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NRE MASCOT Search Results
Protein View: sp|Q99372-2|ELN_RAT

Isoform 2 of Elastin OS=Rattus norvegicus GN=EIn

Database: UPR_RattusNorvegicus
Score: 2093

Nominal mass (M;): 69230

Calculated pI: 10.44

Sequence similarity is available as an NCBI BLAST search of sp|Q99372-2|ELN_RAT against nr.

Search parameters

Enzyme: No enzyme cleavage specificity.

Fixed modifications: Carbamidomethyl (C)
Variable modifications: Oxidation (P), Oxidation (K), Lys->Allysine (K)

Protein sequence coverage: 57%
Matched peptides shown in bold red.

1 MAGLTAAVPQ PGVLLILLLN LLHPAQPGGV PGAVPGGYPG GLPGGVPGGY
51 YYPGAGIGGG LGGGALGPGG KPPKPGAGLL GAFGAGPGGEL GGAGPGAGLS
181 YASRPGGVLY PGGGAGMAA YKAAAKAGAG LGGIGEVIPGE VGVGGYVIPGAY
151 QVGEVPGAVE GIGGIGELGY STGAWPQLG AGVGAGGKPG KVPGVGLPGY
281 YPGGVLPGTG ARFPGVGVILP GVIPTGTGVKA KVPGGGGGAF SGIPGVEPFG
251 GQQPGVPLGY PIKAPKLPAG AGGGGVLPGY GGGGIPGGAG ATPGIGGITG
301 AGTPAAAAAA KAAAKAAKYG AAGGELVPGEP GYRVPGAGIP GVGIPGVGGI
351 PGVGGIPGVG GIPGVGGPGI GGPGIVGGPG AVSPAAAAKA AAKAAKYGAR
4@1 GGVGIPTY®Y GAGGIPGYGY GAGAGLGGAS QAMAAAAAAK AAKYGAGGAG
451 TLGGLVPGAV PGALPGAVPG ALPGAVPGAL PGAVPGVIPGT GGVPGAGTIPA
581 AAAAAAAAKA AAKAGQYGELG PGYGEVPEEY GYGELPGEVG PGEYTGIGTG
551 PGIGLVPEDL GGAGTPAAAK SAAKAAAKAQ YRAAAGLGAG VPGLGYGAGY
@01 PCFEAGAGGETF GAGAGVPGFG AGAVPGSLAA SKAAKYGAAG GlLGEPGGELGG
€51 PGOLCEPEET GEPGELGGVIP GGYAGGAPAA AAAAKAAAKA AQYGELGGAGG
701 LGAGGELEAGE LGAGELOAGE LGAGGELGAGE VIPGAVGLGE VSIPAAAAKAA
751 KYGAAGLGRY LGARPHPGGG VAARPGIFGLS PIYPGEGAGG LGYGGKPPKP
881 YGGALGALGY QGGGCFGKSC GRKRK

Unformatted sequence string: 825 residues (for pasting into other applications).

Sort peptides by © Residue Number Increasing Mass Decreasing Mass

Observed Mr(expt) Mr(calc) ppm M Score  Expect Ramk
©.12

730.4008 1458.7870 1458.7831 2.62®
560.3115 1118.6084 1118.6885 -0.078 @
560.3120 1118.6693 1118.6885 0.80 @
B77.4682 1752.9218 1752.9159 3.39 @
664.3215 1326.6285 1326.6317 -2.40 @
7643790 1526.7434 1526. 7478 -2.89 @
7643793 1526.7440 1526.7478 -2.49 ®
7643795 1526. 7444 1526. 7478 2.24 @
7643799 1526.7453 1526. 7478 -1.61 @
7643806 1526.7466 1526.7478 -0.81 @
7643811 1526.7477 1526.7478 -0.086 O
7643816 1526.7486 1526.7478 0.55 @
7643821 1526.7496 1526. 7478 1.19 ®
7643827 1526.7508 1526. 7478 1.99 @
7643829 1526.7512 1526. 7478 2.230
656.8343 1311.6540 1311.6572 -2.40 @
700.3506 1398.6866 1398.68392 -1.85 @
700.3507 1398.6869 1398.6892 -1.68 @
780.3511 1398.6877 1398.6892 -1.07 ®
780.3516 1398.6886 1398.6892 -0.46 @
780.3520 1398.68%4 1398.6392 0.16 ®
700.3522 1398.6898 1398.6892 0.42 @
700.3522 1398.6899 1398.6892 0.51 @
743.3932 1484.7718 14847736 -1.19 @
751.3923 1560.7700 1500.7685 0.99 @
778.9129 1555.8113 1555.8167 0.36 @
786.9116 1571.8087 1571.8056 1.95 @
626.3439 1250.6732 1250.6732 0.028 ®
626.3441 1250.6737 1250.6732 0.42 ®
626.3441 1250.6737 1250.6732 0.42 @
626.3048 1250.6750 1250.6732 1.49 ®
626.3458 1250.6771 1250.6732 3.15 @
626.3464 1250.6782 1250.6732 4.@3 ®
5026 634.3423 1266.6701 1266.6681 1.63 ®
45927 163 — 117 634.3439 1266.6733 1266.6681 4.14 ®
661.8624 1321.7103 1321.7163 0.827 ®
661.8625 1321.7105 1321.7163 .21 0
661.8626 1321.7107 1321.7163 .30 @
661.8629 1321.7112 1321.7163 0.67 @
661.8629 1321.7112 1321.7163 0.67 @
661.8632 1321.7118 1321.7163 1.13 @

Peptide
G AVPGGYPGELPGGYPGEY. Y + Cxidotian (P)
G. GUPGGLPGRYPGGY..Y

. GVPGGLPGRYPGGY..Y

G. L GAFGAGPGELGGAGPGAGLS . Y

S.. YASRPGRVILVPGGGAGA . A
S. YASRPGGVILVPGGEGAGA . A + Oxidation (P)
S YASRPGEVILVPGGGAGAA . A

. YASRPGGVILVPGGGAGAA..A + Oxidatiom (P)
A SRPGEVILVPGEGAGA..A

A SRPGEVILVPGEGAGA..A

A SRPGGVILVPGEGAGA . A

A SRPGEVILVPGEGAGA..A

A SRPGOVILVPGGGAGA..A

A SRPGGVILVPGEGAGA . A

A SRPGGVILVPGEGAGA..A + Oxidatiom (P)

A SRPGEVILVPGEGAGA..A + Oxidatiom (P)

A SRPGOVILVPGEGAGAA . A

A SRPGGVILVPGEGAGA . A

A SRPGGVILVPGEGAGAA . A

A SRPGGVILVPGEGAGAA . A

A SRPGOVILVPGEGAGA . A
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Query Start — Emnd Observed Mr(expt) Mr(calc) mepm M Score  Expect Ramk
618640 1321.7135 1321.7163 2430
©69.8608 1337.7070 1337.7852 1.36 @
@69.8611 1337.7076 1337.7852 1.82 @
©69.8614 1337.7082 1337.7052 2.27 ®
©12.3397 1222.6649 1222.6670 -1.76 @

31
47 A SRPGGVILVPGGGAGA . A + Oxidotion (P)
58
46
22
880.9897 1759.9648 1759.9582 3.78@ 20
31
34
&4
&3
32
50

A SRPGGVILVPGGGAGAA.A + Oxidation (P)
A.SRPGOYLVPGEGAGAA. A + Oxidotion (P)

A GAGLGRIGRVPGRVGY . G

A GAGLGGIGEVPERYGYGRYPGAY . G

A GAGLGEIGEVPERVEVEEYPGAVGY. G +

G- AVGVEEVPGAVGGIGGIGELGY. S

G AVGVGEVPGAVGGIGRIGELGY. S

G AVGVGEEVPGAVGGIGGIGELGY. S + Oxidimtion

%%67.0302 1932.0457 1932.0430 1.44 @

149 — 170 860.4915 1718.9684 1718.9630 0.22 ®
149 — 170 860.4917 1718.9688 1718.9630 ©.50 @
149 — 170 868.4871 1734.959% 1734.9629 -1.92 @

()
149 — 170 868.4883 1734.9620 1734.9629 -0.52 @ 0.068 1 G AVGYGEVPGAVGGIGEIGELGY. S + Oxidation
()
149 — 170 868.4890 1734.9635 1734.9629 0.330 0.0011 1 G AVEYGEYPGAVGGIGEIGELGY. S + Oxidaiion
()
151 — 178 775.4387 1548.8628 1548.8625 0.200 45 0.0018 1 V. QVGEVPGAVGGIGGIGGEL GY.. S
151 — 170 775.4388 ' 8625 0.360 8 Be-07 i V. QVERVPGAVGGIGGIGGLGY .. S
151 — 170 775.4388 " 0.440 39 0.024 i V. QVEGYPGAVGGIGGIGELGY .S
151 — 170 775.4392 0.910 91 2.1e® I V. QVGEVPGAVGGIGGIGEL GY .. S
151 — 170 7754401 2010 31 0.081 i V. QVGGVPGAVGGIGEIGEL GY .. S
151 — 170 783.4376 2120 66 0.00035 i V. QVEEYPGAVGGIGEIGELGY. S + Oxidation
()
153 — 170 697.3937 1392.7728 1392.7726 0170 77 2.4e-05 V. GEVPGAVGEIGEIGELGY. S
153 — 170 697.39%40 1392.7735 1392.7726 0.690 91 2e-06 V. GOVPGAVGGIGGIGELGY.. S
153 — 170 697.3%43 1392.7741 1392.7726 1.130 56 0.00022 V. GRVPGAVGGIGGIGELGY.. S
153 — 170 697.3944 1392.7743 1392.7726 1.220 68 1.5-05 V. GEVPGAVGGIGGIGELGY. S
153 — 170 697.3950 1392.7754 1392.7726 2010 33 0.0 V. GOVPGAVGGIGGIGELGY.. S
153 — 170 697.3951 1392.7756 1392.7726 2180 55 0.00056 V. GOVPGAVGGIGEIGELGY.. S
153 — 170 705.3910 1408.7674 1408.7675 -0.0400 40  0.0073 V. GEVPGAVGEIGEIGELGY. S + Oxidation (P)
153 — 170 705.3910 1408.7674 1408.7675 -0.0400 Gl Be-05 V. GEVPGAVGGIGEIGELGY. S + Oxidation (P)
705.3915 1408.7684 1408.7675 0.65 @ 2.6e-05 V. GEVPGAVGGIGEIGELGY. S + Oxidation (P)
705.3916 1408.7687 1408.7675 0.830 40 0.013 V. GOVPGAVGGIGEIGELGY. S + Oxidation (P)
705.3918 1408.7690 1408.7675 1.0960 41  0.0048 V. GOVPGAVGGIGGIGELGY. S + Oxidation (P)
513.7999 1025.5853 1025.5870 -1.630 52  0.0041 G- AVGLIGEIGELGY. S
513.8002 1025.5859 1025.5870 -1.040 26 0.24 G- AVGGIGEIGELGY. S
513.8004 1025.5862 1025.5870 33 0.a57 G AVGGIGEIGGLGY.. S
578.3230 1154.6314 1154.6296 2 0.52 V. STGAVWPQLGAGY.. G
484.2834 966.5523 966.5498 ) 0.098 T.GAWPQLGAGY .G
548.3121 1094.6097 1094.6084 pal 0.16 T.GAVWPQLGAGYGA..G
377.7271  753.4397  753.4385 34 0.28 G.AWPQLGA.G
455.7703 909.5260 909.5284 63 0.00029 G.AWPQLGAGY . G
455.7719  909.5292 909.5284 0.022 G.AWPQLGAGY . G

455. 7722 989.5299 909.5284
455.7730 909.5314  909.5284 3.330
519.8007 16@37.5869 1@37.5870 -0.069 @
420.2519 838.4892 838.4913 -2.50 @
762.9279 1523.8412 1523.8461 -3.21 @
762.9283 1523.8421 1523.8461 -2.57 @
683.8937 1365.7729 1365.7769 -2.91 @
683.8942 1365.7738 1365.7769 -2.29 @
683.8M5 1365.7745 1365.7769 -1.75 @
©48.3751 1294.7356 1294.7398 -3.26 @
©48.3752 1294.7358 1294.7398 -3.07 @
©48.3752 1294.7359 1294.7398 -2.98 @

G.AVWPQLGAGY.. G
G.ANPQLGAGY..G

6. ANPOLGAGYGA .G
AWPQLGAGY. G

G. TGARFPGYGYLPGYPT . G
6. TGARFPGYGYLPGYPT . G
G. ARFPGYGYILPGYPT . G
G. ARFPGYGYILPGYPT .G
G. ARFPGVGVILPGYPT .G
A.RFPGYGVILPGYPT .G
A.RFPGYGVLPGYPT .G

A RFPQYGVILPGVPT . G
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©48.3755 1294.7365 1294.7398 -2.51 @ ®.31 A.RFPGVGVILPGYPT . @
©48.3758 1294.7370 1294.7398 -2.13 @ ©.019 A RFPGVGVILPGYPT .&@
©48.3759 129%4.7373 1294.7398 -1.94 @ ©.035 A RAPGVGVILPGVPT .G
©48.3761 1294.7376 1294.7398 -1.66 @ ®.18 A.RFPGVGVILPGYIPT . @
©48.3761 1294.7376 1294.7398 -1.66 @ ©.019 A.RFPGVGVILPGYPT .G

48.3766 1294.7387 1294.7398 -0.81 @
©48.3767 1294.7389 1294.7398 -0.72 @
©48.3771 1294.73% 1294.7398 -0.15 @
©48.3773 1294.7400 1294.7398 0.13 @
A48.3776 1294.7406 1294.7398 0.60 @
©48.3780 1294.7414 1294.7398 1.27 @

A RAPGVGVILPGYPT .G
A RAPGVEYVILPGVIPT .G
A.RFPGVGVILPGYPT .G
A RFPGVGVILPGYPT .G
A RAPGVGVILPGYPT .G

sssess
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.31 A RFPGUGYLPGYPT .G
648.3782 1294.7419 1294.7398  1.64 © .1 A RFPGUGYLPGYPT .G
913.9766 1825.9387 1825.9363  1.29 @ 0.0013 A FSGIPGYGPFGGUUPGYPL .G + Oxidbttian (P)
796.9250 1591.8354 1591.8359 -0.29 0 0.14 S GIPGUGPFGGOUPGYPL .G + Oxidation (P)
796.9251 1591.8357 1591.8359  -0.14 © 0.0025 S. GIPGUGPFEGOQPGYPL .G + Oxidmtion (P)
.40 © 0.039 5. GIPGUGPFGGOQPGYPL .G + Oxidation (P
836D 0.63 0 0.00014 S GIPGUGPFEGOUPGYPL .G + Oxidation (P
797.4328 1592.8510 1592.8523  -0.76 0 0.034 6. VGEGGIPGGAGAIPGIGGLT .G + Oxidation
Q)
805.4313 16088480 1608.8472  0.510 35  0.027 1 . VGEGGIPGEAGALPGIGELT .G + 2 Oxidotian
Q)
853.4673 1704.9201 1704.9159  2.470@ 24  ©.098 1 . VGEGGIPGGAGATPGIGGLTGA. G
861.4605 1720.9065 1720.9108 -2.540 25  0.043 1 6. VGEGGIPGEAGAIPGIGEITGA. G + Oxidation
Q)
861.4610 1720.9074 1720.9108 -1.970 23 .22 1 6. VGEGGIPGGAGAIPGIGGITGA. G + Oxidotion
Q)
410886 280 - 305  1032.5426 2063.0707 2063.0648  2.84® 50 0.0027 1 . VGEGGIPGEAGALPGIGGLTGAGTPA. A + 2
Oxidmtion (P)
655.3605 1308.7064 1308.7038  2.000 25 @.11 1 A GATPGIGGITGAGTPA. A
3.210 2 0.6 i A GAIPGIGGITGAGTPA. A
1.890 23  ©.078 i M. GGELYPGGPGYRVPGA..G
-2.860 36 e.07 i T. YGVGAGGFPGYGYGA.G + Cxidimtian (P)
2530 21 0.63 i T. YGVGAGGFPEYGYGA..G + xidimtiam (P)
1.300 41 0.6041 1 T. YGVGAGGF PGYGYGAGA.G + Oxidation (P)
-1.580 28 0.0 i T. YGVGAGGF PEYGYGAGAGLGGA. S + Oxidotiam
®
S1136 423 - 433 430.2168 858.4190 &58.4195 -©.580 42  0.062 1 A GAGLGGASQM . A
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Query Start — Emnd Observed Mr(expt) Mr(calc) pem M Score  Expect Romk U Peptide
A2633 459 — 470 503.2910 1004.5674 1004.5655 1.866 32 0.032 1 i G.APGALPGAYRG.A
42634 459 — 470 503.2912 1004.5679 1004.5655 2400 41 0.0034 I U G.AVPGALPGAYPG.A
Z251 463 — 470 341.2001 680.3856 G80.3857 -0.200 20 0.9 7 U G.ALPGAVPG.A
255 463 — 470 341.2002 ©80.3858 630.3857 0.16@® 21 1.8 3 U G.APGAPG.A
2256 463 — 470 341.2002 680.3858 GB0.3857 0.160 22 039 2 U G.ALPGAVPG.A
42796 463 — 474 510.2981 1018.5816 1018.5811 0.500 32 0.047 1 U G.ALPGAVPGALPG.A
L1BL70 479 — SO0 916.4836 1830.9527 1830.9476 2.0 26 0.025 i U G.APGAYPGYPGTGGYPGAGTPA.A + 2
J7431 483 — 500 731.3887 1460.7628 14GD. 7624 0.280 35 0.012 1 U G.AVPGYPGTGGYPGAGTPA.A
d7432 483 — SO0 731.3898 1460.7650 146D.7624 1.780 41 0.0043 I U G.APGYPGTGGVPGAGTPA.A
L7534 483 — SO0 739.3878 1476.7610 1476.7573 2470 22 i U G.AVPGVPGTGGYPGAGTPA.A + Oxidation (P)
515 — 532 763.9006 1525.7867 1525.7890  -1.47® 30 1 U AGYYGLGPOYCEPEEVGY.G
529 — 547 753.9154 1505.8163 1505.8203 -2.66® 21 i U G .GVEVGELPEEVGPGRYTGE.G
529 — 547 753.9161 1505.8177 1505.8203 -1.69® 36 i U G .GVEVGELPEEVEPGRYTGE.G
531 — 545 590.8207 1179.6268 1179.6248 1.660 24 i 0 V.GVEEPGEVGPGEYT.G
531 — 547 675.8700 1349.7254 1349.7304  -3.660 30 i U V.GVGELPERVGPGRYTGE .G
531 — 547 683.8712 1365.7278 1365.7253 1.8300 34 i W V.GUEELPGRYGPGRYTGL.G + Oxidation (P)
533 — 545 512.7759 1023.5373 1023.5350 2320 22 1 U V.GELPGRYGPGEVT.G
533 — 545 512.7760 1023.5374 1023.5350 2430 21 2 U V.GEPCEVGPGEYT.G
533 — 547 597.8282 1193.6418 1193.6G405 1.120 31 2 0 V.GEPCGGYGPGRYTGE .G
533 — 547 605.8267 1209.6388 1209.6354 2780 32 i o V.GELPERYGPGEYTGL.G + Oxidution (P)
S48 — 567 826.4163 1650.8181 1650.8214  -1.980 24 2 0 I.GTGPGTGLVPGDLGGAGTPA. A
S48 — 567 826.4176 1650.8207 1650.8214  -0.430 44 i 0 I.GTGPGTGLVPGDLGGAGTPA.A
548 — 567 826.4182 1650.8218 1650.8214 0.230 29 i U I.GTGPGTGLYPGDLGGAGTPA.A
S48 — 567 826.4184 1650.8222 1650.8214 0.5330 30 i U I.GTGPGTGLYPGDLGGAGTPA.A
S48 — 567 826.4196 1650.8247 1650.8214 2.000 40 i U I.GTGPGTGLVPGDLGGAGTPA.A
585 — 596 484.2810 966.5475 966.5498 -2.410 22 i U ANGLGAGWPELGY.G
599 — G112 561.2714 1120.5283 1120.5302 -1.70® 40 i U A GUPGFGAGAGGFGA.G
599 — G12 561.2714 1120.5283 1120.5302 -1.700 33 i 0 AGPGFGAGAGGFGA.G
599 — G14 625.3021 1248.5896 1248.5888 0.640 51 i 0 AGUPGFGAGAGGFGAGA.G
608 — 626 751.8702 1501.7259 1501.7314  -3.67® 20 i U A GHFGAGAGYPGFGAGAPG.S
615 — 626 493.2596 984.5046 9845029 1.66® 28 i w A GUPGFGAGAWRG.S
640 — 673 1278.6577 2555.3009 2555.2882 4.960 44 i 0 A GOLCEPGELGEPGELEGPEEFGEPEGELGEYPGEY . A
655 — 673 726.8616 1451.7087 1451.7158  4.880 20 i U L.GEPCEFGGPGGELEEYPGRY.A
664 — 675 457 . 2404 0410 26 i v P.GOLGEVPGEYAG.G + Oxidation (P)
664 — 675 457 . 2410 0.990 27 I 0 P.GALGEYPGEYAG.G + Oxidation (P)
692 — 703 510. 7593 0.440 20 2 U A.QYGLGGAGELGA.G
692 — 703 510. 7595 0.740 &9 i w AQYGLGGAGELGA.G
692 — 708 688.3527 1.24 @ i U AQYGLGGAGELGAGELGA.G
692 — 708 688.3538 2.830 i v AQGLGEAGELGAGELGA.G
692 — 713 865.9412 -3.980 88 i 0 AQYELGGAGEL GAGGLGAGELGA.G
692 — 713 865 Y444 0310 97 i U AQYGLGEAGELGAGELGAGELGA. G
692 — 713 865.9457 1729.8769 1729.8748 1.250 73 i w AQYGLCEAGELGAGELGAGGELGA.G
692 — 713 865.9460 1729.8774 1729.8748 1.530 50 i 0 AQYELCGAGE GAGGLGAGELGA.G
692 — 718 1043.5377 2085.0609 2085.0603 0.260 30 2 0 AQYELEGAGELGAGGLGAGELGAGGLGA. G
692 — 718 1043.5381 2085.0616 2085.0603 0.610 27 i U AQYGLGEAGELGAGELGAGELGAGGELGA.G
692 — 723 1221.1350 2440.2555 2440.2459 3.900 56 i w AQYGCLCEAGGELGAGELGAGELGAGGLGAGGELGA. G
624 — 708 542.7905 1083.5664 1083.5673 -0.840 76 i 0 Y.GLGCAGELGAGGELGA.G
699 — 711 478.7607 955.5068 955.5087 -1.990 31 i U A GELGAGELGAGEL.G
699 — 713 $42.7912 1083.5678 1083.5673 0.510 51 i U A GOLGAGGLGAGELGA.G
699 — 718 720.3822 1438.7499 1438.7529 -2.100 84 i 0 A GOLGAGELGAGGLGAGGELGA.G
699 — 723 897.9750 -1.630 30 i 0 A GOLGAGELGAGGELGAGGLGAGGLGA. G
04 — 734 1138. 1134 1.830 47 i U A GOLGAGELGAGGLGAGGL GAGEL GAGGYIPG. A
709 — 734 960.521%5 3.130 27 i w A GOLGAGGLGAGELGAGELGAGGYIPG. A
74— 734 782.9227 3.940 42 I 0 A GOLGAGELGAGELGAGGYIPG. A
714 — T34 782.9243 1563.8369 -1.910 70 i U A GOLGAGELGAGGELGAGGYIPG. A
735 — 744 4142349 8264549 0.360 43 i U G.AVGLGGYSPA.A
735 — 744 414..2352 826.4549 1.090 44 i U G.AVGLGRYSPA.A
75— 773 812.4511 1622.8893 -1.080 27 i 0 AAGLGGVLGARPFPGGGVAA.R
756 — 768 599. 3426 1196. 6666 3.360 @6 i U A GLGEVLGARPFPG.G
756 — 771 705.8929 1409.7713 14@9.7780  -4.70® 41 i v A GLEGYLGARPFPGEGY.A
756 — 771 705.8930 14@9.7715 1409.7780 2 4.620@ 47 i 0 A GGEVLGARPFPEGEY.A
756 — 771 705.8931 1409.7717 14@9.7780 4450 57 i U A GLGGYLGARPFPGEGY.A
756 — 771 705.8933 1409.7721 14@9.7780  -4.180® 55 i v A GLEGYLGARPFPGEGY.A
756 — 772 7414111 1480.8077 1480.8151 2 4.97 0@ 50 i 0 A GLEGGVLGARPFPEGGVA.A
756 — 772 741.4118 1480.8091 1480.8151 2 4.67@ 59 i 0 A GLGGVLGARPFPGGGVA.A
756 — 772 741.4127 14830.8109 1480.8151 -2.830 36 i U A GLGGYLGARPFPGGGYA.A
756 — 772 741.4131 1480.8116 1480.8151 -2.340 21 i 0 A GLEGVLGARPFPEGGVA.A
756 — 773 776.929 1551.8446 1551.8522  4.900 48 i 0 A GLGGVLGARPFPGGGVAA.R
756 — 773 776.9299 1551.8452 1551.8522 4510 50 i U A GLGGYLGARPFPGGGYAA.R
756 — 773 776.9300 1551.8454 1551.8522 4350 55 i w A GLGGYLGARPFPGGGYAA.R
76 — 773 776.9313 1551.8480 1551.8522 2 -2.70 0 43 i 0 A GLGGVLGARPFPGGGVAA.R
758 — 768 514.2888 1026.5630 1026.5611 1.830 31 i U L.GOVLGARPFPG.G
758 — 771 620.8426 1239.6706 1239.6724  -1.460 32 i U L. GEVLGARPFPGGGY.A
758 — 771 620.8433 1239.6720 1239.6724  -0.380 45 I 0 L.GEVLGARPFPGGGY.A
78 — 772 656.3605 1310.7064 1310.70%5  -2.410 26 i 0 L. GEVLGARPFPGGGYA.A
758 — 772 656.3643 1310.7140 1310.7095 3.370 30 i U L.GOVLGARPFPGGGYA.A
758 — 773 691.8801 1381.7456 1381.7467 -0.780 26 i v L.GEVLGARPFPGGGVAA.R
=8 — 773 691.8815 1381.7485 13B1.7467 1.340 21 i 0 L.GGVLGARPFPGGGYAA.R
764 — 771 393.7151 785.4157 785.4184  -3.510 25 i U ARPFPGGGY.A
764 — 771 393.7161 785.4176 785.4184 -1.100 22 0.2 i W ARPFPGGGY.A
764 — 771 393.7161 785.4176 785.4184 -1.100 25 2.7 3 U ARPFPGGGY.A
764 — 771 393.7162 785.4178 785.4184 -0.790 28 .13 1 U ARPFPGGGY.A
764 — 771 393.7164 785.4182 785.4184 -0.250 34 0.064 1 W A RPFPGGGY.A
764 — 771 393.7168 785.4190 785.4184 0.680 48 0.028 i U ARPFPGGGY.A
764 — 771 393.7170 785.4195 785.4184 1.310 45 0.047 I U ARPFPGGGY.A
764 — 772 429.2349 856.4552 856.4556 -0.370 23 ©.28 i U ARPFPGGGVA.A
772 - 782 551.3069 1100.5992 1100.5978 1.250 23 0.57 i U V.MRPGFGLSPL.Y + Oxidution (P)
772 - 791 907.9810 1813.9475 1813.9475 -0.6230 39 0.023 i W
772 — 791 907.9841 1813.9537 1813.9475 3.410 22 0.3 i W
772 — 793 986.0261 1970.@376 1970.0374 ©.6800 53 ©.00047 I L
773 - 782 507.7909 1013.5673 1013.5658 1470 20 1.2 5 w0
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Query Stmrt — Emdi

Error (ppm)

773 — 791
773 — 793
774 — 782
774 — 791
774 — 793
774 — 793

872.4613
950 .. 5074
472.2721
836. 9426
9149898
9149901

https://mascot.molbiol.ox.ac.uk/cgi/protein_view.pl?file=../data/...

Mr(calc) ppm M Score  Expect Ramk
1742.9104  -1.356 37 0.0052
1899. 0083 0.0180 27 ©.071

Y2 .. 5287 0.990 21 1.2
16718733 -1.63@ 21 0.7
1827 .9632 1.62 47 @.0044
1827 .9632 1.290 60 0.00027

RMS error 2 ppm

Mass (Da)
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Mascot: http://www.matrixscience.com/
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