T
1300. 6026 1299. 5954 1299.6935 -0.0981 127 - 137 1 K DGKHVTEFI VR E
1310. 5953 1309. 5880 1309.6374 -0.0494 80 - 89 1 K EHREEIIDNR L
1834.8681 1833.8608 1833.9049 -0.0441 46 - 59 1 K. LKFHDHLDENYI YK. C
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1927.9091 1926.9019 1926.9184 -0.0165 102
2084. 0093 2083.0020 2083.0195 -0.0175 102
2211.0997 2210.0924 2210.1081 -0.0157 60

No match to: 854.9449, 860.9786,
1231.5737, 1258.5780, 1287.5711,
1558. 7275, 1574.7196, 1585. 8063,

17. QB6EH5_9CAUD Mass: 36302 Score: 52 Expect: 20 Queries matched: 8
Hypot hetical protein PHG10RF188c.- Aeronpbnas phage 31.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1287.5711 1286.5638 1286.6111 -0.0473 247 - 257 0 K INWH DCSG K. H + Car bani donmet hyl (C)
1311. 6184 1310.6111 1310.6176 -0.0065 10 - 20 0 K. VEI SDCVYQK. K
1407. 6373 1406. 6300 1406.7306 -0.1006 236 - 246 1 R YNLDFPNRQ K. I
1439. 7198 1438. 7125 1438.7126 -0.0001 10 - 21 1 K VEI SDCVYQXKK. S
1656. 7520 1655. 7447 1655. 8487 -0.1040 244 - 257 1 R QKINVH DCSG K. H + Car bam donet hyl (C)
1707. 7763 1706. 7690 1706.8185 -0.0495 264 - 277 0 K. ITGYPEECEI | LDR N + Carbam donet hyl (O
2193.1061 2192.0988 2191.9336 0. 1652 161 - 177 1 K QCVEVMDRYMDDS| EFR. V + Car bami donet hyl (C)
2362. 2237 2361.2164 2361.0728 0. 1435 147 - 168 1 R SGTFDSGSAG FAKQCVEVMDR. Y + Car bani donet hyl (C)
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811,
1231.5737, 1235.5752, 1258.5780, 1297.5441, 1300.6026, 1310.5953, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1427.4641, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558. 7275,
1574.7196, 1585.8063, 1634.7576, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069. 7862, 2084.0093, 2211.0997, 2890.4720
18. QAMZD6_THEPA Mass: 62104 Score: 52 Expect: 20 Queries matched: 13
Hypot hetical protein.- Theileria parva.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1132.5159 1131.5087 1131.6175 -0.1089 415 - 424 0 K ALELDPTFVK. A
1231.5737 1230.5665 1230.5591 0.0074 311 - 320 0 R YDDAILCYXX S
1258.5780 1257.5707 1257.5845 -0.0139 301 - 310 1 R LAACYTKMER Y + Carbanmidonmethyl (C); Oxidation (M
1287.5711 1286.5638 1286.4875 0.0763 178 - 188 0 R DGLMACMGWNR N + Carbani domethyl (C); 2 Oxidation (M
1350. 5619 1349.5546 1349.6649 -0.1103 76 - 87 1 K GLCEYKLGNPEK. A
1407. 6373 1406. 6300 1406.6863 -0.0563 76 - 87 1 K GLCEYKLGNPEK. A + Carbani donet hyl (O
1485. 7681 1484.7608 1484.6783 0. 0825 139 - 150 1 R KYQEQDPEYASK. L
1558. 7275 1557.7202 1557.7054 0.0148 508 - 520 0 K. ISENPMIMAEYLK.D + 2 Oxidation (M
1656. 7520 1655. 7447 1655.8049 -0.0602 449 - 463 1 K GLKVDPNNNECLQGR. N
1805. 8453 1804.8380 1804.8375 0.0005 261 - 275 1 K. AAVYLEMGDYEKCI K. T + Carbani donethyl (C); Oxidation (M
1993. 9450 1992.9377 1993.0012 -0.0635 396 - 414 1 R AAALLKLCEYPSALADCNK. A
2045. 0624 2044.0551 2043.9214 0.1337 452 - 469 1 K VDPNNNECLQGRNNCLNK. |
2069. 7862 2068. 7789 2068.8869 -0.1080 42 - 60 0 R SGAYASMYMYNEALADANK. C
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1196.4419, 1215.5637, 1218.5811, 1235.5752,
1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1427.4641, 1439.7198, 1443.6886, 1499.7430, 1508.6825, 1574.7196, 1585.8063, 1634.7576, 1707.7763,
1834. 8681, 1927.9091, 1976.9265, 2067.6716, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720
19. QAICL5_SULAC Mass: 24648 Score: 52 Expect: 22 Queries matched: 8
Conserved protein.- Sulfol obus aci docal dari us.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
983.4562  982.4489  982.4793 -0.0304 210 - 219 O R VSIACSGFLS.-
1132.5159 1131.5087 1131.5706 -0.0619 49 - 58 1 K AMKNLENANK. R
1215. 5637 1214.5564 1214.6295 -0.0731 81 - 91 0 R CDLFI HTI D&K. |
1310. 5953 1309.5880 1309.6877 -0.0997 144 - 155 0 K YSSLI VLSESGR K
1311. 6184 1310.6111 1310.6765 -0.0653 199 - 209 0 K NVLETHQVI CR. V
1319.5820 1318.5747 1318.6564 -0.0817 98 - 107 1 R QWPPKNYNR F + Oxidation (M
1499. 7430 1498. 7357 1498.8442 -0.1085 92 - 103 1 K Il FVDRQVRPPK. N
1927.9091 1926.9019 1927.0852 -0.1833 108 - 124 1 R FVGLMEQLLLEGKI PPK. G + Oxidation (M
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1196.4419, 1218.5811, 1231.5737, 1235.5752, 1258.5780,
1287.5711, 1297.5441, 1300.6026, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1508.6825, 1558.7275, 1574.7196, 1585.8063, 1634. 7576,
1656. 7520, 1707.7763, 1805.8453, 1834.8681, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720
20. QBSPT5_VACMJ Mass: 16793 Score: 51 Expect: 24 Queries matched: 7
Gowh differentiation factor 9 (Fragment).- Macaca nul atta (Rhesus nacaque).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
975. 4483 974. 4410 974.5297 -0.0888 34 - 41 1 K FSSKTLHR. A
980. 4021  979.3948  979.4653 -0.0705 23 - 30 0 K CVCNLMK.E + Carbami donet hyl (C)
1350.5619 1349.5546 1349.6505 -0.0959 23 - 33 1 K CVCNLM KEPK. F + Carbani donet hyl (C); Oxidation (M
1407. 6373 1406. 6300 1406.6720 -0.0420 23 - 33 1 K CVCNLMKEPK. F + 2 Carbani donethyl (C); Oxidation (M
1443. 6886 1442.6813 1442.6356 0. 0457 79 - 90 0 R SIHVSBINFTCWK. D + 2 Oxidation (M
1656. 7520 1655. 7447 1655.7582 -0.0135 78 - 90 1 K RSIHVSI NFTCWK. D + Car bam donethyl (C); 2 Oxidation (M
2890. 4720 2889.4647 2889.4801 -0.0154 5- 30 1 K SVLLYTI NNSVSFSSAVKCVCNLM K. E + Car bam donet hyl (C)
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1235.5752,
1258. 5780, 1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1427.4641, 1439.7198, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196,
1585. 8063, 1634.7576, 1707.7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237
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1297. 5441, 1311.6184,
1634. 7576, 1656. 7520,

117 0 K. EDHI LTH NI DEHEGR R
118 1 K EDH LTH NI DEHEGRR. V
78 1 K. CFVI DDPVI LNKWYSAAEK. K
876. 9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811,
1319. 5820, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508. 6825,
1707. 7763, 1805.8453, 1976.9265, 1993.9450, 2045. 0624, 2067.6716, 2069.7862, 2193.1061, 2362.2237, 2890.4720


http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20070112/FLEcIiuO.dat&hit=17
http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20070112/FLEcIiuO.dat&hit=18
http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20070112/FLEcIiuO.dat&hit=19
http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20070112/FLEcIiuO.dat&hit=20

Protein Summary Report (JG_3_000L.dat - SpecView)

21. A44277 Mass: 64504 Score: 51 Expect: 25 Queries nmatched: 13
nonstructural protein NS1 - bluetongue virus (serotype 2)
Observed M (expt) M (cal c) Delta Start End M ss Peptide

975.4483  974.4410 974.4781 -0.0371 124 - 132 0 K QSALANSER V

983.4562  982.4489  982.4099 0.0390 115 - 123 0 K. SGMVDEAVK. Q + Oxi dation (M

1218.5811 1217.5738 1217.5573 0.0165 503 - 512 0 R AYATMFEWR C

1258.5780 1257.5707 1257.5304 0. 0403 36 - 45 0 R NCLFNGVCVK. Q + 2 Carbami donmethyl (C); Oxidation (M
1287.5711 1286.5638 1286.6653 -0.1014 347 - 357 0 K Q PTCSVIDVR A + Carbani domet hyl (C)
1300. 6026 1299.5954 1299.5886 0. 0068 35 - 45 1 K RNCLFNGVMOVK. Q + Oxidation (M

1350. 5619 1349.5546 1349.6584 -0.1038 334 - 343 1 R KHTOQLCYLK. H + 2 Carbani doret hyl (C)
1352.5712 1351.5639 1351.6554 -0.0915 104 - 114 1 R CGAQLLEDYRK. S + Carbani domethyl (C)
1574.7196 1573.7123 1573.7493 -0.0371 335 - 346 1 K HTCQLCYLKHSK. Q + 2 Carbani domet hyl (C)
1585. 8063 1584.7990 1584.7467 0.0524 201 - 213 1 R Q NTCPYTGYRGR V + Car bani dormet hyl (C)
1834.8681 1833.8608 1833.8575 0.0032 267 - 281 0 R VPTGEFPLHQWLMR R + 3 Oxi dation (M
1927.9091 1926.9019 1926.9951 -0.0932 251 - 266 1 R VGYAEEI RYVQQLFGR V

1993.9450 1992.9377 1993.1222 -0.1845 214 - 229 0 R VFQUMFLPI QLINFLR M + Oxi dation (M

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1231.5737, 1235.5752, 1297.5441,
1310. 5953, 1311.6184, 1319.5820, 1336.3908, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508. 6825, 1558.7275, 1634.7576, 1656.7520, 1707.7763, 1805. 8453,
1976. 9265, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720

22. T50803 Mass: 83475 Score: 51 Expect: 27 Queries matched: 11
hypot hetical protein T30N20_210 - Arabidopsis thaliana
Observed M (expt) M (cal c) Delta Start End M ss Peptide
975.4483  974.4410 974.4062 0.0348 402 - 408 0 R HECLCTR A + 2 Carbamni domet hyl (C)
1104. 4679 1103.4606 1103.5546 -0.0940 30 - 38 0 R MFHSSLVR R
1297.5441 1296.5368 1296.5694 -0.0326 19 - 29 0 R SQDPSHEVDQR. M
1350. 5619 1349.5546 1349.6880 -0.1334 642 - 651 1 R W VEKQITGR L
1585. 8063 1584.7990 1584.8042 -0.0051 723 - 735 1 R NRENPLSVELMQR F
1634. 7576 1633. 7503 1633.8246 -0.0743 725 - 737 1 R ENPLSVELMQRFR M + Oxidation (M
1927.9091 1926.9019 1926.9622 -0.0603 84 - 100 0 K. LLHSIDTGHTANI FCTK. F + Car bamni donet hyl (C)
2193.1061 2192.0988 2192.0796 0. 0192 610 - 629 1 R YVGHCNVGIDI KQASFLGOR. G
2211.0997 2210.0924 2210.0967 -0.0043 153 - 173 0 K. LAVEPGNPNVWWBASEDGTLR. Q
2362.2237 2361.2164 2360.9942 0.2222 736 - 754 1 R FRMQEFAEGNFHPFECTQS.- + Carbani donethyl (C)
2890. 4720 2889.4647 2889.4555 0.0092 220 - 245 1 K. SCDI SATRPHLLLVGGSDAFARLYDR. R + Car bami domet hyl (C)

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1235.5752,
1258.5780, 1287.5711, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558. 7275,
1574.7196, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093

23. 4BQ3_ARATH Mass: 83778 Score: 51 Expect: 28 Queries matched: 11
Hypot hetical protein At5g10940.- Arabidopsis thaliana (Muse-ear cress).
bserved M (expt) M (cal c) Delta Start End M ss Peptide

975.4483  974.4410 974.4062 0.0348 405 - 411 0 R HECLCTR A + 2 Carbami donet hyl (C)

1104.4679 1103.4606 1103.5546 -0.0940 30 - 38 0 R MX¥FHSSLVR R

1297.5441 1296.5368 1296.5694 -0.0326 19 - 29 0 R SQDPSHEVDQR M

1350.5619 1349.5546 1349.6880 -0.1334 645 - 654 1 R WIVEKQTGR L

1585. 8063 1584.7990 1584.8042 -0.0051 726 - 738 1 R NRENPLSVELMR. F

1634. 7576 1633. 7503 1633.8246 -0.0743 728 - 740 1 R ENPLSVELMQRFR M + Oxi dation (M

1927.9091 1926.9019 1926.9622 -0.0603 84 - 100 0 K. LLHSI DTGHTANI FCTK. F + Car bami doret hyl (O
2193.1061 2192.0988 2192.0796 0.0192 613 - 632 1 R YVGHCNVGTDI KQASFLGOR. G

2211.0997 2210.0924 2210.0967 -0.0043 153 - 173 0 K LAVEPGNPNVWABASEDGTLR. Q

2362.2237 2361.2164 2360.9942 0.2222 739 - 757 1 R FRMQEFAEGNFHPFECT(S. - + Car bani doret hyl (C)

2890. 4720 2889.4647 2889. 4555 0. 0092 220 - 245 1 K. SCDI SATRPHLLLVGGSDAFARLYDR. R + Car bam donet hyl (C)

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1235.5752,
1258.5780, 1287.5711, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275,
1574.7196, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093

24. QBB39_YEAST Mass: 24211 Score: 50 Expect: 30 Queries matched: 7
YDR226W - Saccharonyces cerevi si ae (Baker's yeast).
bserved M (expt) M (cal c) Delta Start End M ss Peptide

1076. 4495 1075.4422 1075.5145 -0.0723 168 - 177 1 R SDDNADALKK. R

1104.4679 1103.4606 1103.4917 -0.0311 76 - 85 K. DELTNNPACK. N

1218.5811 1217.5738 1217.6114 -0.0376 147 - 156 K. I FNPPKEDWK. D

1439. 7198 1438.7125 1438.7139 -0.0014 30 - 42 R FHAAHLATGDMLR. S

1443. 6886 1442.6813 1442.8092 -0.1279 43 - 56 R SQ AKGTQLGLEAK. K

1993. 9450 1992.9377 1993.0309 -0.0931 179 - 195 R. LAAYHAQTEPI VDFYKK. T

2193.1061 2192.0988 2192.0571 0.0417 76 - 95 1 K. DELTNNPACKNGFI LDGFPK. T

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1083.4282, 1132.5159, 1196.4419, 1215.5637, 1231.5737, 1235.5752, 1258.5780,
1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196,
1585. 8063, 1634. 7576, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2211.0997, 2362.2237, 2890.4720

PrRrORO
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25. Q2BL66_9GAWM Mass: 52033 Score: 50 Expect: 31 Queries nmatched: 9
Argi ni nosucci nate |yase.- Cceanospirillumsp. MED92.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1218.5811 1217.5738 1217.5822 -0.0084 357 - 366 1 K EENVREAALR G
1231.5737 1230.5665 1230.5087 0.0577 183 - 191 1 R DFSRFEDCR E + Carbani donet hyl (C)
1407. 6373 1406. 6300 1406.6361 -0.0060 1- 12 1 -.NVSDKTNQOWGGR F
1656. 7520 1655.7447 1655.8518 -0.1071 367 - 381 1 R GFSTATDLADYLVRK G
1707.7763 1706.7690 1706.8483 -0.0793 341 - 356 1 K. GCLRAFADWPALEAK. E + Oxidation (M
1805. 8453 1804.8380 1804.9691 -0.1311 300 - 315 1 K SGRVFGHLMBLLTLMK. S + Oxidation (M
1976.9265 1975.9192 1975.9374 -0.0182 324 - 340 1 K. DNQEDKEPLFDAI DTVK. G
2045. 0624 2044.0551 2044.0775 -0.0224 194 - 213 0 R AN MPLGAAALAGITYPIQR D + Oxidation (M
2211.0997 2210.0924 2210.0863 0.0060 237 - 255 0 R DFAI EFCSASSILLMAHLTR M + Car bani donet hyl (C)
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1235.5752,
1258.5780, 1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508. 6825,
1558. 7275, 1574.7196, 1585.8063, 1634.7576, 1834.8681, 1927.9091, 1993. 9450, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2362.2237, 2890.4720
26. QA1 VRO_AZOVI Mass: 36505 Score: 50 Expect: 31 Queries natched: 8
Regul atory protein, ArsR - Azotobacter vinelandii AvOP.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
975.4483  974.4410 974.5297 -0.0887 313 - 320 0 RNGFQQRH
1076. 4495 1075.4422 1075.5219 -0.0797 211 - 219 0 R ECLENVELK L
1132.5159 1131.5087 1131.5019 0.0068 129 - 137 1 R DFFSRMADK F + Oxidation (M
1215.5637 1214.5564 1214.6771 -0.1207 84 - 96 0 R ALPAAAGFAGTILR A
1218.5811 1217.5738 1217.6438 -0.0700 260 - 270 0 R GGSLLLTELCR H + Carbani donethyl (O
1310. 5953 1309.5880 1309.5166 0.0714 11 - 22 0 R DDDCDELAALCK. A
1976.9265 1975.9192 1975.8615 0.0577 11 - 29 1 R DDDCDELAALCKAGGDPLR. L
2193.1061 2192.0988 2192.1048 -0.0060 134 - 152 1 R MADKFQAQQDLI AGLPQYR D
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1083.4282, 1104.4679, 1196.4419, 1231.5737, 1235.5752, 1258.5780, 1287.5711, 1297.5441,
1300. 6026, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196, 1585. 8063,
1634. 7576, 1656.7520, 1707.7763, 1805. 8453, 1834.8681, 1927.9091, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2211.0997, 2362.2237, 2890.4720
27. QLRSK3_MEDTR Mass: 105088 Score: 50 Expect: 32 Queries natched: 14
Zinc finger, RINGtype; Transcription factor junonji, jnjC - Medicago truncatula (Barrel medic).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
980.4021  979.3948  979.4467 -0.0519 664 - 671 0 R TNVEMMX T
983.4562  982.4489  982.3922  0.0567 34 - 42 0 R CTAMSMPDK. T
1196. 4419 1195.4346 1195.4961 -0.0615 422 - 431 0 K NVEEMWSGCR T + Carbanidonmethyl (C); Oxidation (M
1215.5637 1214.5564 1214.4986 0.0578 680 - 690 0 K ESHGDPDI CSR A
1231.5737 1230.5665 1230.6092 -0.0427 702 - 712 0 K INGLDLESDX. D
1310. 5953 1309.5880 1309.5860 0.0020 292 - 301 O R EQCFEVELEK K + Carbami donethyl (C)
1319. 5820 1318.5747 1318.6703 -0.0956 43 - 53 1 K TVCEKHYI QAK. K
1350. 5619 1349.5546 1349.6802 -0.1256 764 - 773 1 K VIEYLKMHWK E + Oxidation (M
1352. 5712 1351.5639 1351.6013 -0.0374 207 - 216 1 K DVIWCLKCDR R + 2 Carbami donet hyl (C)
1485.7681 1484.7608 1484.7511 0.0097 620 - 632 0 K. 1YISYG SDELGR G
1508. 6825 1507.6753 1507.6516 0.0236 239 - 250 1 K. ICPACRG CNCK.| + 4 Carbami donethyl (C)
1834. 8681 1833.8608 1833.8493 0.0115 354 - 369 0 R EATLHQSEEPQTEHAK. T
2211.0997 2210.0924 2210.0235 0.0689 528 - 546 0 K. Al DCLDGSEI DI ELNQFMK. G + Car bani donet hyl (C)
2362.2237 2361.2164 2361.1787 0.0377 645 - 663 1 R DWYLLVHSSEVQLKDWQR T + Oxidation (M
No nmatch to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1218.5811, 1235.5752, 1258.5780, 1287.5711, 1297.5441,
1300. 6026, 1311.6184, 1336.3908, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1499.7430, 1558.7275, 1574.7196, 1585.8063, 1634.7576, 1656.7520, 1707.7763, 1805.8453, 1927.9091,
1976. 9265, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2890.4720
28. QLZTR3_9VI BR Mass: 31022 Score: 50 Expect: 33 Queries matched: 8
Put ative putative phospholipid biosynthesis acyltransferase.- Vibrio angustum S14.
Observed M (expt) M (cal ¢) Delta Start End M ss Peptide
1132.5159 1131.5087 1131.5416 -0.0330 113 - 121 0 R LPQCDCLVK. A + 2 Carbani donmethyl (O
1350. 5619 1349.5546 1349.5769 -0.0223 144 - 155 0 R DPESLLDSCSER. L
1407. 6373 1406.6300 1406.5984 0.0317 144 - 155 0 R DPESLLDSCSER. L + Carbami domethyl (C)
1558. 7275 1557.7202 1557.8514 -0.1312 156 - 170 0 R LGSGWLLVFPEGIR T
2084.0093 2083.0020 2083.0069 -0.0049 228 - 247 1 K. DKI EVGSFI ESSDSATTAAR. K
2193.1061 2192.0988 2192.0167 0.0821 136 - 155 1 K. AAGYlI PNRDPESLLDSCSER. L
2211.0997 2210.0924 2210.1881 -0.0957 93 - 112 0 R NCLI VANHPSLI DYVLI ASR L
2890. 4720 2889.4647 2889.4177 0.0470 144 - 170 1 R DPESLLDSCSERLGSG\VLLVFPEGTR. T
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1196.4419, 1215.5637, 1218.5811, 1231.5737,
1235.5752, 1258.5780, 1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508. 6825,
1574.7196, 1585.8063, 1634.7576, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2362.2237
29. QB90GD_BURS3 Mass: 100380 Score: 50 Expect: 33 Queries natched: 13
ATP-dependent transcriptional regulator, Ml T-1ike, LuxR famly.- Burkholderia sp. (strain 383) (Burkholderia cepacia (strain ATCC 17760 / NCI B 9086 / R18194))
Observed M (expt) M (cal c) Delta Start End M ss Peptide
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975. 4483 974. 4410 974. 5185
976. 4208 975. 4135 975. 4985
980. 4021 979. 3948 979. 4579
1132.5159 1131.5087 1131.5771
1287.5711 1286.5638 1286. 6805
1311. 6184 1310.6111 1310.6805
1634.7576 1633. 7503 1633. 8320
1656. 7520 1655. 7447 1655. 8599
1707.7763 1706.7690 1706.8484
1927.9091 1926.9019 1926.9808
2045. 0624 2044.0551 2044.0800
2084. 0093 2083.0020 2083.0819
2362.2237 2361.2164 2361.1230
No match to: 854.9449, 860.9786
1300. 6026, 1310. 5953, 1319.5820
1805. 8453, 1834.8681, 1976. 9265

30. (BTA35_HETGE Mass: 25472
Dorsal gland cell protein Hgg-26
Observed M (expt) M (cal c)
1083. 4282 1082.4209 1082.5145
1132.5159 1131.5087 1131.5270
1196. 4419 1195.4346 1195.4993
1352.5712 1351.5639 1351.6004
1927.9091 1926.9019 1926.9257
2084. 0093 2083.0020 2082.9528
2890. 4720 2889.4647 2889.4184
No match to: 854.9449, 860.9786,
1287.5711, 1297.5441, 1300. 6026,
1574. 7196, 1585.8063, 1634. 7576,

31. Q7 XUX8_ORYSA Mass: 41458
OSJNBa0027Q@07. 11 protein.- Oyza
Observed M (expt) M (cal c)
1218.5811 1217.5738 1217.5564
1350. 5619 1349.5546 1349.5427
1407. 6373 1406. 6300 1406.5642
1443. 6886 1442.6813 1442.7187
1585. 8063 1584.7990 1584.8347
1656. 7520 1655. 7447 1655. 8413
1993. 9450 1992.9377 1992.9608
2211.0997 2210.0924 2210.0823
2362.2237 2361.2164 2361.2032
No match to: 854.9449, 860.9786,
1235. 5752, 1258.5780, 1287.5711,
1574.7196, 1634.7576, 1707.7763,

32. Q61 QR2_HUVAN Mass: 11751

-0.0775 412 - 419 0 R TVLDWSR. L
-0.0850 907 - 916 0 R SGLALDASSR T
-0.0631 673 - 681 0 R VACMATGVR L + Carbanm donethyl (C); Oxidation (M
-0.0684 488 - 497 0 R SIESLELGER V
-0.1167 289 - 299 0 R HFLLCTAVLDR M
-0.0693 635 - 645 0 R FMJTAAVLQFR S
-0.0817 620 - 634 0 R FDI AMQACSLGPLLR. F
-0.1152 673 - 688 1 R VACMATGVRLHVSAGK. L + Carbami donet hyl (C)
-0.0794 620 - 634 0 R FDI AMQACSLGPLLR F + Carbami donethyl (C); Oxidation (M
-0.0789 433 - 449 0 R I AHWALALSMOWDAR R + Oxi dation (M
-0. 0249 479 - 497 1 R SLI AGLSDRSI ESLELGER. V
-0.0799 433 - 450 1 R | AHWALALSMQWDARR. A + Oxi dation (M
0. 0934 1- 23 1 -.MISSDSRQAAGPADADG EVLVR T + Oxidation (M

876. 9413, 959.3966, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1235.5752, 1258.5780, 1297.5441,
1336. 3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196, 1585. 8063,
1993. 9450, 2067.6716, 2069.7862, 2193.1061, 2211.0997, 2890.4720

Score: 50 Expect: 34 Queries matched: 7

(Fragment).- Heterodera glycines (Soybean cyst nematode worm).
Delta Start End M ss Peptide

-0. 0936 157 - 165 R. AADFYNI NR. L
-0.0183 82 - 89 K. LCEEYKYK. F + Car bami donet hyl (C)
-0.0647 217 - 227 R. STSWDESVQGT. -
-0.0365 216 - 227 R. RSTSWDESV(QGT. -
-0.0239 150 - 165 K. TDLEMVRAADFYNI NR. L

0. 0492 196 - 215 R. DSASKSPYPPGTSEMGTSLR. R + Oxi dation (M

0. 0463 157 - 180 1 R AADFYNI NRLI NDDYI DNVYEI VK. V

876.9413, 959. 3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1104.4679, 1215.5637, 1218.5811, 1231.5737, 1235.5752, 1258.5780,
1310. 5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508. 6825, 1558.7275,
1656. 7520, 1707.7763, 1805.8453, 1834.8681, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2193.1061, 2211.0997, 2362.2237

PrPRrRrRORO

Score: 50 Expect: 36 Queries natched: 9

sativa (japonica cultivar-group).
Delta Start End M ss Peptide

0.0174 206 - 215 0 K EDDAWGDLK. L

0.0119 313 - 324 0 R GAONNGCCPLCR R

0.0659 313 - 324 0 R GAQNNGOCPLCR R + Car bani donet hyl (C)

-0.0374 326 - 338 0 R ETETALHLVATCR Y

-0.0357 291 - 302 1 K CKFHAWIIQNR V + Carbani donet hyl (C)

-0.0966 325 - 338 1 R RETETALHLVATCR Y + Carbani donet hyl (C)

-0.0231 62 - 79 1 K NMAAAGRTM.ESLEQLDK.Q + Oxidation (M

0.0101 104 - 123 1 K TOMPTSQGGLGVLNLDKFTR A + Carbani donethyl (C); Oxidation (M
0.0132 99 - 120 1 K VNLTKTOVMPTSQGGLGVLNLDK. F + Carbani domethyl (C); Oxidation (M

876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1231.5737,
1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1427.4641, 1439.7198, 1485.7681, 1499. 7430, 1508. 6825, 1558.7275,
1805. 8453, 1834.8681, 1927.9091, 1976. 9265, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2890.4720

Score: 50 Expect: 36 Queries natched: 6

RAB12, nenber RAS oncogene fam ly.- Honp sapiens (Hunan).

Observed M (expt) M (cal c)

983.4562  982.4489  982.5308
1218.5811 1217.5738 1217.6727
1300. 6026 1299.5954 1299.6142
1336.3908 1335.3835 1335.5111
1508. 6825 1507.6753 1507.7895
2069. 7862 2068.7789 2068. 8540
No match to: 854.9449, 860.9786,
1258. 5780, 1287.5711, 1297.5441,
1585. 8063, 1634.7576, 1656. 7520,

33. AH3404 Mass: 20696

Delta Start End M ss Peptide
-0.0819 2- 10 1 MDPGAALORR A
-0. 0990 73 - 85 1 K STVGKGATATLGR A
-0.0188 86 - 97 0 R ASWRPGSCPSPR G
-0.1276 62 - 72 0 R FTDDTFCEACK.S + Carbani donet hyl (C)
-0.1142 101 - 114 1 R VSSSLGVFRGMSR -
-0.0751 56 - 72 1 K TSLMERFTDDTFCEACK. S + Carbami donethyl (C); Oxidation (M
876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1231.5737, 1235.5752,
1310. 5953, 1311.6184, 1319.5820, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1558.7275, 1574.7196,
1707. 7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720

Score: 49 Expect: 37 Queries matched: 8

hypot hetical protein BMElI 1222 [inported] - Brucella nelitensis (strain 16M

Observed M (expt) M (cal c)
1083. 4282 1082.4209 1082.4485
1215.5637 1214.5564 1214.6441
1231.5737 1230.5665 1230.6390
1235. 5752 1234.5679 1234.6202
1258. 5780 1257.5707 1257.6564
1310. 5953 1309.5880 1309.5867
1407. 6373 1406. 6300 1406. 7162
1558. 7275 1557.7202 1557. 8402

Delta Start End M ss Peptide

-0.0276 6 - 14 0 R GSCQWIDLR F + Carbani donethyl (C); Oxidation (M
-0.0877 176 - 186 K. SLMQPRI GQ8V. -
-0.0726 176 - 186 K. SLMQPRI GQBV. - + Oxidation (M
-0.0523 130 - 139 R TEWI VAMVR. Q
-0.0858 50 - 61 R. AELAADI SLEAR. G

0.0013 4 - 14 K. SRGSCQMTDLR. F + Car bani donet hyl (C)
-0.0862 129 - 139 R RTEMWI WVAMWR. Q + Oxi dation (M
-0.1200 97 - 111 R. ADWSFQVPSPATLK. F

oORrRrOORR
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No match to: 854.9449, 860
1300. 6026, 1311.6184, 1319

. 9786,
. 5820,

1707.7763, 1805.8453, 1834.8681,

34. AAN43115 Mass: 54614

AE005674 NID: - Shigella flexneri

Observed M (expt) M (cal c)

1310.5953 1309.5880 1309.

2211.0997 2210.0924 2210.
No match to: 854.9449, 860.

1231.5737, 1235.5752, 1258
1574.7196, 1585.8063, 1634

35. RNF9_RHORT Mass: 80

6965

. 5780,
. 7576,

918

876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1104.4679, 1132.5159, 1196.4419, 1218.5811, 1287.5711, 1297.5441,
1336. 3908, 1350.5619, 1352.5712, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1574.7196, 1585.8063, 1634.7576, 1656. 7520,
1927.9091, 1976.9265, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720

Score: 49 Expect: 39 Queries natched: 9
2a str. 301
Delta Start End M ss Peptide

-0.1085 1- 10 1 -.MILSFI TRAR D
-0.1105 147 - 159 0 R ALSIVTSDSPVYR. E
-0.0535 425 - 437 1 R NW.AQRAI EAAEK. G
-0.0063 178 - 188 1 R FGHFEHFYYRR E
-0.0854 366 - 380 0 R MSLTEQHSAASPLR E + Oxidation (M
-0.0654 438 - 451 1 K GDMMELHRLHEALR. N
-0.0859 160 - 177 1 R ETVEPGAMLMRVAPSHLR. F
0.0027 363 - 380 1 R TFRMLSLTEQHSAASPLR. E
-0.0481 88 - 107 0 R G LLGEQLLADGTTMDWHLK. G

876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811,
1287.5711, 1297.5441, 1300.6026, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1508. 6825,
1805. 8453, 1834.8681, 1927.9091, 1976. 9265, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2362.2237, 2890.4720

Score: 49 Expect: 39 Queries matched: 11

Mal at e dehydrogenase (EC 1.1.1.40) (EC 2.3.1.8).- Rhodospirillumrubrum(strain ATCC 11170 / NCI B 8255).
Observed M (expt) M (cal c)

1805. 8453 1804. 8380 1804.
2193.1061 2192.0988 2192.
No match to: 854.9449, 860
1235.5752, 1258.5780, 1297
1834.8681, 1927.9091, 1976

36. T08180 Mass: 65
PF20 protein, nicrotubule-

. 6720

8995
0638
. 9786,
. 5441,
. 9265,

798
associ

Observed M (expt) M (cal c)

2211.0997 2210.0924 2209.
2362.2237 2361.2164 2361.

No match to: 854.9449, 860.

1297.5441, 1300.6026, 1310
1634. 7576, 1656.7520, 1805

37. V0J9_PROWP Mass: 38

. 4404

. 5953,
. 8453,

698

Delta Start End M ss Peptide

-0.1056 466 - 477 0 R NAGYGIPILIGR A
-0.0439 559 - 569 R HFHSCLSDI TK. V
. MADETNRNLDR. E + Oxi dation (M
. LI AAI SPAVAEAAMR. S + Oxi dation (M
. VAFAEGEEEKM R. A
SANVTLCDSKGWHR. G
EDVPDEVAAAYSGRR. L
AMGVRSANVTLCDSK. G + Car bam donet hyl (C); Oxidation (M
. YGRDY! | PVPFDPR. L
-0.0615 503 - 517 . LSTQTKPYTDYLYGR. L

0. 0350 | AATMAAMGLGGLEGMVEI QNAK. L + Oxi dation (M

876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065. 9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811,
1300. 6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1558.7275, 1574.7196,
1993. 9450, 2045. 0624, 2067.6716, 2069. 7862, 2084.0093, 2211.0997, 2362.2237, 2890.4720

o
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Score: 49 Expect: 42 Queries natched: 10

ated - Chl anydonpnas reinhardtii

Delta Start End M ss Peptide
-0.0195 11 - 19 0 R LEDSDDDFK. Y
R LWDLPAGKCR. M + Car bami donet hyl (O
. HPANKSCFDR. S + Car bam donet hyl (O
. MTAEVATI NTGK. H
. SGMASLNAPPRR. N
. SCQVLAVACDDGK. V + Car bani doret hyl (C)
. TCECFEAEWYELK. A + Car bam donet hyl (C)
. SCFDRSGQVLAVACDDGK. V + Car bani donet hyl (C)
0.1442 86 - 103 . MGLSRTCECFEAEWYELK. A + Oxi dation (M
0.2001 349 - 368 . TWKMAHWPGGDLI MCGEGHK. D + 3 Oxidation (M
876. 9413, 959.3966, 975.4483, 976.4208, 980.4021, 983. 4562, 1065.9443, 1076.4495, 1104.4679, 1132.5159, 1196. 4419, 1218.5811, 1258.5780, 1287.5711,
1336. 3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508. 6825, 1558.7275, 1574.7196, 1585. 8063,
1834. 8681, 1976.9265, 1993. 9450, 2045.0624, 2067.6716, 2069. 7862, 2084.0093, 2193.1061, 2890.4720

o
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Score: 48 Expect: 46 Queries natched: 8

Possi bl e dTDP- gl ucose 4, 6-dehydratase (EC 4.2.1.46).- Prochlorococcus marinus subsp. pastoris (strain CCWP 1378 / MED4).
Observed M (expt) M (cal c)

976. 4208 975. 4135 975.

2084. 0093 2083.0020 2083.
No match to: 854.9449, 860
1287.5711, 1297.5441, 1300
1585. 8063, 1634. 7576, 1656

38. ZI 47_CHI CK Mass: 10

4338

0737
. 9786,
. 6026,
. 7520,

1099

Delta Start End M ss Peptide
-0.0203 322 - 328 0 . SWI'YEYK. D
I CNLTNVDK. S + Car bani donet hyl (O
. NFI LDGKGESR. R
. I CNLTNVDKSR. | + Car bani donet hyl (O
VKDHYQWPW K. K
CLYKQYNFPYLI GR. F + Car bani donet hyl (C)
. LMNALI DSSFLQKYI R | + Oxidation (M
-0.0718 122 - 139 1 YI Rl GTPEVFGSNENFLK. E
876.9413, 959.3966, 975.4483, 980.4021, 983.4562, 1065.9443, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1258.5780,
1310. 5953, 1311.6184, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1508. 6825, 1558.7275, 1574.7196,
1707. 7763, 1805. 8453, 1976. 9265, 1993. 9450, 2045. 0624, 2067.6716, 2069. 7862, 2193.1061, 2211.0997, 2362.2237, 2890.4720
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Score: 48 Expect: 49 Queries matched: 13
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Protein Summary Report (JG_3_000L.dat - SpecView)

Hypot hetical protein.- Gallus gallus (Chicken).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
976.4208 975.4135 975.4695 -0.0560 605 - 612 0 R MIETPELR S
1104. 4679 1103.4606 1103.4805 -0.0199 558 - 566 0 R LECEEPEAK. G + Carbamni donet hyl (C)
1196. 4419 1195.4346 1195.5399 -0.1053 926 - 935 1 R CAIEADMKWK K + Carbami donet hyl (C)
1231.5737 1230.5665 1230.6091 -0.0427 151 - 160 1 K LEEEEAEVKR K
1311.6184 1310.6111 1310.5772 0.0340 442 - 456 0 K. ECLGSGAGSTAGSSK.D
1350. 5619 1349.5546 1349.6570 -0.1025 138 - 148 0 R LEELCNEIMK K + Oxidation (M
1407. 6373 1406. 6300 1406.6785 -0.0485 138 - 148 0 R LEELCNEIM K K + Carbani donethyl (C); Oxidation (M
1439.7198 1438.7125 1438.6721 0.0403 441 - 456 1 K. KECLGSGAGSTAGSSK. D
1443. 6886 1442.6813 1442.7616 -0.0803 86 - 98 0 K GEWETVEDVIVR K
1485. 7681 1484.7608 1484.6678 0.0930 125 - 137 0 K DAELI QAGHMDNR L + Oxidation (M
1508. 6825 1507.6753 1507.8194 -0.1441 788 - 800 1 K. Al MLVARAAANHR Y
1993. 9450 1992.9377 1992.9099  0.0279 63 - 79 0 K HCASQYSELLETTETPK.R + Carbami donet hyl (C)
2211.0997 2210.0924 2210.0572 0.0352 25 - 44 1 K LCLASSVMRSGDQNW/SVSR. A + Oxidation (M
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1132.5159, 1215.5637,
1297. 5441, 1300.6026, 1310.5953, 1319.5820, 1336.3908, 1352.5712, 1427.4641, 1499.7430, 1558.7275, 1574.7196, 1585.8063, 1634.7576, 1656.
1927.9091, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2362.2237, 2890.4720
39. QAADLZ9_TRYCR Mass: 19461 Score: 48 Expect: 51 Queries matched: 7
Protein tyrosine phosphatase-like protein, putative.- Trypanosoma cruzi.
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1350. 5619 1349.5546 1349.6431 -0.0885 1- 12 1 -.MEANGTLVECKR. G
1407. 6373 1406. 6300 1406.6646 -0.0346 1- 12 1 -.MEANGTLVECKR G + Car bani donet hyl (C)
1443. 6886 1442.6813 1442.6572 0.0242 160 - 172 0 R HQESNEGSLICAR C
1485. 7681 1484.7608 1484.6605 0.1003 51 - 63 0 R ACGPTYNAEVFEK. Q + Carbamni donet hyl (C)
1558. 7275 1557.7202 1557.8085 -0.0883 143 - 155 0 K. GAINQVQLNWMR Y + Oxidation (M
2045. 0624 2044.0551 2043.9908 0.0643 156 - 172 1 R YKPRHQESNEGSLI CAR C + Carbani donet hyl (C)
2362.2237 2361.2164 2361.2766 -0.0602 22 - 42 1 R FLI | DAPSPSSVPAYMKLLQR H + Oxi dation (M
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065. 9443, 1076.4495, 1083.4282, 1104. 4679,
1231.5737, 1235.5752, 1258.5780, 1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1352.5712, 1427.4641, 1439.
1585. 8063, 1634. 7576, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2067.6716, 2069. 7862, 2084.0093, 2193.
40. QBoYY1_GEOVG Mass: 16521 Score: 48 Expect: 53 Queries natched: 7
Put ati ve PAS/ PAC sensor protein.- Ceobacter netallireducens (strain GS-15 / ATCC 53774 /| DSM 7210).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1215.5637 1214.5564 1214.6441 -0.0877 84 - 96 0 K LLSAPALCSAGGR. |
1319. 5820 1318.5747 1318.6551 -0.0803 1- 11 1 -.MPDTTNDKLLR L + Oxidation (M
1350.5619 1349.5546 1349.6067 -0.0521 108 - 121 0 R DCEGAMAGSGAI IR D
1352.5712 1351.5639 1351.6078 -0.0439 72 - 83 0 R VMETGETHYGIK. L
1407. 6373 1406.6300 1406.6282 0.0018 108 - 121 0 R DCEGAMAGSGAI | R D + Carbami donet hyl (C)
1508. 6825 1507.6753 1507.7089 -0.0336 71 - 83 1 R RVMETGETHYGTK. L
1585. 8063 1584.7990 1584.8511 -0.0521 12 - 26 0 R LIAEGVPDAVI FADR E
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065. 9443, 1076.4495, 1083.4282, 1104. 4679,
1235. 5752, 1258.5780, 1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1336.3908, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.
1656. 7520, 1707.7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.
41. QTUL8_HORSE Mass: 42919 Score: 48 Expect: 54 Queries matched: 8
Matrix nmetal | oproteinase-2 (Fragnent).- Equus cabal | us (Horse).
Cbserved M (expt) M (cal c) Delta Start End M ss Peptide
1132.5159 1131.5087 1131.4502 0.0584 135 - 144 0 K EYTSCIDIGR S
1310. 5953 1309.5880 1309.6931 -0.1051 1- 10 1 -.NYNFFPRKPK W
1407. 6373 1406. 6300 1406.5891 0. 0409 68 - 79 0 R WEHGDGYPFDX. D
1634. 7576 1633.7503 1633.6137 0.1366 265 - 277 0 K. MACATTANYDDDR K + Car bani donmethyl (C); Oxidation (M
1993. 9450 1992.9377 1992.9475 -0.0098 51 - 67 1 R FSRI HDGEADI M NFGR W + Oxi dation (M
2069. 7862 2068.7789 2068.9352 -0.1563 117 - 134 1 K YGNADGEYCKFPFLFNGK. E
2084. 0093 2083.0020 2082.8993 0.1027 145 - 162 1 R SDGFLWCSTTYNFDKDGK. Y
2890. 4720 2889.4647 2889.2824 0.1823 163 - 188 1 K. YGFCPHEALFTMGGNADGQPCKFPFR. F
No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065. 9443, 1076.4495, 1083.4282, 1104. 4679,
1235.5752, 1258.5780, 1287.5711, 1297.5441, 1300.6026, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1427.4641, 1439.7198, 1443.
1558. 7275, 1574.7196, 1585.8063, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 2045.0624, 2067.6716, 2193.1061, 2211.
42, QBMA85_ANAVT Mass: 42516 Score: 48 Expect: 55 Queries matched: 9

Hydr ogenase formation HypD protein.- Anabaena variabilis (strain ATCC 29413 / PCC 7937).

Observed M (expt) M (cal c) Delta Start End M ss Peptide
1258.5780 1257.5707 1257.6928 -0.1222 372 - 383 1 K. QAAEKPKVTI SS. -
1311. 6184 1310.6111 1310.6142 -0.0031 3 - 12 1 K YVDEFREPEK. A
1508. 6825 1507.6753 1507.7704 -0.0952 117 - 129 0 R MVYSPLDSLQ AR N + Oxidation (M
1558. 7275 1557.7202 1557.7431 -0.0229 33 - 46 0 K | MEVCCGHTHSI FK. Y
1574. 7196 1573.7123 1573.7381 -0.0258 33 - 46 0 K. IMEVCGGHTHSI FK. Y + Oxidation (M
1927.9091 1926.9019 1927.0097 -0.1079 257 - 273 1 K QGNQ ALEAMHKVFAVR. E + Oxidation (M
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1218.5811, 1235.5752, 1258.5780, 1287.5711,
7520, 1707.7763, 1805.8453, 1834.8681,

1132.5159, 1196. 4419, 1215.5637, 1218.5811,
7198, 1499.7430, 1508.6825, 1574.7196,
1061, 2211.0997, 2890.4720

1132.5159, 1196.4419, 1218.5811, 1231.5737,
7430, 1558.7275, 1574.7196, 1634.7576,
0997, 2362.2237, 2890.4720

1196. 4419, 1215.5637, 1218.5811, 1231.5737,
6886, 1485.7681, 1499.7430, 1508. 6825,
0997, 2362.2237
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Protein Summary Report (JG_3_000L.dat - SpecView)

1993. 9450 1992.9377 1993.0025 -0.0648 30 - 46 1 K H KI MEVCGGHTHSI FK. Y + Car bam donet hyl (C)

2084. 0093 2083.0020 2083.0520 -0.0500 117 - 134 1 R MVYSPLDSLQ ARNHPDK. E

2193.1061 2192.0988 2192.1259 -0.0271 110 - 129 1 K. ATGADI RWYSPLDSLQ AR N + Oxidation (M

No match to: 854.9449, 860.9786, 876.9413, 959. 3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811,
1231.5737, 1235.5752, 1287.5711, 1297.5441, 1300.6026, 1310.5953, 1319.5820, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499. 7430,
1585. 8063, 1634. 7576, 1656.7520, 1707.7763, 1805.8453, 1834.8681, 1976.9265, 2045.0624, 2067.6716, 2069.7862, 2211.0997, 2362.2237, 2890.4720

43. QBNVL1_PONPY Mass: 79482 Score: 48 Expect: 58 Queries natched: 11
Hypot heti cal protein DKFZp459N0220 (Fragment).- Pongo pygmaeus (Orangutan).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
975.4483  974.4410  974.4855 -0.0445 58 - 65 0 K LAEMLDQR Q
1104. 4679 1103.4606 1103.5094 -0.0489 552 - 561 0 K. ASQEDANEIK. S
1132.5159 1131.5087 1131.5957 -0.0871 659 - 668 1 R DKVQLMAAEK K
1287.5711 1286.5638 1286.5812 -0.0174 9 - 21 0 R AAGEPGISMPPEK K + Oxidation (M
1311.6184 1310.6111 1310.6726 -0.0615 642 - 651 1 K EMKLLLDWR S
1319. 5820 1318.5747 1318.6364 -0.0617 552 - 563 1 K. ASQEDANEI KSK. R
1443. 6886 1442.6813 1442.6823 -0.0010 8 - 21 1 K RAAGEPGTSMPPEK. K + Oxidation (M
1634. 7576 1633.7503 1633.7795 -0.0292 515 - 530 0 R SGSALLQSQSSTEDPK. D
1656. 7520 1655.7447 1655.8492 -0.1045 478 - 491 0 R HLTSSLONHNHQLK. G
1927.9091 1926.9019 1927.0162 -0.1144 306 - 324 1 K VYGAGSSLYGGTI TI NARK. F

2211.0997 2210.0924 2210.1668 -0.0744 478 - 496 1 R HLTSSLONHNHQLKGEVLR. Y

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1235.5752, 1258.5780,
1297.5441, 1300.6026, 1310.5953, 1336.3908, 1350.5619, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196, 1585.8063, 1707.7763,

1805. 8453, 1834.8681, 1976.9265, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2362.2237, 2890.4720

44, QAAI 58_9CHLB Mass: 37062 Score: 48 Expect: 58 Queries natched: 8
Cel | shape deternmining protein MeB/ MI.- Chlorobi um phaeobact eroi des BS1.
Observed M (expt) M (cal c) Delta Start End M ss Peptide

1235.5752 1234.5679 1234.6669 -0.0990 309 - 319
1300. 6026 1299. 5954 1299.6975 -0.1021 331 - 340
1311.6184 1310.6111 1310.6652 -0.0541 285 - 297
1350. 5619 1349.5546 1349.6860 -0.1315 251 - 262
1439.7198 1438.7125 1438.8031 -0.0906 28 - 40
1585. 8063 1584.7990 1584.9086 -0.1096 259 - 273 K. SI SKI EAAVLNALEK. T

1707.7763 1706.7690 1706.8913 -0.1222 236 - 250 R DMLTG PKEVTVNYK. E

1976. 9265 1975.9192 1976.0466 -0.1274 10 - 27 0 K. EI'AI DLGTANTI I | YNDK. V

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811,
1231.5737, 1258.5780, 1287.5711, 1297.5441, 1310.5953, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196,

1634. 7576, 1656. 7520, 1805.8453, 1834.8681, 1927.9091, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720

K. LSVHVAEDPLR. A

K. NFDKFTFLI R. -

R TG YLAGGGSMLR G + Oxi dation (M

K. El ASCLDKSI SK. | + Car bani donet hyl (C)
K. VI VDEPSI VALER. N

PrRPORORO

45, QRHUK6_MEDTR Mass: 39508 Score: 47 Expect: 65 Queries natched: 8
M tochondrial substrate carrier.- Medicago truncatula (Barrel nedic).
Observed M (expt) M (cal c) Delta Start End M ss Peptide
1076. 4495 1075.4422 1075.4790 -0.0368 104 - 112 0 K. CNMJ DPAK. Y + Carbani donethyl (C)
1258.5780 1257.5707 1257.6942 -0.1235 201 - 211 1 K VRVQTQPGFAR. G
1310.5953 1309.5880 1309.6158 -0.0278 104 - 114 1 K CNMQ DPAKYK S
1311. 6184 1310.6111 1310.7234 -0.1122 220 - 231 1 K FVKSEGALGLYK. G
1350.5619 1349.5546 1349.6761 -0.1215 52 - 64 1 R GIGSGRFM PSPK. E + Oxidation (M
1574.7196 1573.7123 1573.8028 -0.0905 248 - 260 0 K. FASFETIVEQ YK H
1707.7763 1706.7690 1706.8450 -0.0760 135 - 150 0 R GMWPTLLGYSAQGACK. F + Carbamni donet hyl (C)
2084. 0093 2083.0020 2083.0812 -0.0792 333 - 351 0 R |VM GILTGAQAG YDAFK. V

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737,
1235.5752, 1287.5711, 1297.5441, 1300.6026, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1585.8063,
1634. 7576, 1656.7520, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2193.1061, 2211.0997, 2362.2237, 2890.4720

46. QBZF44_MEDTR Mass: 39616 Score: 47 Expect: 66 Queries matched: 8
M tochondri al phosphate translocator.- Medicago truncatula (Barrel medic).
bserved M (expt) M (cal c) Delta Start End M ss Peptide
1076. 4495 1075.4422 1075.4790 -0.0368 104 - 112 0 K CNMQ DPAK.Y + Carbamni donet hyl (C)
1258.5780 1257.5707 1257.6942 -0.1235 201 - 211 1 K VRVQTQPGFAR G
1310.5953 1309.5880 1309.6158 -0.0278 104 - 114 1 K. CNMQ DPAKYK. S
1311. 6184 1310.6111 1310.7234 -0.1122 220 - 231 1 K FVKSEGALGLYK. G
1350.5619 1349.5546 1349.6761 -0.1215 52 - 64 1 R GIGSGRFM PSPK. E + Oxidation (M
1574.7196 1573.7123 1573.8028 -0.0905 248 - 260 0 K. FASFETIVEQ YK. H
1707.7763 1706.7690 1706.8450 -0.0760 135 - 150 0 R GAWPTLLGYSAQGACK. F + Carbani donet hyl (C)
2084. 0093 2083.0020 2083.0812 -0.0792 333 - 351 0 R |VM GTLTGAQWG YDAFK. V

No match to: 854.9449, 860.9786, 876.9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737,
1235.5752, 1287.5711, 1297.5441, 1300.6026, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1585.8063,
1634. 7576, 1656. 7520, 1805.8453, 1834.8681, 1927.9091, 1976.9265, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2193.1061, 2211.0997, 2362.2237, 2890.4720

47. RIOR8_PONPY Mass: 72095 Score: 47 Expect: 66 Queries matched: 12
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Hypot heti cal protein DKFZp469P0412.- Pongo pygneeus (Orangutan).

Observed M (expt) M (cal c)
976.4208  975.4135  975. 4985
1297.5441 1296.5368 1296.6383
1300. 6026 1299.5954 1299.5942

No match to: 854.9449, 860. 9786,
1235.5752, 1258.5780, 1287.5711,
1707. 7763, 1805. 8453, 1927.9091,

48. QACFZ5_CLOTM Mass: 11661

Delta Start End M ss Peptide

-0.0850 56 - 63 1 K ENRSLETK.Y

-0.1015 38 - 48 0 R YMATWENLNK. A + Oxidation (M
0.0011 351 - 361 O R EPEQLGEDVER R

0.0728 465 - 474 0 K VYHVDMEAQR K + 2 Oxidation (M
-0.0134 465 - 475 1 K. VYHVDVEAQRK. N

0.0792 465 - 475 1 K. VYHVDMEAQRK. N + 2 Oxidation (M
0.0528 580 - 592 1 R RECLSSWTMFPK.V + Carbani donmethyl (C)
-0.0966 66 - 79 1 R HLQVQATKELSSQR L

-0.0911 395 - 411 0 R RPHLPMBPSTQQSALGK. Q

-0.0018 294 - 307 1 R RQLWEEEEMAQQR Q + Oxidation (M
0.0566 344 - 361 1 K. EQESPGREPEQLGEDVER. R

0.0383 529 - 546 1 R QEVINHVQ MKEMEASYK. A + Oxidation (M

876.9413, 959.3966, 975.4483, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737,
1310. 5953, 1319. 5820, 1336.3908, 1350.5619, 1352.5712, 1427.4641, 1443.6886, 1485.7681, 1499.7430, 1508.6825, 1558.7275, 1574.7196, 1634.7576,
1993. 9450, 2045. 0624, 2067.6716, 2069.7862, 2211.0997, 2362.2237, 2890.4720

Score: 47 Expect: 68 Queries natched: 6

Hypot hetical protein.- Costridiumthernpcel |l um ATCC 27405.

Observed M (expt) M (cal c)
1352.5712 1351.5639 1351.6805
1508. 6825 1507.6753 1507.7816

No match to: 854.9449, 860.9786,
1231.5737, 1235.5752, 1258.5780,
1499. 7430, 1574.7196, 1585. 8063,

49, Q2DVB3_9DELT Mass: 19010
Hypot hetical protein precursor. -
bserved M (expt) M (cal c)
975. 4483 974. 4410 974. 4967
1132.5159 1131.5087 1131.5780
1231. 5737 1230.5665 1230.6464
1352. 5712 1351.5639 1351.6111
1485. 7681 1484.7608 1484.7398
1499. 7430 1498. 7357 1498. 8467
2890. 4720 2889.4647 2889.5098
No match to: 854.9449, 860.9786,
1287.5711, 1297.5441, 1300. 6026,
1634. 7576, 1656. 7520, 1707.7763,

50. Q7P987_RI CSI Mass: 73246

Delta Start End M ss Peptide
-0. 1166 41 - 51 0 K VYNQDWQLMK R + Oxidation (M
-0.1064 41 - 52 1 K VYNQDWQMKR L + Oxidation (M
-0. 0836 16 - 29 1 K YAKSVLGSELYSNK. |
-0.0971 38 - 51 1 K ENKVYNQDWQLMWK. R
-0.1380 19 - 34 1 K SVLGSELYSNKI FI HK. |
-0. 0047 68 - 84 0 R CEIPPVD VITMECNWK Y + 2 Carbam donet hyl (C)
876. 9413, 959.3966, 975.4483, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1132.5159, 1196.4419, 1215.5637, 1218.5811,
1287.5711, 1297.5441, 1300.6026, 1310.5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1485.7681,
1634. 7576, 1656.7520, 1805.8453, 1927.9091, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237, 2890.4720

Score: 47 Expect: 69 Queries matched: 7

Geobact er urani unr educens Rf4.
Delta Start End M ss Peptide

-0. 0557 159 - 166 1 K EMANKNI R -
-0.0693 142 - 151 K. MQGCLPEVKK. L
-0.0799 140 - 150 R VKMQGCLPEVK. K
-0.0472 152 - 163 K. LAGDMEKEMANK. N + Oxi dation (M

0. 0210 93 - 105 K. DEWAVYADLYTK. D
-0.1110 127 - 139 K. ASELNERLI| SVLR. V
-0. 0451 2 - 27 1 M KAAI SGLLFLSVYLPSFCFASDLSQR. A + Car bani donet hyl (C)

876.9413, 959.3966, 976.4208, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1104.4679, 1196.4419, 1215.5637, 1218.5811, 1235.5752, 1258.5780,
1310. 5953, 1311.6184, 1319.5820, 1336.3908, 1350.5619, 1407.6373, 1427.4641, 1439.7198, 1443.6886, 1508.6825, 1558.7275, 1574.7196, 1585. 8063,
1805. 8453, 1834.8681, 1927.9091, 1976.9265, 1993.9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237

P ORPRR

Score: 47 Expect: 71 Queries matched: 10

Propi onyl - CoA carboxyl ase al pha chain.- Rickettsia sibirica 246.

Observed M (expt) M (cal c)
975. 4483 974. 4410 974.5073
976.4208  975.4135  975. 4668
1104. 4679 1103.4606 1103. 5645
1235.5752 1234.5679 1234.6478
1350. 5619 1349.5546 1349.6074
1443. 6886 1442.6813 1442.7477
1558. 7275 1557.7202 1557.8514
1707. 7763 1706. 7690 1706. 7933
1976. 9265 1975.9192 1975.9958
2890. 4720 2889.4647 2889.5157
No match to: 854.9449, 860.9786,
1297. 5441, 1300.6026, 1310.5953,
1656. 7520, 1805. 8453, 1834. 8681,

Search Parameters

Delta Start End M ss Peptide

-0.1312 359 - 372
-0.0243 174 - 189

R. | I AYSEPAKSPNI R |

R VWNNPAEMANAFESAK. L + Oxi dation (M

-0.0766 614 - 631 K. EGQEVTVCEI M LTAMK. M

-0.0510 126 - 153 K. I Al EAGVSTVPGYMGTI NDVKQAI DI AK. E + Oxidation (M

876. 9413, 959.3966, 980.4021, 983.4562, 1065.9443, 1076.4495, 1083.4282, 1132.5159, 1196.4419, 1215.5637, 1218.5811, 1231.5737, 1258.5780, 1287.5711,
1311. 6184, 1319.5820, 1336.3908, 1352.5712, 1407.6373, 1427.4641, 1439.7198, 1485.7681, 1499.7430, 1508.6825, 1574.7196, 1585.8063, 1634.7576,
1927.9091, 1993. 9450, 2045.0624, 2067.6716, 2069.7862, 2084.0093, 2193.1061, 2211.0997, 2362.2237

-0.0663 500 - 507 0 R WWTIDDK. L
-0.0533 163 - 173 1 K AAAGGGGRGVR V + Oxidation (M
-0.1039 632 - 640 O K MENLILAER D + Oxidation (M
-0.0799 580 - 590 O R ISELEALMWSK V + xidation (M
-0.0528 287 - 296 0 K NFYFLEMNTR L + Oxidation (M
-0.0664 482 - 495 0 R ASLI SGNI NNQANK. |

1

0

0

1

Type of search . Peptide Mass Fingerprint

Enzyme : Trypsin

Variabl e nodi fications : Carbam donmethyl (C), Oidation (M
Mass val ues : Monoi sotopi ¢

Protein Mass : Unrestricted

Peptide Mass Tol erance : + 100 ppm

Pepti de Charge State D1+
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Max M ssed Cl eavages 1
Nunber of queries ;54
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