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Peptide View

MS/MS Fragmentation of DSYVGDEAQSK
Found in ACTA HUNAN,_ Actin, aortic smooth nmscle O5=Homo sapiens GN=ACTAZ2 PE=1 §V=1

Match to Query 31183: 1508 680588 from(755.347570,2+) rtinseconds(1613) index(48754)
Title: Locus:1.1.1.3205.18 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches Label matches used for scoring @
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1508.681702
(apply to specified residues or termini only)

Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

09 ! Biotin:Thermo—-21345 ()

Ion=s Score: 41 Expect: 0.00015

Matche= : B/102 fragment ioms using 12 most intense peaks (help)

T B B B B o B R
| 1) 116.034219| 58.520748)| | 98023654 49.515465 D | | | 11
| 2| 203.066247|102.036761| | 185055682 93031479 S | 1394.662043 697834660 1377 635494689 321385|1376.651478 688. 3293??"1_0
| 3| 366.129576|183 568426 | 348.119011/174.563144| Y | 1307.630015 654 318646 1290.603466 645805371 1289.619450 645, 313353|_9
| 4] 465. 19?990|233 102633 | | 447.187425(224.097351| V |1144.566686 |572.786981|1127. <4m3?|<54z?3?m|1125 455121|<53 ?31599| 8
| 5| 522. 2194<4I251ﬁ13365 504 208889 252 608083 G |1045.498272 523252774 /1028 471723 514.739500 1027 487707 |514 14?492| 7
| 6| 637.246397(319.126837 | 619.2358321310.121554| D | 988.476808 494.742042| 971450259 486228768 970.466243 485736760 ﬁ
| 7| 766.288990|383.648133 | 748.278425/374.642851| E | 873.449865 437228571| 856.423316|428.715296 855. 43930& 428223288/ 5

| 8 837.326104|419.166690] | 819.315539/410.161408| A | 744.407272 372.707274| 727. 38[}?’?3|354194DD[}| 726396707 |363.701992| 4
| 9]1276 551430|638 779353 | 1259 524881 630.266079 | 1258 540865 620.774070| Q | 672.370158 337188717 656 3435&9|323 675443 655359593 |328.183435| 3 3|
|1u|1353 583458|682 295367|1346.556909 673.782093 | 1345572893 |673.290085| S | 234.144832(117.576054] 217.118283109.062780| 216.134267|108.570772| 2
11| | | | | K | 147.112804 74.060040 133.&35255| 65.546765 1
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NCBI BLAST search of DSYVGDEAQSK

(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()
Other BLAST web gateways

All matches to this query

Score  Mr(cal): = Delta |
1414 |1508.681702|-0.001114 DSYVGDEAQSK |
06 |1508.690277 -0.009689| GGRGGMGGSDRGGENK |

Sequence |

| Mascot: hitp/www matroiscience.com/
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Peptide View

MSMS Fragmentation of SYELPDGQVITIGNER
Found in ACTA HUNAN,_ Actin, aortic smooth mmscle O5=Homo sapiens GN=ACTAZ2 PE=1 5V=1

Match to Query 45556: 2101 053972 from(701.358600,3+) rtinseconds(2633) index(54278)
Title: Locus:1.1.1.3559 6 File:"2013-07-02 CLN EXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Plot from |1EIEI

Label all possible matches O

to [1900

Full range

Da

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(cale): 2101.051376
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
08 ! Biotin:Thermo—-21345 ()
Ion=s Score: L4 Expect: 0.00012
Matches : 34/164 fragment ions using 76 most intense peaks (help)
) ++ | - | WA 0 0+ | - N = e 0 0+ |u
# b | ¥ b b b b Seq. ¥ ¥ ¥ | ¥ y ¥ il
| 1 88039304| 44523290 | 70.028739| 35518008, S | | élﬁ
| 2| 251.102633|126.054954 | 233.092068 117.049672| Y | 2015.026640 1008.016958|1998.000091999.503683 | 1997.016075 999.011675 |15
| 3| 380.145226190.576251 | 362.134661/181.570969| E | 1851.963311| 926.485204]1834.936762(917.972019|1833.952746/917.480011 |14
| 4| 493. zzyzyulzd,? 118283 | | 475218725/238.113001| L |1722.920718 | 861.963997 1705. 894159'343 450?22|1?r;}4 910153/852.958714 13
| 5 59&2820<4|295 644665 572271489 |286.639383| P |1609.836654 | 805421963 |1592.810105|796.908691|1591 826089|796 41668212
| 6] 705. 308997|353.158137 | 687.298432344.152854| D |1512.783890 | 756.895583|1495.757341 748 382309|1494.773325(747.890300 11
| 7| 762.330461|381.668869 | 744319896 372.663586| G |1397.756947 | 699.382111 1380.730398 |690.868837|1379.746382|690.376829 10
| 8/1201.555787|601.281532 | 1184.529238 592, ?532%?]1133_54::::592 276249| Q |1340.735483 | 670.871379 1323708934 662.358105 | 1322.724918 |661. 866[}9?| 9
| 9/1300.624201|650.815739|1283.597652 642302464 | 1282.613636|641.810456| V | 901510157 | 451.258716| 884483608 442.745442 | 333_499592'4412%3434| 8
10 1413.708265 | 707.357771 1396 681716 698 844496 1395, 59?mc}|593 3%2433| I | 802441743 | 401.724509| 785415194 (393211235 784.431178(392.719227| 7
11|1514.755944757. 88161t}|149? 729395|749.368336| 1496.743379|748.876328| T | 689.357679 | 345.182478| 672.331130(336.669203| 671.347114/336.177195 6
|IZ|162?_84DDD8|814_423642!161[}_813459|8D:_910358!16!3!9_829443|895_4183J9| I | 588.310000 | 294.658638| 571283451 286.145363| 570.299435 285.653355| 5
13/1684.861472|842.934374 1667.834923 834 421099 1666.850907 833.929091 G | 475.225936  238. 1155n5| 458.199387|229.603331 | 457.215371|229.111323| 4
114/1798.904399|899.955837 | 1781.877850 891 442563 1780893834 890.950555| N | 418.204472| 209.605874 401177923 201.092600| 400.193907 200.600592| 3
1151927.946992 964 477134 |1910.920443 |955.963860 1909.936427 955471851 E | 304161545 | 152584411  287.134996 144.071136| 286.150980 143.579128 2
16/ | | | R | 175.118952 | 88063114 158092403 79549839 E
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NCBI BLAST search of SYELPDGQVITIGNER
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery
Score  Mr(cal)): = Delta Sequence
| 539 |2101.051376 i 0.002596 | SYELPDGQVITIGNER

T
1500
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Mascot: http:/worw matrivscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MSMS Fragmentation of VNCLQTR
Found in AFAM HUNMAN, Afamin OS=Homo sapiens GN=AFM PE=1 SV=1

Match to Query 21766: 1200613808 from(601 314180 2+) rtinseconds(1506) index(2416)
Title: Locus:1.1.1.3094 9 File-"2013-07-02 CLN EXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IZUU Da Full range

Label all possible matches (' Label matches used for scoring @
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WLu10] jS1ele} 4o} [atule} B0 Faele] Es1ul0] = 1410] Aoy ihiele} 1200
Monoisotopic mas= of nemntral peptide Mr(cale): 1200.610733
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
05 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 35 Expect: 0.0037
Matches : 11/58 fragment ions using 22 most intense peaks (help)
|# b | h—H— | b* | h*-H- hﬂ | | : ++ e ‘ a1+ | (1] 0+ E
_ | _ Seq. ¥ ¥ ¥ | ¥ ¥ y i
1) 100.075690| 50541483 | | v | | |?
|z 214 118617(107 562947 197.092068 99 049672 | | N |1102.549597 551 778437|1085 523048 |543 2651621084 539032542 773154 /6
13| 374.149266/187.578271 | 357.122717|179.064997 | | C | 988.506670 |494.756973| 971480121 486243698 970496105 435_?51591::
|4| 487.233330|244.120303 | 470.206781 235.607029| | | L | 828.476021 |414.741649| 811449472 406.228374| $10.465456 405.736366 4
5| 926458656 |463.732966 909432107 455219692 | Q| 715.391957 |358. 19951?| 698.365408 349.686342 | 697 381392|349.194334 3
iﬁl 027.506335|514. 2568[}6|1D1D4?9?86 505.743531|1009.495770|505.251523| T | 276.166631 |138. 5359=3| 259 140082 130.073679| 258.156066 129 5816712
17| | | | i | | R | 175.118952 | 88.063114| 158.092403| 79.549839| 1
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NCBI BLAST search of VNCLOQTR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

iﬂmm Mr(calc): | Delta | Sequence
346 1200.610733|0.003075 |[VNCLQTR

82 |1200.628479|-0.014671 MVAALLGGGGEAR
25 |1200.603333/0.010475 |GRIAEPSVCGR
24 |1200.617233/-0.003425 VMEETPNILR

16 |1200.611191/0.002617 'HDSHLAKHTR

1.2 |1200.603333/0.010475 |SQEGRGTR

Mascot: hitp/www matroiscience.com/
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MS/MS Fragmentation of GQCIINSNK
Found in AFAM HUMAN. Afamin OS=Homo sapiens GN=AFM PE=1 SV=1

Match to Query 25333 1343 669708 from(672.842130 2+) rtinseconds(1588) index(2895)

Title: Locus:1.1.1.3122 24 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to |1400

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nemntral peptide Mr(cale): 1343.66E8961
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
WVariable modifications:
02 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 46 Expect: 0.00043
Matches : 15/78 fragment ions using 24 most intense peaks (help)
|E b | b b | — | B0 | B+ Sﬂq.! ¥ v - e ‘ 30 SO+ 'f
1 58028740 29518008 | | | G | | 9
2| 497.254066 |249.130671| 480227517|240.617397 | | Q |1287.654789 644 331033 1270.628240 635 817758 | 1269 644224 635 325750 8
13| 657.284715 |329.145996| 640258166 320632721 | | C | 848.429463 424.718370 831402914 416205095 830418898 4157130877
4| 770.368779 |385.688028| 753.342230(377.174753 | | I | 688.398814|344.703045 671.372265 336.189771| 670.388249 335.697763 |6
5| 883.452843 442230060 866426294 433716785 I | 575.314750 288.161013| 558288201 279.647739| 557.304185 2?9_155?31§5i
6 997.495770 |499.251523| 980.469221/490.738249 | N | 462.230686/231.618981 | 445204137 |223.105706| 444.220121|222.613698 4|
|7|1084.527798 |542.767537 1067 501249 534254263 | 1066 517233 |533.762255| S | 348.187759174.597517| 331.161210 166084243 | 33&.1??194!155_592235§3|
'8(1198.570725 |599.789001 | 1181.544176 591275726 |1180.560160/590.783718| N | 261.155731|131.081503| 244.129182 122 568229 iz‘
9 | | K | 147.112804| 74.060040 1300862335 65546765 il
‘o . % e e
S R T e =3
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FMZ ertor 48 ppm Mazs cha FM= errar 48 pom Mazs C0al

NCBI BLAST search of GQCIINSNE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|Soure

. Mr(calc): | Delta | Sequence
1464 |1343.668961/0.000747 |GQCIINSNK

9.8 |1343.654358/0.015350 |QSLNQFMAVYK
172 |1343.661575/0.008133 |KISSKGHCQGDK
6.6 |1343.661591/0.008117 |GIGTGHTSMNKGGK
3.7 |1343.636876/0.012832 | TNLDESDVQPVK
33 |1343.679306|-0.009598 QAQSRAQEALDK
126 |1343.687378|-0.017670 KGFEFNLSFQK

23 |1343.665604/0.004104 |GTSQLSAWHMVK
117 |1343.686707 -0.016999 QPSSAKSSNK

1.7 |1343.657745/0.011963 |QGGEPVSTMK

Mascot: hitp/www matriscience .com/
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Peptide View

MS/MS Fragmentation of EQQDSPGNK

Found in AZAP HUMAN, Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3

Match to Query 24735 1312610848 from(657.312700.2+) rtinseconds(

1162) index(575)

Title: Locus:1.1.1.2974.11 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I13[]EI Da Full range
Label all possible matches (' Label matches used for scoring @
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Monoisotopic mas=2 of nentral peptide Mr(cale): 1312.608139
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
02 ! Biotin:Thermo—-21345 ()
Ion=s Score: 41 Expect: 0.000B6
Matches : 19/86 fragment ions using 36 most intense peaks (help)
4 » | vt | B | | % s ¥y | | oy | g ¥ | P
1| 130.049869| 65528572 | | 112.039304| 56523290 E | | | | | | 9

569.275195 (285 141236 552248646276 627961

d1.254630!2?5.135953! Q I1184 5?2834|592 ?9[}055“16? 546285 584 ZTETBDIIIEE 562269|<83 ?84??2|8

13| 697.333773(349.170525 | 680307224 340.657250| 679.323208(340.165242) Q | 745.247508 |3?3 177392| 728320059 364.664117| 727. 335943|3541?21n}9|?
4| 812.360716|406.683996  795.334167|398.170722| 794.350151 397.678714| D |61?2339.£'t? 309. 143103| 600, "'62381|3DD 5348”8| 599.278365 300.142820 6
5| 899392744/450200010 882366195 441686736 881382179 441194728 § | | 485235438 [243. 12135?| 484, 151422&42 629349 5
'E| 996.445508 |498.726392 | 979.418959|490.213118| 978.434943|489.721110| P |415229?59 2D8_11861?| 398 203410/199.605343 | 4
17/1053.466972|527.237124 1036.440423 | 518.723850| 1035 456407 518231841 G | 318.177195 159592235 301.150646 151.078961 3
18/1167.509899|584.258587 1150483350 575.745313|1149.499334 575253305 | N | 261155731 |131.081503| 244.129182 122.568229)| | 2
9| | | | | | K | 147.112804 | 74.060040| 130.086255 65546765 | 1
5 0.04—: ——————————————————————————————————————————————— f% R T e
=i — S ———— 5
i I RO VN Vi A T £ 0 e ieeinte i e
B e s s s e S s T T
o 2%0 LR ééﬁ G ?éﬂ SRR 1050 I et s 2%0 e 5&0 ARG ?éﬂ e 1050 I
FMZ ertor 29 ppm Mazs cDay FMZ errar 29 pom Maszs (Day

NCBI BLAST search of EQQDSPGINK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|S-uure| Mr(calc): | Delta | Sequence
|4D 8 |1312 608139 D 002709 EODDSPGN‘E&
!22.7" |1312_6[}8139D.DDZ?DQ,EDODSPGTE&

Mas

cot: hitp:www matrixscience com/
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Peptide View

MSMS Fragmentation of LGNQEPGGQTALK
Found in A2AP HUMAN, Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3

Match to Query 35000: 1622.824388 from(812.419470 2+) rtinseconds(1609) index(61697)

Title: Locus:1.1.1.3039.15 File"2013-07-02 CLN FXIIT 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

to |2200

Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(cale): 1622.245016
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
09 ! Biotin:Thermo—-21345 ()
Ion=s Score: 64 Expect: B.oe-006
Matches : 37/126 fragment ions using 74 most intense peaks (help)
++ | - | A 0 | - ++ - e 0 0+ |u
# b | B b b b Seq. ¥ ¥ ¥ ¥ |y y #
| 1) 114.091340| 57549308 | | L | :13
| 2| 171.112804| 86.060040| | | | G |1510.768241 |755 887759|1493 741692 |747.374484 1492 757676 | 746 882476 12
| 3| 285.155731|143.081504 268 129182 134 568229 | | N |1452.746777 727377027 |1436.720228 | 718 863752 |1435.736212|718.371744(11
| 4| 413.2143I]£I|2D?.11t}?93| 396.187760|198.597518 | | Q |1339.703850 670355563 |1322.677301 661.842289|1321 693285 661.350281 |10
| 5| 542.256902271 632089 525230353|263.118815| 524246337|262.626807| E |1211.645272 |606.326274|1194 618723 597.813000 1193 634707 597.320991| 9
| 6 639.309666|320.158471| 622283117 311.645197| 621299101 311.153189| P |1082.602679 541 804978 1065576130 /533291703 |1064 592114 |532.799695 | 8
| 7| 696.331130|348 669203 | 679.304581/340.155929| 678.320565 339.663921 G | 985.549915 493 278596 968 523366 484765321 967 539350 484 273313| 7
| 8| 753.352594(377.179935 736.326045 368.666661| 735.342029|368.174653| G | 928.528451 464767864, 911.501902|456.254589| 910.517886 455.762581| 6
| 9/1192.577920(596.792598|1175.551371 588279324 | 1174.567355|587.787316| Q | 871506987 |436257132) 854.480438 427.743857| 853496422 427.251849| 5
1101293.625599 647316438 | 1276.599050 638.803163 | 1275.615034|638.311155| T | 432.281661 |216.644468) 415255112 |208.131194| 414.271096 207.639186| 4
11|1364.662713|682.834995 | 1347.636164|674.321720 1346 652148 |673.829712| A | 331.233982 |166.120629 314.207433 157.607354 |3
|12|1477.746777 739377027 | 1460.720228 | 730.863752 | 1459.736212|730.371744| L | 260.196868 130.602072| 243170319 122088797 | 2
13 | | K | 147.112804 | 74.060040| 130.086255| 65.546765 | 1
E rg_ 0 S fe--—a-m- T L e g ST e i -l___.E.-__._n___'L._.___
‘E— A T oo 3 it i e ‘E— T e T S S S BTty
1 e B B B B R B R R R R R R R R R R
L —————_———
T T T 560 T T T T 10::,0 T T T T 15::,0 1 1 T T T 560 T T T T 10::)0 T T T T 15::,0 1
RFMZ ertrar 41 ppm Mazs cDa? RMz errar 41 ppm Mazs cDa?

NCBI BLAST search of LGNQEPGGQTALK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this gquery

Score  Mr(calc): Delta Sequence

63.7 |1622.845016|-0.020628| LGNQEPGGQTALK
1162 |1622.845016 -0.020628 LGNQEPGGQTALK

92 |1622.802094/0.022294 |MAPPEPAGSRQR

92 |1622.813324/0.011064 [NGLAQRMSHGNK
179 |1622.8007510.023637 |MAVQESAAQLSMTLK
7.0 1622820511 0.003877 |FPPEASGYLHIGHAK
56 |1622.831085 -0.006697 GLNPNPSHQMTKRK
3.8 |1622.837601 -0.013213 SQSEKQTYLEVRR
116 |1622.819855(0.004533 |NSSPRMPHLAVATDK

Mascot: hitp/vwww . matriscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of QLTSGPNQEQVSPLTLLK
Found in A2AP HUMAN. Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3

Match to Query 48425: 2263 217202 from(755 413010,3+) rtinseconds(2582) index(8287)
Title: Locus:1.1.1.3469 8 File:"2013-07-02 CLN EXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to 1700

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

2263.224594
(apply to specified residues or termini only)

08 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 28 Expect: 0.0047
Matches : 35/194 fragment ions using 83 most intense peaks (help)
# » | ot | ow | o b Sea ¥ ¥ S I i N i
| 1) 129.065854| 65.036565 112.039305 56.523291 | | | | 18
| 2| 242149918 121.578597| 225.123369 113.065323 | | L | 2136.173304 1068 590290 2119.146753 1060.077015 2118 162739 1059 585007 |17
| 3| 343.197597| 172102437 326171048 163.589162| 325187032 163.097154 T | 2023.089240 1012.048258 2006062691 1003 534984 2005 078675 1003 ng?mﬁ
| 4] 430.229625| 215.618450| 413.203076| 207.105176 412.219060| 205.513153| |1922 041561| 961.524419 1905.015012| 953.011144 1904.030996| 952.519136 15
| 5| 487.251089| 244.129182| 470.224540| 235.615908| 469240524 235.123900| |1335 009533| 918.008405 1817.982984| 909 493130 |1816.998968 909.003122|14
| 6 584303853 292655565 567.277304| 284.142290| 566.203288| 283.650282| P | 1777.988069 £89.497673|1760.961520  880.984398(1759.977504| 880.492390(13
| 7| 698.346780| 349.677028| 681320231| 341.163753 680.336215) 340.671745 N | 1680.935305| 840.971291)1663.908756 832.458016|1662.924740  831.966008|12
| 8/1137.572106| 569.289691|1120.545557| 560.776416/1119.561541| 560.284408| Q |1566.892378 | 783.949827 1549.865829| 775.436553|1548.881813 ??494454{11
| 9/1266.614699| 633.810988 1249.588150| 625.297713|1248.604134| 624.805705| E |1127.667052 | 564337164|1110.640503 555.823890(1109.656487| 555.331882|10
110/1394.673277| 697.840277|1377.646728| 689.327002 1376.662712] 688. 334994' | 998.624459 | 499. 81‘858| 981597910 491302593 980.613894  490. gm%s-ﬁl 9
111493741691 | 747.374484|1476.715142| 738.861209(1475.731126| 738. 3591n1| | 870.565881 | 435786579 853.539332| 427.273304| 852555316 426.781296| 8
12[1580.773719) 1563.747170| 782.377223|1562.763154| 781.885215| S | 772.497467 | 386252372 754.470918| 377.739097 753.486902| 377.247089| 7
1131677826483 s39.415330i1550_?99934 830.903605|1659.815918| §30.411597 P | 684.465439 341?35353] 667438890 334223083 666434874 333731075 6
114/1790.910547| 895.958912(1773.883998| 887.445637|1772.809982| 886.953629| L | 587.412675 294209976 570386126 285.696701| 569.402110| 285.204693| 5
|15|1391953225| 946.482751 1874.931677| 937.969477 1873.947661| 937.477469| T | 474328611 | 237.667944| 457.302062| 229.154669| 456318046 228.662661 4
|1|5i:m}< 042290|1003.024783 |1988.015741| 994.511509|1987.031725| 994.019501| L | 373.280932 | 187.144104| 356254383 178.630830 E]
17|2118.126354|1059 566815 2101 099805/ 1031 053540 (2100.115789 1050 561532 L | 260.196868 | 130.602072| 243170319 122088798 | | 2
Iﬁ| | | | | K | 147.112804] 74.060040| 130.086255 65.546765 | [ 1
e =
o e e e e e e e e e e
E s . S P . ST O E R e T R L R o SR SR L S R 2
= e L

e e

REMS error 55 ppm

Mazs CDad

NCBI BLAST search of QLTSGPNQEQVSPLTLLK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

T
1500
RHs

Score  Mr(calc):  Delta

Sequence

1281 [2263.224594/-0.007392| QLTSGPNQEQVSPLTLLK

134 12263224594

-0.007392 i QLTSGPNQEQVSPLTLLK

96

12263 224594

-0.007392 I QLTSGPNQEQVSPLTLLK

132

12263224594

-0.007392 ! GLALSSNEVESVVMVVEDNEK

error 55 ppm

T
1500

Mazs (Dal

Mascot: hitp/vwww. matriscience.com/




MATRIX
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Peptide View

MS/MS Fragmentation of ELKEQQDSPGNKDFLQSLK
Found in A2AP HUMAN. Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3

Match to Query 52691: 2514 291496 from(629 580150 4+) rinseconds(1911) index(4686)
Title: Locus:1.1.1.3235 24 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to [1800

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:
! Biotin:Thermo—-21345 (0}
Ion=s Score: 43 Expect: 0.0014

Q16

2514.278793
(apply to specified

regidues or termini only)

Matches : 24/208 fragment ions using 44 most intense peaks (help)
# ® | v | ow | o b Sea v ¥ I i N i
| 1) 130.049869| 65528572 | 112.039304) 56523290 E | | 19
| 2| 243.133933| 122.070605 | | 225123368| 113.065322) L | 2386243508 1193625392 2369 216959 1185112117 2368 232943 1184 62010918
| 3] 371.228896| 186.118086| 354202347 177.604812| 353218331| 177.112804) K | 2273.159444/1137.083360|2256.132895 1128.570085|2255.148879|1128.078077 17
| 4] 500271489| 250.639383| 483244940| 242.126108| 482260924 241634100 E | 2145.064481 1073 035878 2128.037932|1064.522604 2127.053916 1064.030596 |16
| 5| 628330067| 314668672 611303318| 306155397 610.319502| 305663389 Q | 2016.021888 1008 514582 1998 995339 1000.001308 1998 011323 999 50930015
| 6| 756.388645| 378.697961| 739.362096| 370.184686 738378080 369.692678) Q | 1887.963310| 944485293 |1870.936761| 935.972019 1869.952745 935.480011|14,
| 7) 871415588| 436211432| 854389039 427.698158| 853405023 | 427.206150) D | 1759.904732| 880456004|1742.878183| 871.942730(1741.894167| 87145072213
| 8 958.447616| 479.727446| 941421067 471214172| 940437051| 470.722164| S |1644.877789 | 822.942533|1627.851240| 814.429258|1626 867224| 81393725012
| 9/1055.500380| 528253828 |1038.473831| 519.740554 1037.489815| 519.248545 P |1557.845761 | 779.4265191540.819212| 770.913244 |1539.835196| 770.421236|11
1101112521844 556.764560|1095.495295| 548.2512851094.511279| 547.759277| G |1460.792997 | 730.900137|1443.766448| 722386862 1442782432 721.894854|10
11/1226.564771| 613.786023|1209.538222 605.272749|1208.554206| 604.780741| N |1403.771533 | 702.389405|1386.744984 | 693 876130|1385.760968| 693384122 9
12/1354.659734| 677.833505 1337.633185| 669.320230/1336.649169| 668.828222| K | 1289.728606| 645367941 1272.702057 636.854667 1271.718041| 636.362659| 8
13[1469 686677 | 735346976 1452.660128| 726 833702|1451.676112) 726341694 D |1761.633643 | 581320460 1144607094 572807185 1143623078 572315177 7
14/1616.755091| 808 881184|1599.728542| 800.367909|1598 744526  799.875901| F |1046.606700 | 523 806988 /1029580151 515.293714|1028 596135 514.801706 6
15/1729.839155| 865.423215|1712.812606] 856.909941 1711.828590| 856.417933| L | £99.538286 | 450272781| 882511737 441.759507| 881527721| 441267499 5
16/2169.064481|1085.035878 |2152.037932 1076 522604 | 2151.0539161076.030596| Q | 786.454222 | 393.730749| 769427673 385217475| 768443657| 384725467 4
11712256.096509 | 1128.551892 2239.069960| 1120.038618|2238.085944|1119.546610| S | 347.228896  174.118086 330202347 165.604812| 329.218331| 165.112804| 3|
118/2369.180573 | 1185093925 2352 154024/ 1176 580650 2351 170008 | 1176 088642 L | 260.196868 130.602072| 243170319 122088798 | 2/
19 | | | | | | K | 147.112804) 74.060040| 130.086255 65.546765| (1

R L e e e e e -
% Qﬂz;:_____________r_______!___1 ____________ :-;--._ % -2 o i
7 ] ’ o * E 7
=R i _______________________________________________ ¥ R e R L R e T e e Do

-0 AT ——

RMz

ertar 96 ppm

NCBI BLAST search of ELKEQOQDSPGNEDFLOQSLK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

T
1800
Mazs c0a

RMZ errar 96 popm

Score  Mr(calc): ~ Delta |

Sequence

!43.1 |2514_2?8?93|D.012?D3EELKEDDDSPGPH{DFLDSLK!

T
1500

Mazs C0a2

Mascot: hitp/www matriscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of QLTSGPNQEQVSPLTLLK
Found in A2AP HUMAN. Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3

Match to Query 53209: 2574 394182 from(859.138670.3+) rtinseconds(2712) index(2086)
Title: Locus:1.1.1.3514 21 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |2EIEI

Label all possible matches

to 1700
Y

Da

Full range

Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

2574.391342
(apply to specified residues or termini only)

08 ! Biotin:Thermo—-21345 ()
Q10 : Biotin:Thermo-21345 (Q)
Ion=s Score: 35 Expect: 0.0054
Matche= : 11/194 fragment ions using 15 most intense peaks (help)
# 0w | s | » | ¥ | B Sea ¥ v = e
| 1) 129.065854| 65.036565 112.039305 56.523291 | Q | 18
| 2| 242149918 121.578597| 225.123369| 113.065323 | | L | 2447.340052|1224.173664 2430313503 1215.660389(2429.329487 1215168381 | 1_?
3| 343.197507| 172102437 326.171048| 163.589162| 325.187032| 163.097154) T | 2334255088|1167.631632 2317220439 | 1159.118357|2316.245423 1158 62634916
| 4] 430.229625| 215.618450| 413.203076) 207.105176 412.219060| 205.513153| S |2233.2us309|111? 107792|2216.181760 1108. <94513|221< 197744 1108.102510|15
5| 487251089| 244.129182| 470224540 235.615908| 469.240524| 235123900 G | 2146176281 1073.591778 2129.149732 1065.078504 |2128.165716|1064.586496 14
| 6| 584303853 292655565 567.277304| 284.142290| 566.203288| 283.650282| P | 2089.154817 1045.081046/2072.128268 | 1036.567772(2071.144252|1036.075764[13
| 70 698346780 349.677028 | 681.320231] 341.163753| 680.336215| 340.671745 N | 1992.102053 996554665 1975.075504  988.041390(1974.091488| 987.549382|12
| 8/1137.572106| 569289691 1120.545557| 560.776416 1119.561541| 560.284408 Q | 1878.059126| 939.533201 1861.032577  931.019927 1860.048561  930.527919|11
| 911266.614699| 633.810988 1249 588150| 625297713 1248.604134 624. gnsmsl E (1435833800  719.920538|1421.807251| 711.407264|1420.823235| 710.915256/10
101705.840025| 853423651 1688.813476| 844910376 1687.829460 844418353| Q 1309.791207 | 655.399242(1292.764658 646.885967 1291.780642| 646.393959| 9
111/1804.908439| 902.957858|1787.881890| 894.444583|1786.897874| 893.952575| V | 870.565881 | 435.786579| 853539332 427.273304| 852555316 426781296 8
12/1891940467| 946 473872 1874 913918| 937.960597| 1873 929902 93?_453539| S | 771.497467 | 386.2523?2| 754470918 377.739007| 753486902 377. 24?(}39|_
13[1988 993231| 995.000234 1971966682 986486979 1970982666 985994971 P iﬁSi:fﬁﬂ? 341_';35353| 667.438890| 334.223083 666.454874 333. ?310?5| 6
11412102.077295 | 1051.542285 | 2085.050746| 1043.029011|2084.066730|1042.537003| L | 587.412675 | 294209976 570386126 285.696701| 569.402110| 285204693 5
11512203.124974/1102.066125 2186.098425|1093.552850|2185.114409|1093.060842 | T | 474.328611 | 237.667944] 457302062 229.154669| 456318046 228.662661| 4
1612316209038 |1158.608157 2299.182489|1150.094882|2298.198473|1149.602874| L | 373280932 187.144104 356254383 178.630830) E]
1712429293102 1215.150189 2412.266553 | 1206.636914|2411.282537(1206.144906| L | 260.196868) 130.602072 243.170319 122.088798] | |2
18| | | | | | 147.112804| 74.060040| 130.086255 65.546765 | [ 1
i - | ] L
? e e e e i i’:
5 : - L~ I e R
R L e e e e o b

c B e O e R e e

T
a1l
REMS error 23 ppm

Mazs CDad

NCBI BLAST search of QLTSGPNQEQVSPLTLLK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

Score Mr(cale):  Delta |

Sequence

349 [2574.391342(0.002840| QLTSGPNQE QVSPLTLLK

318 12574391342

1152 |2574.391342|

0.002840| QLTSGPNQEQVSPLTLLK |
0.002840| QLTSGPNQEQVSPLTLLK |

T
o

RHS error 23 ppm

Mazs (Dal

Mascot: hitp/www matrbiscience.com/




MATRIX
{SCIENCE} MﬂSCOt SEHI'C]I RESllltS

Peptide View

MSMS Fragmentation of GFPIKEDFLEQSEQLFGAKPVSLTGK
Found in A2AP HUMAN, Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3

Match to Query 58680: 3175.702176 from(794 932820 4+) rtinseconds(2771) index(39743)
Title: Locus:1.1.1.3597.17 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from

0

to |3000

Da
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Label all possible matches (' Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carkbamidomethyl (C)

Variable modifications:

Q11

! Biotin:Thermo—-21345 ()

Ion=s Score: 40 Expect: 0.0016

Matches

3175.662750
[apply to specified residues or termini only)

1 147278 fragment ions using 37 most intense peaks

(help

e

b

b

b

="

}JD

iﬂ&++

Seq.

.

L
¥

.

¥

T

Fﬂ

0+
y

5

58.028740| 29518008

G |

%

F | 3119.648573

1560327924/

3102.622024

1551.814650

3101.638008

1551.322642[25

302.149918| 151.578597

P 2972580159

1486.793717]

2055553610

1478.280443

2954 569554

147778843524

|
205.097154| 103.052215| |
|
|

415233982 208.120629

543 328945

272168111

I | 2875527395

1438267335

526.302396

263654856

K | 2762443331

1381.725303

2858 500846

1429754061

2857 516830

11429.262053 23

2745 416782

1373.212029

2744 432766

1372.720021|22

672.371538

| 336.689407

655.344985

328.176133

| 654360973

| 327684125

E | 2634348368 1317.677822(2617.321819

1309164547

2616337803

1308.672539|21

787.398481

394202879

770.371932|

385.689604

769.387916

385.197596 |

D | 2505.305775|1253.156525|2488.279226

1244 643151

2487.295210

1244 151243 20

934 466895

| 467.737086

| 917440346

459 223811

| 916.456330

| 458.731803

F | 2390278832 1195643054 2373252283 1187.129779

2372.268267 |

1186.637771/19

11047.550059

| 524279117

1030524410/

515.765843

11029.540394

| 515273835

L | 2243210418 /1122 108847 2226 183869 1113 595572

2225199853 |

1113.103564/18

E;| o | o |=hl =3 |LJ|I_ih ha| - | bt | H= |

{1176.593552

| 588800414

1159567003
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1543847870
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1456815842 |

14/1959.952077
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1942 925528 |
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| 971474394

1345.783814 |

673.395545
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479290017 |
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470.776743

030562193
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1812348.163133| 1174 585205 2331.136584 | 1166.071930|2330.152568 | 1165579922 |
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441.774003] 9
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406.747453

811.503615 |

406.255445) 8
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| 683.408652
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12212759.411302

11380.209289

2742384753
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2741.400737
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505.298039 |
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488.271490

244 639383

487287474 |

244.147375| 5

2312872.495366

1436.751321

2855468817
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2973 543045 |1487 2751612956 516496 1478 761886

2055532480 1478269878 T |

305.181947
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288155398
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287.171382|

144089329 3

25

3030564509 1515 785893 3013 537960 1507 272618

3012.553944 1506.780610| G | 204.134268| 102.570772|

187.107719|

04.057497
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| K | 147112804 74.060040|
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65.546765
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NCBI BLAST search of GFPIKEDFLEQSEQLFGAKPVSLTGK
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this query

Score  Mr(calc):

Delta |

Sequence

1403 |3175.662750,0.039426 | GFPIKEDFLEQSEQLFGAKPVSLTGK

124.7 |3175.662750{0.039426 | GFPIKEDFLEQSEQLFGAKPVSLTGK

error 39 ppm
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) Mascot Search Results

S CIENCE.

Peptide View

MSMS Fragmentation of EHAVEGDCDFQLLK
Found in FETUA HUNMAN, Alpha-2-HS-glvcoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1

Match to Query 42427- 1970.919162 from(657.980330.3+) rtinseconds(2109) index(51732)

Title: Locus:1.1.1.3377.16 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |[] to 13[][][] Da Full range
Label all possible matches (' Label matches used for scoring @
s T gl «f%
> & oEy P 5 5
32 (g, -
| MH Il |‘ I I|| |||| “ln ||||1|11l|I I |||||‘ I! | ||“ - 4 N, M- . . . . .
0 20 40 gy Lslils] 1200 100 1600 1300 2000 2200 2400 2E00 2500 F000
Monoisotopic mas= of nentral peptide Mr(cale): 1970.523019
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
011 ! Biotin:Thermo—-21345 ()
Ion=s Score: L1 Expect: 1.9e-005
Matches : 31/126 fragment ions using 52 most intense peaks (help)
|# b | B b* | bt | B0 | B+ Sﬂq.‘ . ‘ G ‘ 4 5+ §0 ‘ "
| 1| 130.049869 | 65528572 | | 112.039304| 56523290 E | | | 14
| 2| 267.108781 |134.058028 | | 249.098216/125.052746| H | 1842 887704|921 947490 | 1825 861155 913 434216|1824 877139 912.942207 13
| 3| 238145895 |169.576585 | | 320.135330(160.571303| A | 1705.828792 853 418034 | 1688.802243 |844.904760 | 1687.818227 |844.412752(12
| 4| 437.214309 |219.110792 | | | 419.203744/210.105510| V |1534 791678 817.899477|1617.765129 809.386203 1616781113 808.894195 11
| 5| 566.256902 |283 632089 | 548246337(274.626807| E | 1535723264 768 365270 1518 696715 759 .851996|1517.712699 759.359988 10
| 6| 623278366 312.142821| | 605267801 303.137539| G | 1406.680671 703.843974 1389.654122 695330699 1388.670106 694.838691 9
| 7| 738.305309 |369.656293| | 720.294744360.651010) D | 1349659207 675.333241|1332.632658 666 819967 | 1331 648642 666 327959 8
| 8 898.335958 449671617 | 880325393 440666335 C |1234.632264 |617.819770 1217.605715 609 306496 1216.621699 608 814488 | 7
| 91013.362901 |507.185089 | | 995352336 498.179806| D |1074.601615 537.804446 1057575066 /529.291171|1056.591050 528 799163 6
1101160431315 |580.719296 | 11142.420750(571.714013| F | 959.574672 |480.290974| 942 548123 |471. ????DD| |5
11|7599.656641 800.331959|1582.630092 791 818684 1581.646076 791326676 Q | 812.506258 406.756767| 795.479709 398243493 | | 4
12| 1712740705 856.873991 | 1695 71415 1694 730140|847.868708| L | 373.280932 |187.144104| 356.254383|178.630829| E
13| 1825.824769 913.416023 1808798220 904.902748 | 1807.814204 904410740 L | 260.196868 |130.602072| 243.170319 122088797 | | 2
14| | | | | | K | 147.112804 | 74060040 130.086255| 65546765 1
Ly
i =
= i3 1 T S T IR,
E (e e R g R R, AR | E o T
i ---""--"--r.-"-.-. ------------ e -,
T T T 560 T T T T 10::,0 T T T T 15::,0 T 1 I T T T 560 T T T T 10::,0 T T T T 15::,0 T 1
EMZ error 55 ppm Mazs cDa RMZ ertar 59 ppm Mazz CDa

NCBI BLAST search of EHAVEGDCDEQLLE
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All

matches to this query

!.Sr,nm

Mr{cale):  Delta

Seqmce

|
{51.

5 |1970.923019

-0.003857

EHAVEGDCDFQLLE

11

19?0.8929?5!0'.[}2518?

QEPENDOQGVVSQAGKDDR

Mascot: htipywww matrixscience. com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of LLLQQVSLPELPGEYSMK
Found in AZNIG HUNAN, Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 32709: 2355 271752 from(786.097860,3+) rtinseconds(2844) index(24757)
Title: Locus:1.1.1.3552 8 File:"2013-07-02 CLN EXII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

to |1600

Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

2355.2581749
(apply to specified residues

or termini only)

04 ! Biotin:Thermo—-21345 ()

Ion=s Score: 42 Expect: 0.00012

Matches : 23182 fragment ions using 39 most intense peaks (help)

o | W b | b B | ™ (Sea oy | y* | v v I
|1 114.091340] 57.549308 | | | £ | | | | 18
| 2| 227.175404 | 114.091340 | | | L | 2243181426|1122.094351|2226 154877 1113 581076/2225.170861 1113089068 17
| 3| 240.259468 | 170.633372 | | | L | 2130.097362|1065.552319|2113.070813 1057.039044 2112.086797 1056.547036 16
| 4| 779.484794 | 390246035 762458245  381.732760| | Q | 2017.013298|1009.010287|1999.986749 1000.497013 1999.002733 1000.005005 15
| 5| 907.543372 | 454.275324| 890.516823| 445762049 Q | 1577.787972| 789.3976241560.761423 780.884350/1559.777407| 780.392342 14
| 6/1006.611786 | 503.809531| 989.585237| 495296256 V | 1449729394| 725368333 1432.702845 716.855061|1431.718829| 716363033 13
| 711093.643814 | 347.325545(1076.617265| 538.812271|1075.633249| 538320263 S |1350.660980 | 675.834128(1333.634431 667.320854/1332.650415| 666.82884612
| 811206727878 | 603.867577|1189.701329| 595.354303|1188.717313| 594.862204 L | 1263.628952| 632.318114]1246.602403 623.804840|1245.618387| 623.312832/11
| 9 1303.780642| 652393959 |1286.754093| 643.880685 1285.770077 643388676 P |1150.544888 | 575.7760821133.518339 567.262808|1132.534323| 566.770800 10
1101432.823235 | 716.915256|1415.796686| 708.401981)1414.812670) 707.909973| E |1053.492124 | 527.249700 1036.465575  518.736426|1035.481559| 518.244418| 9
11 1545.907299| 773.457288|1528.880750 | 764.944013|1527.896734| 764452005 L | 924449531 | 462.728404| 907422982 454215129| 906438966  453.723121) 8
12| 1642.960063 821983670 1625933514 813470395 1624.949498| 812978387 P | 811365467 | 406.186372| 794.338918| 397.673097 793354902 397.181089 7
13] 1699.981527| 850494401 1682.954978| 841981127 1681970962 841489119 G | 714.312703 | 357.639990 697286154 349146715 696302138 348654707 6
14| 1829.024120| 915.015698 1811 997371| 906.502423 1811.013555 906010415 E | 657.291239 329 149258 640.264690| 320633983 639280674  320.143975 3
15 1992.087449| 996.547362|1975.060900| 988.034088|1974.076884 987.542080| Y | 528.248646| 264.627961 511222097 256.114687| 510238081  255.622679| 4
16| 2079.119477 | 1040.063376 2062.092928 | 1031.550102|2061.108912 | 1031.058094 § | 365.185317| 183.096297 348.158768 174.583022| 347.174752| 174.091014 3
117 2210.159962|1105.583619|2193.133413|1097.070344/2192.149397  1096.578336| M | 278.153289| 139.580282| 261.126740  131.067008| E
18 | K | 147112804 74.060040  130.086255 65.546765| 1
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NCBI BLAST search of LLLOQQVSLPELPGEYSME
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

T 1
1400
RHs

Score  Mr{calc):  Delta |

Sequence

42.

5
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136.

5

2355258179
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Mascot: hittp/www . matrbiscience . com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of FSGQLNSHGCFYQQVK
Found in A2MG _HUMAN . Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 47282 2210.051052 from(737.690960.3+) rtinseconds(1876) index(19050)

Title: Locus:1.1.1.3216.6 File:"2013-07-02 CLN EXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

to |2200
Label all possible matches (' Label matches used for scoring @

Da

Full range
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

2210.040131
(apply to specified residues or termini only)

014 : Biotin:Thermo-21345 (Q)

Ion=s Score: 45 Expect: 0.00015

Matches : 29/154 fragment ions using 73 most intense peaks (help)

E b | B b | - B0 | B+ !Seq_ > o - g ‘ ) SO i;
| 1) 148.075690| 74541483 | | | | F | 16
| 2| 235107718 118.057497| | 217.097153| 109.052214, § | 2063.978979 /1032493127 2046.952430 1023.979853 2045 968414 1023 487845 |15
| 3] 292.129182| 146568229 | 274.118617| 137.562946 G | 1976.946951| 988.077114/1959.920402| 980.463839 1958.936386 979.971831|14
| 4] 420187760| 210.597518| 403.161211| 202.084243| 402.177195| 201592235 Q | 1919.925487 960466382 1902898938 951.953107/1901.914922| 95146109913
| 5| 533.271824| 267.139550| 516245275| 258626276 515261259 258134268 L | 1791866909 896437093 1774840360 887923818 1773856344/ 887431810[12
| 6] 647.314751| 324.161014| 630288202 315.647739| 629304186  315.155731| N |1678.782845 | 839.895061|1661 756296 831.381786|1660.772280| 83088977811
| 7| 734346779| 367.677028| 717.320230 359.163753| 716.336214| 358671745 S |1564.739918 | 782.873597|1547.713369| 774.360323|1546 729353 | 773.868315/10
| 8 871405691| 436206483 | 854379142 427.693209| §53.395126| 427201201 H |1477.707890 | 739357583 1460.681341| 730.844309| ' 9
| 9| 928427155| 464.717216 911.400606| 456203941 910416590 455.711933| G |1340.648978 | 670.8281271323.622429| 662314853 | | 8
10 1088.457804| 544.732540/1071.431255| 536.219266 1070.447239| 535.727257| C |1282.627514 | 642.3173951266.600965  633.804121] | 7
111|1235.526218| 618.266747|1218.499669| 609.753473|1217.515653 | 609.261464| F |1123.596865 | 562.302071/1106.570316 553.788796| 6
12/1398.589547 | 699.798412 1381.562998 691285137 1380.578982 690.793129| Y | 976.528451  488.767864  959.501902| 480.254589 5
13[1526.648125| 763 827700 1509.621576| 735314426|1508 637560 754822418 Q | 813.465122 | 407.236199| 796438373 398722925 4
141965 873451| 983440364 |1948.846902| 974.927089|1947.862886 974435081 Q | 685.406544 | 343206910 668379995 334693636 E
152064 941865|1032.974570 2047.915316 1024 461296|2046 931300 1023969288 | V | 246.181218 | 123.594247| 229154669 115080972 | 2
16 K | 147.112804 | 74.060040| 130.086255 65546765 |1

i B I ——s TTTTTTTTTTTTmmmmmmmmemmeeeee

Ertar CDa

Error Cppma

FMS error 33 ppm
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NCBI BLAST search of FSGOQLNSHGCFYQQVEK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

2000

|Soure

Mr(calc):
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Mascot: hitp/www matrbiscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of MCPQLQQYEMHGPEGLR

Found in AZNIG_HUNAN. Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 50005: 2384093772 from(795.705200.3+) rtinseconds(2020) index(19945)

Title: Locus:1.1.1.3266.16 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to |3000

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calec): 2384.089767

Fixed modifications: Carbamidomethyl (C)

Variable modifications:

Q6

! Biotin:Thermo—-21345 (0}

Ion=s Score: 47 Expect: 0.00023

(apply to specified residues or termini only)

Matches : 25/164 fragment ions using 54 most intense peaks (help)
# ® | v | ow | o b Sea v ¥ v i i
| 1) 132.047761| 66527518 | | T | 17
| 2| 292078410 146542843 | | | | C | 2254056579 1127 531927|2237.030030 1119.018633 2236046014 1118 526643 |16
| 3| 389.131174| 195069225 | | | P | 2094.025930|1047 516603 2076.999381 1039.003328 |2076.015365 1038 <1132t}'ﬁ
4| 517.189752| 2590, 098514| 500.163203| 250.585240 | | Q | 1996.973166  998.990221/1979.946617| 990476947 1978.962601  989.98493914
| 5| 630273816 315.640546| 613247267| 307.127272 | L |1868.914588 | 934 960932|1851 888039 9264476358 |1850.904023| 925. 955550!13
I_ﬁlln69_499142| 535253209/1052 472593 526739935 | Q |1755.830524 | 878.418900/1738.803975| 869.905626|1737.819959| 86941361812
| 7/1197.557720| 599282498 1180531171 590.769224| | Q |1316.605198 | 658.806237|1299 578649 650292963 1298 594633| 64980095511
| 8/1360.621049| 680814163 1343594500 672.300888| | Y |1188.546620 | 594.776948|1171.520071| 586.263674 1170.536055 585.771666|10
| 9/1489.663642| 745335459 1472.637093| 736.822185 1471.653077| 736.330177) E |1025.483291 | 513.245284|1008.456742] 504.732009|1007.472726| 504.240001 9
110/1620.704127| 810.855702|1603.677578 | 802.342427|1602.693562| 801.850419) M | 896.440698 | 448. ?zsgs?l 879.414149| 440210713| 878.430133| 439.718705| 8
111/1757.763039| §79.385158|1740.736490| 870.871883(1739.752474| 870.379875 H | 765.400213 | 383203745 748373664 374.690470| 747.389648| 374.198462| 7
12/1814.784503| 907.895890 1797.757954| 899.382615 1796.773938| 898.890607 G | 628.341301 | 314.674289| 611314752/ 306.161014| 610330736 305.669006/ 6
13/1911.837267| 956.422272|1894.810718| 947.908997 1893.826702| 947416989 P | 571.319837 33615355?] 554293288 | 277.630282 553309272| 277.158274| 5
114/2040.879860 | 1020.943568 | 2023.853311|1012.430294|2022.869295|1011.938286| E | 474267073 237.637175| 457.240524| 229.123900| 456.256508 228631892| 4.
11512097.9013241049.454300 2080.874775|1040.941025(2079.890759|1040.449017| G | 345.224480 | 173.115878  328.197931 164.602603 '_|
16/2210.985388 | 1105 996332 2193 958839 1097 483057 2192974823 1096991049 L | 288203016 144605146 271176467 136091872 | 2
17| | ' | | R | 175.118952| 88.063114) 158.092403 79.549839| |_1‘
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REMS error 23 ppm

Mazs CDal

NCBI BLAST search of MCPQLQQYEMHGPEGLR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery
Score Mr(cal):  Delta | Sequence
I4?_3 2384, DEQT"G?ED 004005 i&iCPDLODYE\ﬂ-IGPEGLR

456

2384 D89?6?|D 004005 MCPOLDDYE“»-‘[[—IGPEGLR

IIE.{S |2384_[}89?6? 10.004005 !N.EC PQLOQOYEMHGPEGLR

RMS error 23 pom

Mazs (Dal

Mascot: hitp/www matriscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of MCPQLQQYEMHGPEGLR

Found in AZNIG_HUNAN. Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 50009: 2384 100656 from(597.032440 4+) rtinseconds(2043) index(5461)

Title: Locus:1.1.1.3281.16 File:"2013-07-02 CLN FXIII 30 min 3rd F 1. wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot _daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to |2200

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

Q7

! Biotin:Thermo—-21345 (0}

Ion=s Score: 42 Expect: 0.000B8

2384.08B9767
(apply to specified residues or termini only)

Matches : 11/164 fragment ions using 19 most intense peaks (help)

# ® | v | ow | o b Sea v ¥ v i i
| 1) 132.047761| 66527518 | | T | 17
| 2| 292078410 146542843 | | | | C | 2254056579 1127.531927|2237.030030 1119.018633 2236046014 1118 526643 |16
| 3] 389.131174| 195069225 | | | P | 2094.025930/1047.516603 2076 999381 1039.003328 |2076.015365 1038 <1132t}'ﬁ
| 4 517.189752| 259.098514  500.163203| 250.585240| | | Q | 1996973166  998.990221/1979.946617 990.476947 1978.962601 989.984939 14
| 5| 630273816| 315640546 613 247267| 307127272 | L |1868.914588 | 934960932|1851 888039 926 447638 1850.904023| 925. 955550!13
I_ﬁ| 758.332394| 379669835 741305845 371156561 | Q |1755.830524 | 878418900 1738.803975 869.903626 1737.819939| 869 413618/12
| 7/1197.557720| 599282498 1180531171 590.769224] | Q |1627.771946 | 814389611 1610.745397 805.876337|1609.761381| 805.384329/11
| 8/1360.621049| 680814163 1343594500 672.300888| | Y |1188.546620 | 594776948 1171520071 586263674 1170536055 585.771666|10
| 9/1489.663642| 745335459 1472.637093| 736.822185 1471.653077| 736.330177) E |1025.483291 | 513.245284|1008.456742] 504.732009|1007.472726| 504.240001 9
Iﬁlﬁzu_?mml $10.855702|1603.677578| 802.342427|1602.693562| 801.850419| M | 896.440698| 448. ?zsgs?l 879.414149| 440210713| 878.430133| 439.718705| 8
111/1757.763039| 879.385158|1740.736490| 870.871883]1739.752474| 870379875 H | 765.400213 | 383203745 748373664 374.690470| 747.389648| 374.198462| 7
12/1814.784503| 907.895890 1797.757954| 899.382615 1796.773938| 898.890607 G | 628.341301 | 314.674289| 611314752] 306.161014| 610330736 305.669006/ 6
13/1911.837267| 956.422272|1894 810718 947.908997|1893.826702| 947.416989| P | 571.319837 33615355?] 554293288 | 277.630282 553309272| 277.158274| 5
114/2040.879860 | 1020.943568 | 2023.853311|1012.430294|2022.869295|1011.938286| E | 474267073 237.637175| 457.240524| 229.123900| 456.256508 :23.531392(]!
11512097.901324|1049 454300 2080.874775 | 1040.941025|2079.890759 1040449017 G | 345224480| 173.115878| 328.197931| 164.602603 | |
16/2210.985388|1105.996332 2193.958839 1097 483057 2192.974823 1096.991049| L | 288203016| 144.605146| 271176467 136.091872] I_z
17| | ' | | R | 175.118952] 88.063114 158.092403 79.549839| E!
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Mazs CDal

NCBI BLAST search of MCPQLQQYEMHGPEGLR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

2000

All matches to this gquery
Score Mr(cal):  Delta | Sequence
I41_3 2384, DEQT"G?ED DlDEEQiEiCPOLODYE\ﬂ-IGPEGLR

1333

2384 D89?6?|D 010889 MCPOLDDYE“»-‘[[—IGPEGLR

I I5:2 |2384_[}89?6? | D_DlDSSE}!MCPOLODYE}{[-I{:PEGLR
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Mazs (Dal

Mascot: hitp/www matriscience.com/
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Peptide View

MS/MS Fragmentation of MCPQLQQYEMHGPEGLR

Found in AZMG_HUNMAN. Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 50260: 2400.098188 from(1201.056370.2+) rtinseconds(1926) index(34593)

Title: Locus:1.1.1.3304.19 File:"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"

Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfi3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |EI

to |2200

Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carkbamidomethyl (C)

Variable modifications:

2400.0E846E6
[apply to specified residues or termini only)

04 ! Biotin:Thermo-21345 ()
M10D : Oxidation (M), with neutral losses 0.000000(shown in table), &£3.899B285
Ion=s Score: 33 Expect: 0.0059
Matches : 8/260 fragment ions using 18 most intense peaks [help)
2T S N Y I O S
| 1| 132.047761| 66527518 | | | M | | 17
| 2| 292.078410| 146 542843 | | | € | 2270.051494 1135 529385 2253 024945 |1127.016110|2252.040929 1126 52410216
| 3] 389.131174| 195069225 | | | | P 2110.020845 |1055 514060/2092 994296 1047.000786 2092.010280 1046 508778 |15
| 4 828356300| 414.681888| 811.329951 406.168614| | | Q | 2012.968081 1006.987679 1995941532 | 998 474404 1994.957516 997.982396 14
| 5| 941.440564| 471223920| 924414015 462.710646 L |1573.742755 | 787.375016/1556.716206| 778.861741|1555.732190| 778.369733 |13
| 61069499142 535253209 1052.472593 526.739935| | Q | 1460.658691  730.832983 /1443 632142| 722.319709|1442 648126 72182770112
| 7/1197.557720 599282498 1180531171 590.769224 Q | 1332.600113| 666803695 1315573564 658 290420/1314.589548 657.798412|11
| 8/1360.621049| 680.814163 1343 594500 672.300888| | | Y | 1204541535 602774406 1187514986 594261131 /1186530970 593769123 |10
| 91489.663642| 745333459 1472637093 736822185 1471653077 736330177 E | 1041478206 521242741 1024451657 512.729467 1023 467641| 512237459| 9
10 1636.699042| 818833159 1619.672493| 810.339885 1618.688477 809.847877| M | 912435613 | 456.721444| 895400064 448208170, 894425048| 447.716162| 8
11/1773.757954| 887.382615 1756.731405 878.869341 1755.747389 | 878377333 H | 765.400213 | 383.203744| 748.373664  374.690470| 747.389648  374.198462| 7

| | ] | | | | | I 1
12/1830.779418| 915.893347|1813.752869| 907.380073 1812768853 906.888065 G | 628.341301 | 314.674288| 611314752| 306.161014| 610.330736| 305.669006 6
113/1927.832182| 964.419729|1910.805633| 955.9064551909.821617| 955414447 P | 571.319837 | 286.163557 554.293288| 277.650282| 553.309272| 277.158274| 5
14/2056.874775|1028.941025 |2039.848226 | 1020.427751 2038.864210 1019.935743| E | 474.267073| 237.637174| 457.240524| 229.123900 456.256508| 228.631892| 4
115(2113.896239| 1057 451757 2096.869690 | 1048 938483 | 2095 885674 | 1048446475 G | 345.224480 | 173.115878| 328.197931| 164.602603 | 3
16 2226.980303 | 1113 993789 2209.953754 1105 480515 2208 969738 1104988507 L | 288203016 144605146 271176467 136.091872 | | 2
17| | | | | | | R | 175118952 88.063114| 158092403 79.549839 | 12
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REMS error 23 ppm

NCBI BLAST search of MCPQLQQYEMHGPEGLR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquerv

I
2000
Mazs CDal

iS-mrE

Mr(calc): = Delta

Seqnence

331

2400.084686

0.013502

MCPOQLOOYEMHGPEGLR

1234

2400.084686

10.013502 | MCPQLQQYEMHGPEGLR

1234 2400084686

0.015502 i}viCP QLOQYEMHGPEGLR

1.8 |2400.0846860.013502 MCPQLQQYEMHGPEGLR

18

12400.084686|0.013502 MCPQLQQYEMHGPEGLR

18 [2400.0846860.013502 MCPQLQQYEMHGPEGLR

1
a0

RMS error 23 pom

I
2000

Mazs (Dal

Mascot: hitp/'weww matriscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of MCPQLQQYEMHGPEGLR

Found in AZNIG_HUNAN. Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 54112: 2695 254462 from({899 425430 3+) rtinseconds(2231) index(21157)
Title: Locus:1.1.1.3339 9 File:"2013-07-02 CLN EXII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to |2800
Label matches used for scoring ®

Full range

Da

c : :
af . Ef i
- B | 2 : %L =
i ' - ¥ S OB R . .
| ..i.l...lL|||I.|” .IJ.I. :iu . ii.|.|...||.||.l h -"2 I.I.u -": I.l.:jhl ' ; ; L .
0 200 40y B0 taiele] jLelile] 1200 100 1600 1500 2000 2200 2400 2E00 2500
Monoisotopic mas= of nentral peptide Mr(cale): 2695.25&6516
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
04 ! Biotin:Thermo—-21345 ()
o7 ! Biotin:Thermo—-21345 ()
Ion= Score: 40 Expect: 0.0014
Matches : 28/164 fragment ions using 67 most intense peaks (help)
- i | - | L 0 O+ | - ++ - M 0 o+ |a
# b | b b b ¥ b Seq. ¥ ¥ y v | ¥ ¥ [
| 1) 132047761| 66527518 | | | M | 7
| 2| 292.078410| 146. 542343| | | | C | 2565223327 1233.1153&151548_195??3'12?4.5&2[}2?|254?_212?52'12?411[}[}19'15
| 3| 389.131174| 195069225 | | | P | 2405.192678|1203.099977 2388 1661291194 586702 |2387.182113 |1194.094694 15
| 4] 828. 3<5<|:m| 414, 531333| 811. 329951i  406.168614) | Q I2303.139914i1154.5?3595!2291.11335<|1145 Dammlzzgu 129349 1145.568312|14
| 5| 941.440564| 471223920 924414015 462710646 | L |1868.914588 | 934 060932/1851 888039 926447638 1850904023 92595565013
| 6|1069.499142 | 535.253209|1052.472593| 526.739935 | Q |1755.830524 | 878.418900/1738.803975| 869.905626 1737.819959| 869.413618[12
| 7/1508.724468 | 754.865872(1491.697919| 746.352598| | Q |1627.771946 | 814389611)1610.745397 | 805.876337|1609.761381| 805.384329|11
| 8/1671.787797| 836397537 1654.761248| 827.884262| | Y |1188.546620 | 594776948 1171.520071| 586.263674 1170.536055 585.771666|10
| 9/1800.830390 900.9188331783.803841| 892.405559|1782.819825| 891913551 E |7025.483291 513245284 1008456742 504.732009|1007.472726 504.240001| 9
110 1931.870875| 966.439076/1914.844326| 957.925801|1913.860310| 957.433793| M | 896.440698 | 448.723987 879.414149| 440210713 $78.430133| 439.718705| 8
11 2068.929787 |1034.968531 2051.903238 1026.455257 2050.9192221025.963249 H | 765400213 | 383.203745  748.373664 374.690470  747.389648  374.198462| 7
112(2125.951251 | 1063 479263 | 2108.924702 1054.965989 2107.940686|1054.473981| G | 628.341301 | 314.674289| 611314752 306.161014| 610.330736 305. 559:}:}5|
113/2223.004015|1112.005645 2205.977466 1103 492371 2204993450 1103.000363| P | 571.319837 28616355?| 554293288 | 277.650282| 553.300272] 277. 1531?4| 5
114/2352.046608 |1176.526942|2335.020059| 1168.013667|2334.036043|1167.521659| E | 474267073 237.637175| 457.240524| 229.123900| 456.256508 :23_531392| 4
|15|34|:}9 068072 |1205.037674 2392.041523 1196 524399 2391 057507 1196.032391 G | 345.224480 | 173.115878| 328197931 164602603
1162522.152136 1261579706 | 2505.125587|1253.066431|2504.1415711252.574424| L | 288203016 144605146 271.176467 136.091872] Iz
17| | | | R | 175118952 88.063114| 158092403 79.549839 E!
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REMS error 26 ppm Mazs (Dal RMS error 26 pom Mass (Dal

NCBI BLAST search of MCPQLOQOQYEMHGPEGLR

(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this gquery

Score  Mr(cale): = Delta

Sequence

1403

2695 256516 -0.002054 MCPQLQQYEMHGPEGLR |

324

12695256516 -0.002054 IMCPDLDDYE]»H—IGPEGLRi
1221 |2695.256516-0.002054 MCPQLQQYEMHGPEGLR |

Mascot: hitp/www matriscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of MCPQLQQYEMHGPEGLR

Found in AZNIG_HUNAN. Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 54113: 2695 266936 from(674 824010 .4+) rinseconds(2203) index(6377)
Title: Locus:1.1.1.3337.13 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

to |2800

Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

2695.256516
(apply to specified residues or termini only)

06 ! Biotin:Thermo—-21345 ()
07 ! Biotin:Thermo—-21345 (0}
Ion= Score: 31 Expect: 0.013
Matches : 19/164 fragment ions using 45 most intense peaks  (help)
AT S b Se ¥ ¥ S I i N i
| 1) 132.047761| 66527518 | | T | | 17
| 2| 292078410 146542843 | | | | C© | 2565223327 1283 115301 2548 196778 | 1274.602027 2547212762 | 1274.110019 |16
| 3] 389.131174| 195069225 | | | P | 2405.192678|1203.099977 | 2388.166129| 1194586702 | 2387.182113 | 1194.094694 15
| 4| 517.189752| 259.098514 500.163203| 250.585240 | | Q | 2308.139914 1154573595 2291.113365 | 1146.060320 2290.129349 1145 56831214
| 5| 630.273816| 315640546 613247267| 307127272 | L | 2180.081336 1090 544306/2163 054787 1082.031031 2162.070771 1081 539023 13
| 6/1069.499142| 535253209/1052.472593| 526.739935 | Q | 2066.997272/1034 002274 2049 970723 | 1025 488999 2048 986707 1024.996991|12
| 7/1508.724468| 754.865872|1491.697919| 746352598 Q |1627.771946 | 814 389611/1610.745397| 805.876337|1609.761381| 80538432911
| 8/1671.787797| 836.397537|1654.761248 | 827884262 Y |1188.546620 | 594776948 1171520071 586.263674|1170.536055 585.771666|10
| 9/1800.830390| 900918833 1783.803841| 892405559 1782.819825 891913551 E |1025.483291 | 513245284 1008456742 504.732009 1007.472726  504.240001| 9
110/1931.870875| 966 439076|1914.844326| 957.925801|1913.860310| 957.433793| M | 896.440698 | 448 723987| 879.414149| 440210713| 878.430133| 439.718705 8
11/2068.929787 1034.968531 2051.903238 | 1026 455257 | 2050.919222|1025.963249| H | 765.400213 | 383203745 748373664  374.690470  747.389648| 374.198462| 7
12/2125.951251 1063479263 |2108.924702 | 1054 965989 | 2107.940686|1054 473981 G | 628.341301 | 314.674289 611314752 306.161014| 610.330736| 305.669006| 6
11312223.004015 |1112.005645 | 2205.977466|1103.492371|2204.993450|1103.000363| P | 571.319837 | 286.163557| 554.293288| 277.650282| 553.309272| :??_1532?4|___§i
114/2352.046608 |1176.526942|2335.020059| 1168.013667|2334.036043|1167.521659| E | 474267073 237.637175| 457.240524| 229.123900| 456.256508 z:s.amsu[_ili
1152409.0680721205.037674 2392.041523|1196.524399|2391.057507|1196.032391 | G | 345.224480 | 173.115878| 328.197931| 164.602603 3|
162522.152136|1261 579706 2505.125587 1253 066431 2504141571 1252574424 L | 288.203016| 144.605146| 271176467 136.091872] | 2
17| | ' | | R | 175.118952| 88.063114) 158.092403 79.549839| |_1‘
] A (NSRS . SV NSRNS . (- NS
ﬁ.ﬁﬁt ———————————————————————————————————————————————

Error ¢Da?

Error Cppm)

REMS error 28 ppm

NCBI BLAST search of MCPQLQQYEMHGPEGLR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

I
1500
Mazs CDal

FM=

|Soure

Mr(cal): = Delta

Seqnence

314

2695.256516;[}.[}1[}42[}

MCPQLQOYEMHGPEGLR

313

2695_256516ID_[}1[}42[}

MCPQLOQOYEMHGPEGLR

23.6

2695256516 | 0.010420 EIMC POLOOYEMHGPEGLE

50

error 28 ppm

I
1500

Mazs (Dal

Mascot: hitp/www matriscience.com/
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Peptide View

MS/MS Fragmentation of MCPQLQQYEMHGPEGLR
Found in A2MG _HUMAN . Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 57407: 3006 438296 from(752 616850 4+) rtinseconds(2333) index(21643)
Title: Locus:1.1.1.3375.11 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Plotfrom | |0 to |2600 Da Full range

Label all possible matches (' Label matches used for scoring @
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=
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T T 1
1300 2000 R0

3006.423264
(apply to specified residues or termini only)

Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

04 ! Biotin:Thermo—-21345 ()

06 ! Biotin:Thermo—-21345 ()

07 ! Biotin:Thermo—-21345 ()

Ion=s Score: 35 Expect: 0.0082

Matches : 13/164 fragment ions using 22 most intense peaks  (help)

# » | v | ow | o b Sea v ¥ S I i N i
| 1) 132.047761| 66527518 | | T | | 17
| 2| 292078410/ 146. 542343| | | | C | 2876390075 1438 698675 2859 363526 1430.185401 2858 379510 1429 693393 |16
| 3] 389.131174| 195069225 | | | P | 2716.359426/1358.683351 2699.332877 1350.170076 2698348861 1349.5?3&53E
| 4] 828. 356500 414. 531333| 811329951| 406.168614 | | Q | 2619.306662 1310156969 2602280113 | 1301.643694 2601.296097 1301.151686 14
| 5| 941.440564| 471223920 924.414015| 462.710646 | L |2180.081336 1090 544306/2163 054787 1082.031031 2162070771 1{}31539013&3
| 6/1380.665890 | 690.836583|1363.639341| 682.323309] | Q | 2066.997272|1034.002274|2049.970723 | 1025 488999 2048.986707  1024.996991 |12
| 7/1819.891216| 910.449246 1802.864667| 901.935972] | Q |1627.771946 | 814.389611/1610.745397 805.876337|1609.761381| 805.384329|11
| 8/1982.954545| 991.980911 1965.927996 983.467636 | ¥ '1133.54662& 594.776948 1171520071 586.263674 1170.536055 585.771666 10
| 9|:11199?133|1955 502207 2094.970589 1047, 933932|2093 086573|1047.496925| E |1025.483291 | 513245284 1008.456742| 504.732009 1007.472726| 504.240001] 9
10/2243.037623|1122. 0224<D|2225mm?4|1113 509175|2225.027058 | 1113. D1?15?| M | 896.440698 | 448.723987| 879.414149| 440210713| 878.430133| 439.718705| 8
111/2380.096535|1190.551906 2363.069986 | 1182.038631|2362.085970 | 1181.546623| H | 765.400213 | 383.203745| 748373664 374.690470| 747.389648| 374.198462 7
11212437.117999 | 1219.062637 2420.091450 1210.549363 2419.107434 1210.057355| G | 628.341301 | 314.674289 611314752 306.161014| 610.330736 305. 559n}:}5|_
13(2534.170763 | 1267.589019 2517 144214/ 1259 075745 2516160198 1258 583737 P | 571.319837 33615355?] 554293288 277.650282| 553.309272| 277.158274 5
14/2663 213356|1332.110316 2646 186807|1323. 597041|2645.202791|1323.105034| E | 474.267073 237.637175| 457.240524| 229.123900| 456.256508| 228.631892] 4|
i15%2?1&234320i135&521043‘2?03 208271|1352.107773 2702.224255 1351.615766| G | 345.224480| 173.115878| 328.197931| 164.602603 _ '_|
1612833318884 1417.163080 2816.292335|1408.649806|2815.308319|1408.157798| L | 288203016 144605146 271.176467 136.091872 | 2
17| | | | | R | 175.118952] 88.063114 158.092403 79.549839| |_1‘
L ------------- % ]

o R s

L% 7 TR aes _—--!--;---'-----. ------------------- g e ] R e

I I
20005
Mazs (Dal

2000

REMS error 28 ppm Mazs (Dal

RMS error 28 pom

NCBI BLAST search of MCPQLQQYEMHGPEGLR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

IS-uurE

| Mr(calc): ~ Delta | Sequence
345

3006.423264 : 0.015032 iI‘»’.[C POLOQOYEMHGPEGLR

| Mascot: hitp://www matrixscience com/
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Peptide View

MSMS Fragmentation of AVDQSVLLMKPDAELSASSVYNLLPEK
Found in AZNIG HUNMAN,_ Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3

Match to Query 39691: 3227 701976 from{807.932770,4+) rtinseconds(2746) index(24138)
Title: Locus:1.1.1.3518.16 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |1EIEI

to |2000

Da

Full range

Label all possible matches (' Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carkbamidomethyl (C)

Variable modifications:

3227 .68B21249
[apply to specified

residues or termini only)

04 ! Biotin:Thermo-21345 ()

Ion=s Score: 34 Expect: 0.0076

Matches : 14/300 fragment ions using 25 most intense peaks (help)

# b | ¥ b b b ™ Ses v v v ol ¥’ v #
1| 72044390 36525833 | | | A | 27
| 2] 171112804 86.060040 | | | V | 3157.6523361579.329806|3140.625787 | 1570.816531|3139.641771|1570.324523 26
| 3] 286.139747| 143573512 | | 268.129182| 134568220 D | 3058.583922|1529.795599 3041 557373 |1521.282324|3040 573357 |1520.790316 25
| 4] 725365073 | 363.186175 708.338524| 354.672900| 707.354508| 354180892 Q |2943.556979|1472282127|2926 530430 1463 7688353 2025 5464141463 276843 |24
| 5| 812397101] 406702189 795370552 398188914 794386536 397696906 S | 2504331653 1252669464 2487305104 1244 156190|2486 321088 1243 664182 23
| 6 911463515 436.236396| 894438966 447.723121| 893434950 447231113) V | 2417.299625|1209.153451 (2400273076 1200.640176/2399 289060 | 1200.148168 |22
| 711024.549579 | 512.778427/1007.523030 504265153 1006.539014| 503773145 L | 2318.231211|1159.619243 2301204662 1151.105969|2300.220646 1150.613961 |21
| 8/1137.633643 | 569.320459|1120.607094 560.807185 1119.623078| 360315177 L | 2205.147147|1103.077212|2188.120598 1094 563937|2187.136582 1094.071929 20
| 911268.674128 | 634.840702/1251.647579 | 626.327428 1250663563 625.835419) M | 2092.063083|1046 535179 |2075.036534 1038.021905|2074 052518 | 1037.529897 19
110 1396.769091| 698.888183|1379.742342| 690.374909 1378.758526 689.882001) K | 1961.022598| 981.014937|1943.996049 972.501663|1943.012033| 972009655 18
111 1493.821855| 747.414565|1476.795306 738.901291 1475.811290| 738.409283| P | 1832.927635| 916.967456|1815.901086| 908.454181|1814.917070| 907.962173 17
12| 1608 848798 804928037 1591 822249 796414763 |1590.838233| 795022755 D | 1735.874871 868441074 1718848322 859927799 1717.864306| 85943379116
13| 1679.883912 | 840446394 1662859363 831933320 1661875347 831441311 A | 1620847928 810927602 1603 821379 802414328)1602837363| 801922320 15
14 1808.928505 904.967891/1791.901956 896.454616/1790.917940| 895962608 E | 1549.810814| 775409043 1532784265 766.895771|1531.800249| 766403763 14
15 1922.012569| 961.509923 1904 986020 952.996648 1904.002004| 952504640 L | 1420.768221| 710.887749|1403.741672| 702.374474|1402.757656| 70188246613
16 2009.044597|1005.025937 1992.018048 | 996512662 1991.034032| 996020654 S |1307.684157 | 654.345717|1290.657608 | 645.832442(1289.673592| 645340434 12
117 2080.081711|1040.544493 2063 055162 1032.031219 2062.071146 1031539211 A | 1220.652129| 610.829703 1203625580 602.316428|1202.641564| 60182442011
18 2167.113739|1084.060507 2150.087190  1075.547233 | 2149.103174|1075.055225| S |1149.615015 | 575.311146|1132.588466 566.797871|1131.604450| 566305863 10
19| 2254.145767|1127.576521 2237.119218 | 1119.063247 2236.135202| 1118571239 S |1062.582987 | 531.795132]1045.556438 | 523 281857|1044.572422| 522.789849| 9
20( 2353 214181 |1177.110728 2336.187632| 1168 597454 2335203616 1168 105446 V | 975550959 488279118  958524410| 479765843 957.540394| 479273835 8
21| 2516.277510/1258 642393 2499 250961 | 1250.120118 2498 266945 1249 637110 Y | 876.482545 | 438744911 859453996 430231636 858471980  429.739628 7
22| 2630.320437 1315 663836 2613 293888 | 1307.150582 2612.309872 1306 658374 N | 713.419216 | 357213246 696392667 348699972 695408651 348207964 6
23 2743 404501 |1372.205888 |2726.377952 | 1363692614 2725 393936 |1363.200606 L | 599.376289| 300.191783| 582349740 291 678508| 581365724| 291186500 5
24| 2856 488565 |1428.747921 2839.462016 | 1420.234646 2838 478000|1419.742638| L | 486.292225 | 243.649751| 469265676 235.136476| 468 281660| 234644468 4
125 2953.541329/1477.274303 2936.514780 | 1468.761028 | 2935 530764 | 1468.269020) P | 373.208161 | 187.107719| 356181612 178.594444| 355.197596| 178.102436 3
26/ 3082.583922| 1541795599 3063557373 |1533.282325 |3064.573357|1532.790317| E | 276.155397| 138581337 259.128848 130.068062| 258.144832| 129.576054| 2
27 | | | | | K | 147112804 74.060040 130.086255 65546765 1
- e e e L LT A T e

RMz

e

el
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1
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NCBI BLAST search of AVDQSVLLMEPDAELSASSVYNLLPEK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

I et

RMZ errar 63 ppm

Score Mr(calc): = Delta |

Sequence

343 |3227.682129/0.019847 | AVDQSVLLMKPDAEL SASSVYNLLPEK |

Mazs C0a2

1
2000

Mascot: http/www matriscience.com/
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Peptide View

MS/MS Fragmentation of ENAEQSE
Found in ANT3 _HUMAN. Antithrombin-ITT OS=Homo sapiens GN=SERPINC1 PE=1 SV=1

Match to Query 20013 1143 544148 from{572.779350,2+) rtinseconds(1147) index(15314)
Title: Locus:1.1.1.2962 .7 File:"2013-07-02 CLN EXII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

to |1050 Da

Full range

Label all possible matches (' Label matches used for scoring @

o
=
g 5
E s =
1 -+
=
o
2
=
= +
2 = i
] [Ty} [x]
= = o
- = L
H ‘ ‘ ‘ i
0
‘ Ll | [ 4 ||| ‘|| | ||IH|| - | | || | B 1]
I T I T T T T T T T T T T T T T T
16 200 el el e} el Fo S0 Q) ialile]
Monoisotopic mas= of nentral peptide Mr(cale): 1143.534225
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
05 ! Biotin:Thermo—-21345 ()
Ion=s Score: 33 Expect: 0.007
Matches : 10/68 fragment ions using 20 most intense peaks (help)
il
o | sF | e | e b | ™ fses| ¥y | S o

'1 [130. D49869| 65. 5235?2|

112.039304| 56523290

| |T

|2 244, D92?95| 122 5‘0036'22? 066247 | I 114.036762

E
226.082231|113.544754| N

II.'?IJ 498940 |5D8 253108 998 472391 |499 739834 |99? 488375 | 499 2478266

|3|315 12991[}“58 568*93|298 103361 |149 555319|29? 11934‘“49 D63311|

901.456013 |—!'~1 ”_1164"884 -1"9464|-I—12 ?183?D|883 445448 | 4—12 "25352!:

.4 444 172503 222.589890 |42? 14“954&14 076615 426 161938 213, L1813::‘5|[}T"|

701.376306 |351 191?91|684 349757

342 678517683 365741

342 1355:}9'3

IE 970429857 |485 718567 |953 403308 '4?? 205292 952419292 |4?6 ?13284|

262.150980 |131 q?‘9'128|?!-?r5 124431

|
| S.i'ﬂ 418899 |—‘;ll= ?13D88'813 3923‘1!}'40? 199813|812 408334 —‘;Dﬁ ?D?B[}Sld
I

1123.065853 |244. 14{}415 122, <?3S4<|2

A
E
i"'BBB 307829442 2D2553|866 3?11;8[}'433 689278 86‘ 387264 433, 19?2?D| Q
S
R

7] | | | | | R | 175.118952 | 88.063114/158.092403 79.549839 | -1
B i o e o o o o o o e e
—~ . e L1
13 o
= [~3
— — 20 ______________________________________________
I T8 ik e i e e e e s e e g g iy ey e e e e g o i ey 3 3 e e e ey iy L ey e e A s
£ s G B A e S R D R R DRt
P b P
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O e e oo et e e e e e e e e e e atbe e Hatbe Hatbe Hatbe Pare Pty 4
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FME error 17 ppm Mazs cha FMz ertrar 17 ppm Mazs CDa

NCBI BLAST search of ENAEQSE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

iﬂmm Mr(calc):

| Delta

! Sequence

|32.6 |1143.534225| DDDQEQB IEN-’-‘&EQSR

115 |1143.552017 -0.007869 VDDGTGREAPK

1107 |1143.549500/-0.005352 WQEQSR

58 |1143.552002|-0.007854|SSSALDSPAGPR

52 |1143.549316/-0.005168 | SRSRSHSGDR

4.1 |1143.551987|-0.007839 ELNGSEAATPR |
3.1 [1143.552017|-0.007869 | GREDGDAPVTK
31 [1143.549500/-0.005352 EQWSQR ]
22 |1143559418|-0.015270| TQVGDEGK

!2.& 1143_53{}8995[].[}13249 IWPPDSSEH{

Mascot: htip:/'worw matrinscience.com/
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Peptide View

MS/MS Fragmentation of QGLLPVLESFK
Found in APOA1 _HUMAN, Apolipoprotein A-1 OS=Homo sapiens GN=APOA1 PE=1 SV=1

Match to Query 31967 1540 861928 from(771.438240 2+) rtinseconds(2838) index(68846)

Title: Locus:1.1.1.3466.9 File:"2013-07-02 CLN EXIIT 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to |1600

Da

Full range

Label matches used for scoring ®

g F = 3 5
1 -" - a2 Ed G > 5
~ — i = = i s o
o B = % o i z o =
= = ! vl =t = — =] — =
Yl B 1 &) ! & T S = -
o S = =X 2 =R nrk gl R B o S
2 i B % @ |3 :
TP o Y PO 0 ] O | *“.J' |l||||.ll T |i| SR LN 1 S— o -
100 2000 il iy Giacy B Fac a1l Qi 1000 1100 1200 1300 1400 1500 1600
Monoisotopic mas= of nentral peptide Mr(cale): 1540.26E713
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
o1 ! Biotin:Thermo-21345 ()
Ion=s Score: 61 Expect: 2e-006
Matches : 28/102 fragment ions using 51 most intense peaks (help)
- ++ | + i 0 0+ | - e s S 0 [T
# b b b b b b Seq. ¥ ¥ ¥ ¥ R ¥ |#
| 1 440232602(220619939| 423206053 212 106664 | 'Q | 1
| 2| 497.254066|249.130671| 480.227517|240 617396 | | G |1102.650673 |551.828975|1085 624124 543 315700 1084 640108 542 82369210
| 3| 610.338130|305.672703 | 593.311581 297159428 | | L | 1045.629209 523318243 |1028 602660 514 804968 1027 618644 514312960 9
| 4| 723.422194|362.214735| 706.395645|353.701461 | | L | 932545145 466.776211| 915.518596 458.262936| 914.534580(457.770928| 8
| 5| 820.474958410.741117| 803.448409 402227843 | P | 819.461081 410234179 802434532 /401.720904 801.450516 /401228896 7
| 6| 919.543372|460.275324| 902 516823 |451.762049| | V | 722.408317 [361.707797| 705381768 (353.194522| 704.397752(352.702514 6
| 7/1032.627436|516.817356 1015 600887 | 508.304082 | | L | 623.339903 312173590 606313354 303.660315 605329338 303.168307 5
| 8/1161.670029|581.338653|1144.643480 572825378 | 1143 659464 572.333370| E | 510.255839 |255.631558| 493229290 247118283 | 492 245274|246.626275| 4
| 9]1248.702057 |624.854667 1231.675508 616.341392|1230.691492 615.849384| S | 381.213246 |191.110261| 364.186697 182.596987 363202681 182.104979| 3
10(1395.770471 698 388874 1378.743922 689 875599 | 1377739906 |689.383591| F | 294181218 |147.594247| 277.154669 139080973 | 2|
1 | | | K | 147112804 | 74.060040| 130.086255  65.546765| | 1
B bl e B . SO = R e
L% I PSRRI SR SRURIIORIN PRSP SRR S T u% S S e R e R R S e e
0 T I. T T T T T T T T T T 1 0 I T T T T T T T T T T T 1
2000 iy G G jLelile] 1200 1450 2000 iy G G 1000 1200 1450
RMS error 18 ppm Mazz (Dal RHS error 18 ppm Mazs cDal

NCBI BLAST search of QGLLPVLESFK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()
Other BLAST web gateways

All matches to this query

Score Mr(cal): =~ Delta

Sequence

615 1540868713

-0.006785 I QGLLPVLESFK

0.7 |1540.872559 -0.010631 ELSRVLHTNVVFK
0.6 |1540.872559|-0.010631| GALHKTVQNLVESK

Mascot: hitp/vwww matriscience.com/
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Peptide View

MS/MS Fragmentation of VQPYLDDFQK
Found in APOA1 HUMAN, Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=1

Match to Query 32441 1562 795068 from(782 404810,2+) rtinseconds(2204) index(36412)
Title: Locus:1.1.1.3401.11 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Plotfrom | |0 to |2600 Da Full range

Label all possible matches (' Label matches used for scoring @

.II |I|”II| Ll |.|||| | B T |i‘||ll||l ‘u I.l ol . |I| | , i | ; — . , ; L
00 600 b1l 1000 1200 1400 1600 1300 2000 2200 2400 2E00

Monoisotopic mas= of nentral peptide Mr(cale): 1562.780304
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
09 ! Biotin:Thermo—-21345 ()
Ion=s Score: 45 Expect: 0.00028
Matches : 11/90 fragment ions using 15 most intense peaks (help)
) ++ | - | WA 0 0+ | - ++ = e 0 0+ |u
# b | B | B | b b b Seq. ¥ ¥ y | ¥ . \j [
| 1) 100.075690| 50541483 | | | v | 10
| 2| 228.134268|114.570772| 211.107719|106.057498 | | Q | 1464.719165|732.863221|1447.692616 | 724.349946 | 1446.708600|723.857938| 9
| 3] 325.187032|163.097154 308 160483 154 583879 | | P |1336.660587 668 833932|1319.634038 660.320657 | 1318.650022659.828649 | 8
| 4| 488250361 |244 523313| 471.223812(236.115544 | Y |1239.607823 620307550 1222581274 611.7942751221.597258 |611. 30225?|
| 5| 601334425(301 170851 384307876292 657576 | L |1076.544494 |538.775885 1059.517945 530.262611|1058.533929 529. ??05ﬂ3| 6
| 6 716361368 358.684322| 699.334819|350.171047 698350803 349.679039| D | 963.460430 [482.233853| 946433881 473.720579| 945.449865(473.228571] 5
| 7) 831.388311416.197793| 814.361762|407.684519 813377746 407.192511| D | 848433487 [424.720382| 831406938 416.207107| 830.422922(415.715099| 4
i s| 978.456725|489.732000| 961.430176|481.218726| 960.446160|480.726718| F | 733.406544 |367.206910 716379995 358.693636| | 3
| 9]1417 682051 |709 344664 1400.655502 700 831389 1399 671486 700 339381 Q | 586.338130 293 672703 569311581 285 159429 | | 2
10| | | | | K | 147.112804] 74.060040 130.086255 65.546765] | | 1

L = = = = = = e L ioiioiaoaaos o B Sesservssssnvssnrnissrnetsre s nupEn i one
2 . . Il D i 53
e s L B s s s
& R T

0 B 5 T S _j.l::' ______________________________________________

200 I 460 I E'illﬁl : 860 I 10|00 I 12:Clﬁl : 14|00 I ECIl() I 460 : E'illﬁl I 860 : 10|¢10 I 12|00 I 14|00 :

REMS error 23 ppm Mazz (Dal RMS error 23 ppm Mazs (Dal

NCEBI BLAST search of VOQPYLDDFQE
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

|Smre: Mr{calc): | Delta | Sequence

449 |1562.780304/0.014764 |VQPYLDDFQK

6.6 |1562.804764|-0.009696 QVEELLMAMEKVE
6.3 |1562.787521|0.007547 |VQLVDNVYCIGQR
121 |1562.808624|-0.013556| LNSPTTTSQIMARK
1.8 |1562.804764 -0.009696 QVEELLMAMEKVK
1.1 |1562.787476|0.007592 [KVEMWOQKELNSR
09 |1562.787521/0.007547 |GEKGDVGEMGPRGLK
08 |1562.779633(0.015435 | QQTGKLSMSEK

| Mascot: hitp://www matrixscience com/




MATRIX
SCIEA«EE} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of EPCVESLVSQYFQTVIDYGK
Found in APOA2 HUMAN, Apolipoprotein A-II OS=Homo sapiens GN=APOA?2 PE=1 SV=1

Match to Query 53829: 2660244312 from(887.755380.34) rtinseconds(3150) index(57118)
Title: Locus:1.1.1.3735.11 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff'

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IBUU Da Full range

Label all possible matches Label matches used for scoring @
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Monoisotopic mas=2 of nentral peptide Mr(cale): 2e60.250244
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

(apply to specified residues or termini only)

013 : Biotin:Thermn-21345 (Q)
Ion=s Score: L4 Expect: 7.4e-005
Matches : 25/204 fragment ions using 39 most intense peaks (help)
T B B e I I B R
| 1) 130.049869| 65528572 | 112.039304) 56523290 E | iﬁ
| 2] 227.102633| 114.054954] | 209.092068| 105.049672) P | 2532214913 |1266.611094 2515.188364 | 1258.097820 2514.204348  1257.605812 |19
| 3| 387.133282| 194070279 | 369.122717| 185.064997 € |2435.162149|1218.084712|2418.135600 | 1209.571438 |2417.151584 1209.079430|18
| 4 486.201696| 243604486 | 468.191131| 234.599204) V | 2275.131500|1138.069388 2258.104951 1129.556113 |2257.120935|1129.064105 |17
| 5| 615244289 308.125783| 597233724 299120500 E | 2176.063086 1088 535181|2159.036537 1080.021906 2158 052521 1079.529898 16
| 6| 702276317 351.641797 684.263752| 342.636514 S | 2047.0204931024.013885(2029.993944|1015.500610|2029.009928  1015.008602 |15
| 70 815.360381| 408 183829 | 797.349816| 399178546 L | 1959.988465 980497871 1942961916  971.984396]1941977900 971492588 14
| 8 914.428795| 457718036 896418230 448712753 V | 1846.904401 923.955839;1829_8??852 015442564 1828 893836 914.950536 13
| 9/1001.460823| 501234050 983 450258 492228767 S |1747.835987 | §74.421632/1730.809438| 865.908357|1729.825422 865.416349|12
10/1129.519401 | 555.253339|1112.492851§ 556.750064|1111.508836| 556258056 Q | 1660.803959 830.905618|1643.777410  822.392343|1642.793394] 821.900335)11
11{1292.582730| 646.795003 |1275.556181 | 638.281729|1274.572165 637. ?89?21| Y |1532.745381 | 766 8763291515.718832 758.363054|1514.734816| 757.871046/10
12/1439.651144 | 7203292101422 624595 711815936 1421640579 711323928| F |1369.682052 | 685 344664|1352.655503| 676.831390|1351.671487| 676339382 9
13/1878.876470| 939.9418731861.849921| 931.428599|1860.865905| 930.936591 Q |1222.613638 | 611.810457|1205587089| 603.297183|1204.603073| 602.805175| 8
114/1979.924149| 990.465713|1962.897600| 981.952438|1961.913584| 981460430 T | 783.388312  392.197794] 766361763 383.684519| 765377747  383.192511| 7
1512078992563 |1039.999920 2061 966014 | 1031 486645 2060981998 |1030.994637 V | 682.340633 | 341.673954| 665314084 333.160680| 664330068 332668672 6
11612180.040242|1090 523759 2163.013693|1082.010484 2162.029677 1081.518476| T | 583.272219 | 292.139747| 566.245670| 283.626473| 565261654  283.134465| 5
17/2295.067185|1148 037230 2278 040636|1139.523956|2277.056620 1139.031948| D | 482.224540 | 241615008 465.197991| 233.102633| 464213975 232610623 4
118/2438 130514|1229 568895 2441 103965| 1221 055620 2440.119949 1220 563612 Y | 367.197597 | 184.102436| 350171048 175589162 [E]
19/2515.151978|1258.079627 |2498.125429 1249 566352 2497.141413 | 1249.074344| G | 204134268 | 102570772| 187.107719| 94.057497 | 2
20 | | | | K | 147.112804 74.060040 130.086255 65.546765| 1
- B o e S S S S S S S S S
? e e T e T R A A e A T A i B e i B e e e E?
5 e
E e A S, L1, R ' P Enmannnnsy E
b e TR TN S N TR Ry

I I I 560 I I I I 1050 I I I I 1550 I I I I I I 560 I I I I 1050 I I I I 1560 I I I

RMz errar 47 ppm Mazs cha? RMz ertar 47 ppm Mazs C0al

NCBI BLAST search of EPCVESLVSQYFQTVIDYGE
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this guery

{smml Mr(calc):
1543 2660250244
1233 2660250244

Delta Sequence
-0.005932 !EP CVESLVSQYFQTVIDYGK
-0.005932 iEPCV’E SLVSQYFQTVIDYGK

| Mascot: hitp/vwww. matriscience.com/
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Peptide View

MS/MS Fragmentation of EPCVESLVSQYFQTVIDYGK

Found in APOA2 HUMAN, Apolipoprotein A-II OS=Homo sapiens GN=APOA?2 PE=1 SV=1

Match to Query 53831 2660247552 from(887.756460.3+) rtinseconds(3181) index(12028)

Title: Locus:1.1.1.3675.17 File:"2013-07-02 CLN FXIII 30 min 3rd F 1. wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IBUU Da Full range

Label all possible matches (' Label matches used for scoring @
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L E Y -hOCa)

~y(2)

-

[

b

) il
|

|

|

|

y(g)

YOS

yr1E)++

SyC103

A yocL0)

-hOCiod

-yl

- g0(12)

T T T
100 200 300 40 (=1H8] FO0

T
Q00

T
1000

T
1100

1200

T
1300

T T
1400 1500

T
1600

T 1
1700 1300

2660.250244
(apply to specifie

Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

d residues

or termini only)

Q10 : Biotin:Thermo-21345 (Q)
Ion=s Score: 3B Expect: 0.0031
Matches : Z8/204 fragment ions using 61 most intense peaks (help)
I O i ™ O < 2 < N .2
| 1) 130.049869| 65528572 | 112.039304) 56.523290| E | | iﬁ
| 2| 227.102633| 114.054954] | 209.092068| 105.049672) P | 2532214913 |1266.611094 2515 188364|1258.097820 2314 204348 1257 605812|19
| 3| 387.133282| 194070279 | 369.122717| 185.064997 C | 2435.162149|1218.084712 2418 135600|1209.571438 |2417.151584 1209.079430|18
| 4| 486.201696| 243604486 | 468.191131| 234599204 V | 2275.131500 1138.069388|2258.104951|1129. 555113|2’!5? 120935 1129.064105|17
| 5| 615244289 308.125783| 597233724 299120500 E | 2176.063086 1088 535181|2159.036537 1080.021906 2158 052521 1079.529898 |16
| 6] 702276317 351.641797 684 263752 342636514 S | 2047.020493 1024 013884 2029.993944|1015.5006102029.009928 | 1015.008602|15
| 7) 815.360381| 408 183829 | 797.349816| 399178546 L | 1959.988465 980497870 1942961916 971.984396]1941977900 971492588 14
| 8 914.428795| 457718036 896418230 448.712753| V | 1846.904401| 923 955838 1829.877852| 9154425641828 893836, 914.950556/13
| 9/1001.460823| 501234050 | 983450258 492228767 S |1747.835987 | 874.4216311730.809438| 865.908357|1729 825422 865.416349|12
1101440686149 720.846712|1423.659600| 712.333438|1422.675584| 711.841430| Q | 1660.803959 830.905617|1643.777410] 822.392343|1642.793394  821.900335/11
11/1603.749478 | 802378377 |1586.722929| 793.865103 | 1585.738913| 793373004 Y |1221.578633 | 611292954]1204 552084 602.779680 1203 568068  602.287672|10
12/1750.817892 875912584 1733.791343 867.399310 1732.807327 355.90?3&2! F |1058.515304 | 529.761290|1041 488755  521.248015 1040.504739| 520.756007| 9
13[1878 876470 939.941873 1861849921| 931428399 1860.863905 930936390 Q | 911.446890 | 436227083| 894 420341| 447.713808] 893436325 447221800| 8
114/1979.924149| 990.465713|1962.897600| 981.952438|1961.913584| 981460430 T | 783.388312  392.197794] 766361763 383.684519| 765377747  383.192511| 7
11512078.992563|1039.999919 2061 966014 | 1031 486645 2060.981998 |1030.994637 V | 682.340633 | 341.673954| 665314084 333.160680| 664330068 332668672 6
11612180.040242|1090.523759|2163.013693| 1082.010484 2162.029677 1081.518476| T | 583.272219 | 292.139747 566.245670| 283.626473| 565261654  283.134465| 5
17/2295.067185|1148 037230 2278 040636|1139.523956|2277.056620 1139.031948| D | 482.224540 | 241615008 465.197991| 233.102633| 464213975 232610623 4
118/2438 130514|1229 568895 2441 103965| 1221 055620 2440.119949 1220 563612 Y | 367.197597 | 184.102436| 350171048 175589162 [E]
19/2515.151978|1258.079627 |2498.125429 1249 566352 2497.141413 | 1249.074344| G | 204134268 | 102570772| 187.107719| 94.057497 | 2
20 | | | | K | 147.112804 74.060040 130.086255 65.546765| 1
e - —
5 0.06—: ————————————————————————————————————————————— - fi, g B SRS TN . S, S
i R S S ol = il i By
i S SRt e ) e it e o i o L3
o s Iy T e

RMz errar 24 ppm

Mazs cha?

NCBI BLAST search of EPCVESLVSQYFQTVIDYGE

RMz ertar 24 ppm Mazs C0al

(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)

Other BLAST web gateways

All matches to this guery

Score  Mr(calc):

Delta Sequence

138,

1 |2660.250244|-0.002692 EPCVESLVSQYFQTVIDYGK

21

6 2660250244

-0.002692 iEPCVE SLVSQYFQTVIDYGK

Mascot: hitp/vwww. matriscience.com/




ATRIX
{scinveis Vascot Search Results
Peptide View

MS/MS Fragmentation of GNTEGLQK
Found in APOA4 HUNMAN_ Apclipoprotein A-IV OS=Homo sapiens GN=AP0OA4 PE=1 5V=3

Match to Query 20357: 1156 590708 from({579.302630,2+) rtinseconds(1432) index(60529)
Title: Locus:1.1.1.2977.17 File"2013-07-02 CLN FXIIT 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from ]1[][] to 1115[] Da Full range

Label all possible matches (' Label matches used for scoring @
h I||| I||||I|‘ : |I || ‘. Hll |‘ ||‘ | | ||||| | ".‘ | |I |||| : ;

16 200 300 i Ry el Fo S Qe ialile] 1400
Monoisotopic mas= of nentral peptide Mr(cale): 1156.591034
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
o7 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 35 Expect: 0.0053
Matches : &/70 fragment ions using 10 most intense peaks (help)
# b b—H— b* bi_-H- hﬂ hﬂ-H- Seq. ¥ }T-H- y* }T*-H- }Tﬂ yﬂ-l—l— &
(1| 58.028740| 29.518008| G (8
12| 172.071667| 86.539471|155.045118| 78.026197 | N 11100 <T5S<T_SSD ?9"06? 1[]83 35[1308 *‘-12 2?8"92 1082 566292 | :41_?35?34 T
(3| 273.119346(137.063311 |256. 092797 128. 550037|255.108781(128.058029| T | 986.522920 |493. ??DSDB 969, ‘?D?Bgi -!»8 5?329 268523365 | 484 765321 6|
(4| 402. 151939 ”Dl *‘84608 38‘ 13*‘39[} 193 0?1333 38—1 1“13?4 192 *?9325 E 331 436.?*1 4—13 ”—16?6—1 868 4*9?[1’* —13—‘.— ?33489 Sﬁx 475686 | —134 24148115
(5| 459. 183—1[]3 ”30 ﬂ9<339 —1—1” 1‘?68*—1 ”21 *8706‘ 441 1?”838 221 DQDD*?' G 'ﬂ‘:’ Ji.:’ﬁwS 3?8 ?2546?' ?39 41?1[19 3?D 212193 -4'
ﬁ' 572267467 | "86 63?3?2:555_24[}918 278.124097 .554 256902 | ETx 632089| L | 699.422194 3‘0 214735 582_3956455341_?[]1451 i
'? lli}li 49”?93 *Dﬁ 250035 | 994 466244 497, ?35!5[} 993, 482228 49? ?-14?*?2; Q 136 338130 293 672703 569311581 ;285_159429 |2
.E K 14x 11’?8[]-1 74060040 130086255 65 546766 1|

R B o
= B g e e S S S S S
T T P T —

- L S S —————————
—':'.':'1 T T T T T T T T T T T T T T T T 1 I. T T T T T T T T T T T T T T T T .I
250 By Fa0 1060 2510 B Fh0 1060

FMS error & ppm Mazs cha FMs ertor & ppm Mazs cha

NCBI BLAST search of GNTEGLQK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

Scure IbIr{c:lc) Delta Seqle:nce |
.35.4 1156591034/ DUDDBZE& “\TEGLQ

Mascot: hitp:'www matrixscience.com’




MATRIX
{SCIENE’E} MHSCOt Search RESllltS

Peptide View

MS/MS Fragmentation of IDQNVEELK
Found in APOA4 HUNMAN, Apolipoprotein A-IV OS=Homo sapiens GN=AP0OA4 PE=1 SV=3

Match to Query 27605: 1397 718328 from{699 866440, 2+) rtinseconds(1835) index(62873)
Title: Locus:1.1.1. 3118 4 File:"2013-07-02 CLN EXIII 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Flot from |1[]EI to I‘ITUU Da Full range

Label all possible matches (' Label matches used for scoring @

Semmeenoiioeeeeooon oo y(3)

' ' ol
||I |\Ju|ll|“l |||||i||| I | ||I|I , I||| : ||I | ; | ;

100 200 00 i Gy B0 Fac S0 Qi 1600 1100 1200 1300 1400 1500 1600 1700
Monoisotopic mas= of nentral peptide Mr(calec): 1397.722427
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
03 ! Biotin:Thermo—-21345 ()
Ion=s Score: 48 Expect: 0.00035
Matches : 21/86 fragment ions using 38 most intense peaks (help)
I E b | h—H— | b= | h*-H- hﬂ | hﬂ-H— | Sﬂq. ¥ F—I.—l- Y—.l- : | F__.,-I-—i- ‘ Fﬂ F{H—f‘ !qj
1) 114.091340| 57549308 | | | & | 9
2| 229118283|115.062779 | 211.107718/106.057497| D |1285.645664 |643 326470/1268 619115 6348131961267 635099 6343211878
13| 668.343609|334 675443 | 651.317060(326.162168| 650.333044 325670160 Q |1170.618721 5858129981153 592172 577.299724 1152 608156576 8077167
4| 782.386536|391.696906 765359987 (383.183631| 764.375971|382.691623 N | 731.393395 366200335 714366846 357.687061| 713.382830/357.195053/6
5| 881.454950 441231113 | 864428401 432.717838| 863 444385 432225830 V | 617.350468 [309.178872| 600.323919 300.665597| 599 339903 3&&.1?3589§5i
|6/1010.497543 |505.752410| 993 470994 497239135 992 486978 496.747127| E | 518.282054 |259.644665| 501.255505|251.131390| 500.271489|250.639382 4|
|7/1139.540136 | 570.273706 | 1122. 513587 | 561.760431 | 1121 529571 561268423 E | 389.239461 [195.123368| 372.212912 186.610094| 371.228896 135_113035§3|
'8/1252.624200 626 815738 1235597651 618 302463 1234 613635 617.810455| L | 260.196868 130.602072 243170319 122088797 2
9 | | | | | | K | 147.112804 | 74060040 130.086235  65.546765 | |

I = == == == mmm e m e R .
? a.l::-i————————————————————————————_———=————5————:—_————'— f’ oY ' """""""""""""""""""""""""""""""
QN = DI P P T SECEESEEEEE. onpesooeees RN | T, S R

-0.01 T T T T T T T T T T T 1 T T T T o T T T T T T 1

200 el i} S 160 1200 200 el e} S Relale] 1200

FMZ ertor 9 pom Mazs cha FM= errar 9 ppm Mazs C0al

NCBI BLAST search of [DQNVEELK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

IS-uurE Mr{calc): | Delta | Sequence
1483 |1397.722427|-0.004099 [DQNVEELK

112 [1397.733688|-0.015360 LCDVTLKIGDHK
7.1 |1397.733658|-0.015330 | QNITNQLEK

5.5 |1397.715057/0.003271 |LEDGSHLTGQTLK
55 |1397.726456|-0.008128 LEIMEFVNFLK
52 |1397.701309/0.017019 |LLENFVEQNMK
50 |1397.737686|-0.019358 LKEFCGEFLKK
141 |1397.704651/0.013677 |QLEKQMYSIMK
39 |1397.715042 0.003286 |LQESQPGNAVIDK
38 |1397.722427|-0.004099 LENDVEQLK

| Mascot: hitp/www matriscience .com/
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{SCIENE’E} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of IDQTVEELR

Found in APOA4 HUMAN, Apolipoprotein A-IV OS=Homo sapiens GN=AP0OA4 PE=1 5V=3

Match to Query 28471- 1412727448 from(707.371000.2+) rtinseconds(1919) index(63328)

Title: Locus:1.1.1.3147.26 File:"2013-07-02 CLN FXIII 30 min 3rd FT wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to |1400 Da

Full range

Label matches used for scoring @

YLD

I| I|| ‘. | |I ‘ ||‘ |I| |‘ ||‘ ‘I| I|||| | L llll |y | | |

100 2000 F00 i el G0 Fan S0 Qi 1000 1100 1200 1300 1400
Monoisotopic mas= of nentral peptide Mr(cale): 1412.733337
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
03 ! Biotin:Thermo—-21345 ()
Ion=s Score: &5 Expect: B.7e-006
Matches : 8/86 fragment ions using 12 most intense peaks (help)
IE b | b | b | hett b? | il _|Seq_ v i v ‘ o | 30 s
1) 114.091340| 57549308 | | | & | | 9
2| 229118283|115.062779 | 211.107718/106.057497| D | 1300.656564 650831920 1283 630015 642 318646 1282 645999 641 826638 8
3| 668.343609|334.675443 651317060 326.162168 650333044 325670160 Q |1185.629621 593.318449|1168 603072 584.805174 1167.619056 584 3131667
4| 769391288 |385.199282| 752364739 (376.686008 751.380723|376.194000 T | 746.404295 373.705786 729377746 365.192511| 728.393730/364.700503 6
5| 868459702 (434733489 851433153 426220215 850449137 425.728207| V | 645.356616 |323.181946 628330067 314.668672| 627346051 314_1?555455i
6| 997.502295499.254786 | 980.475746 490.741511 979.491730 490.249503 | E | 546.288202 |273.647739| 529261653 265.134465 528277637 264642457 4|
711126 544888 |563.776082 | 1109 518339 555 262808 | 1108 534323 554770800 E | 417.245609 209126442 400.219060 200 613168| 399_135044!2[}&_12115{}§3|
18/1239.628952|620.318114 1222.602403 |611.804840 1221.618387 611.312832| L | 288.203016 |144.605146) 271176467 136.091871| 2
9| | | | | R | 175118952 | 883.063114 158092403 79549839 il
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NCBI BLAST search of [DOTVEELR

(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Cther BLAST web gateways

All matches to this gquery

|Soure

. Mr{calc): | Delta | Sequence
164.7 |1412.733337|-0.005889|[DQTVEELR

113.0 |1412.744537|-0.017089 [PPEKMRELER
1121 |1412.7081910.019257 \LQESASGTGPR
110.3 |1412.734665|-0.007217 MPADWRQQLLR

6.2 |1412.712006/0.015442 |LRGAGEGSEREPR
6.0 |1412.734665 -0.007217 QRYRMIDFLR
5.1 [1412.741196|-0.013748 |SSLHYKPTPDLR
49 [1412.733322|-0.005874 |LSEEIDQLR

39 [1412.719391/0.008057 |LKAEMDEHRLR
28 [1412.741211]-0.013763 [KVTIYSETGNQR

Mascot: hitp/www matriscience .com/




MATRIX

SCIEA«EE} Mascot Search Results

Peptide View

MS/MS Fragmentation of LEPYADQLR
Found in APOA4 HUNMAN, Apolipoprotein A-IV OS=Homo sapiens GN=AP0OA4 PE=1 SV=3

Match to Query 28498: 1414 718948 from(708.366750,2+) rtinseconds(1990) index(63887)
Title: Locus:1.1.1.3172.16 File"2013-07-02 CLN FXIII 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range
Label all possible matches (' Label matches used for scoring @
I i i |I-| I‘| | .|.II ||.|| ' ||:| I|| ol g - 1 ??. i I|| 1 1 :Tl |i|. L I II :3" L i im ; -‘I: ?Ii I i
100 200 300 i el i) Fan a1l Qa0 1000 1100 1200 1300 1400 1500
Monoisotopic mas= of nentral peptide Mr(calec): 1414.727244
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
o7 ! Biotin:Thermo—-21345 ()
Ion=s Score: 41 Expect: 0.0013
Matches : 19/76 fragment ions using 45 most intense peaks (help)
|# b | p | b | b=t b? | bt _!Sﬁq. ¥ v . ‘ v+ | 0 ‘ asng lf
1) 114.091340| 57.549308 | | L | | | 9
2| 243.133933/122 070605 | | 225.123368|113.065322| E |1302.651085 651829181 |1285. 5.453&543 3159061284 640520642 823898 8
13| 340.186697/170.596987 | | 322.176132(161.591704| P |1173.608492 |587 307884 /1156 581943 578.7946101155. 597927 578. 302602|7
4| 503.250026|252.128651 | | 485.239461243.123369| Y |1076.555728 |538.781502|1059.52917 9|<3D:58223|1:}<3 545163 |529.776220|6
5| 574.287140|287.647208 556.276575(278.641926| A | 913.492399 |457. ?49838| 896 465850 448 736563 895481834 448 msss.al
iﬁ| 689.314083 |345 160680 | 671303518(336.155397| D | 842.455285 |421.731281 825 428736|413.218006| 824444720412 ?24998|4i
|?|1113 539409 |564.773343|1111.512860| 556.260068 1110528844 555.768060, Q | 727.428342 |364.217809| 710.401793355.704535 | 3
18/1241.623473|621.315375|1224.596924 612.802100 1223.612908 612.310092| L | 288.203016 |144.605146 271.176467 136.091871| 2
9 | | | | R | 175.118952 | $8.063114| 158.092403| 79.549839| il
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NCBI BLAST search of LEPYADQLR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Cther BLAST web gateways

All matches to this gquery

ISuurE. Mr(calc): | Delta | Sequence
41.0 1414.727844|-0.008896 LEPYADQLR

9.5 |1414.7125850.006363 [EISTEEQLR

6.1 |1414.735931|-0.016983 LMRGLLHCMIR

3.7 |1414.698715/0.020233 |GQGSPQQGTIVGMR
120 [1414.735062|-0.016114 [OLMQEVDROR
105 [1414.716400/0.002548 |LEEDARIEERR

0.1 |1414.731689|-0.012741 NKAEFHQSVISR

Mascot: http'www matrixscience. com/




MATRIX
{SCIENE’E} MHSCOt SEHI'Ch RESllltS

Peptide View

MS/MS Fragmentation of ALVQQMEQLR
Found in APOA4 HUMAN, Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=3

Match to Query 31691: 1525 802608 from(763 9083580, 2+) rtinseconds(2125) index(64570)
Title: Locus:1.1.1.3219.12 File"2013-07-02 CLN FXIIT 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to [1500

Da

Full range

Label matches used for scoring ®

IJ.‘ I1 H ll.l||||||||||!l |||I!|I||l I.-ll.l |i| II.II 1 II l‘l II‘I‘ ; i II
100 200 300 i el i) Fan a1l Qa0 1000 1100 1200 1300 1400 1500
Monoisotopic mas= of nemntral peptide Mr(cale): 1525.210B67
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
08 ! Biotin:Thermo—-21345 ()
Ion=s Score: 71 Expect: 2e-006
Matches : 13/84 fragment ions using 14 most intense peaks (help)
] ++ | - | i 0 0+ | - ++ = e 0 o+ |y
# b b b b b b Seq. ¥ ¥ ¥ ¥ |l ¥ ¥ |#
| 1 72.044390| 36525833 | | A | 10
| 2| 185.128454| 93067865 | | | | L | 1455781054 728 3941651438 754505 719.880890 1437770489 719.388882| 9
| 3| 284196868142 602072 | | | |V 1342.696990 6718521331325 670441 663 338858 1324 686425 662 846850 8
| 4| 412.255446|206.631361 395228897 198.118087 | | | Q |1243.628576 |622.317926|1226.602027 613.8046511225.618011 613 312643 | 7
| 5| 540.314024/270.660650| 523287475|262.147376 | Q |1115.569998 |558 288637 1098.543449 549.775362 1097 559433 |549.283354| 6
| 6 671354509|336.180893 | 654327960 327 667618 | | M | 987.511420 |494259348| 970484871 485746073 969 500855 485254065 5
| 7| 800.397102|400.702189| 783.370553392.188915| 782386537 391.696907 E | 856.470935 428739105 839444386 |420225831| 838460370 419.733823 4
| 8[1239.622428 (620 3148521222 595879 611 801578 1221 611863 611309569 Q | 727.428342 364217809 710401793 353 704534 | 3
| 9]1352.706492|676 856884 1335.679943 668 343609 1334695927 667851601 L | 288.203016 144 603146 271176467 136091871 | | 2
10| | | | 'R | 175.118952  88.063114| 158.092403 79.549839| | | 1
P B
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NCBI BLAST search of ALVQOMEQLR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

Score  Mr(calc):  Delta

Sequence

1713 |1525.810867|-0.008259 ALVQQMEQLR

1229 |1525.810867 -0.008259 ALVQQMEQLR

1145 |1525.792236/0.010372 |ALTEQQEQLR

112.0 |1525.798752(0.003856 |SPVKEEEKPQEVK
1118 [1525.800064/0.002544 |ARALOSYYEAKAR
187 |1525.810867|-0.008259| ALVQQMEQLR

175 |1525.807495|-0.004887 WPPQQLMLSAALR
60 |1525.803467|-0.000859 SPPSPRSSMAAVALR
57 |1525.803482|-0.000874 VNTPAGSSQKAR
52 |1525.784836/0.017772 |LAQVATEEPERQR

Mascot: hitp/www matriscience.com/




MATRIX
SCIEA«EE} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of LLPHANEVSQK
Found in APOA4 HUNMAN, Apolipoprotein A-IV OS=Homo sapiens GN=AP0OA4 PE=1 SV=3

Match to Query 32042 1545 840972 from(516.287600.3+) rtinseconds(1543) index(61275)

Title: Locus:1.1.1.3016.12 File:"2013-07-02 CLN FXIII 30 min 3rd FT wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

to |1400

Da

Full range

Label all possible matches (' Label matches used for scoring @
‘ & 2 El % 3 =
| Il | I”l‘l ‘ ‘ “||H || 11 ] | | | L | |

100 F00 i G0 Fan Qi 1000 1100 1200 1300 1400
Monoisotopic mas= of nentral peptide Mr(cale): 1545.833710
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q10 ! Biotin:Thermo—-21345 ()
Ion=s Score: 45 Expect: 0.00067
Matches : 12/94 fragment ions using 24 most intense peaks (help)
[ i | - | W 0 0t | - 7y = e | 0 ol
# b | B | b b b b Seq. ¥ ¥ ¥ |y ¥ ¥ I
| 1) 114.091340| 57549308 | | | L | | 11
| 2| 227.175404(114.091340 | | | L | 1433.756946 717.382111 1416.730397 | 708 868837 1415 746381 708 376828 1u|
| 3| 324.228168(162617722 | | | P 11320672882 660.840079|1303 646333 |652.326804|1302.662317|651.834796 9
| 4] 461. 28?DBD|231 147178 | | | | H |1223.620118 612313697 1206593569 603. 800422 1205. 609553 603. 3(}3414|
| 5| 532. 324194|266ﬁ65?35 | A |1086.561206 543 784241 1069 534657|535 270966/ 1068 550641 |534. ??8958| 7
| 6| 646367121|323.687199| 629340572 315173924 | N |1015.524092 |508 265684| 998 497543 499.752409| 997.513527|499.260401| 6
| 7) 775.409714/388.208495 | 758.383165|379.695221 757399149 379.203213| E | 901481165 [451244220| 884.454616 442.730946| 883.470600(442.238938| 5
| 8| 874.478128|437.742702| 857.451579(429220427| 856467563 |428.737419| V | 772.438572 |386.722924| 755. 412(}*3@?3 209649| 754428007 377.717641 | 4
| 9] 961.510156/481.258716| 944.483607|472.745441 943.499591472.253433| S | 673.370158 |337.188717| 656.343609 328.675442| 655.359593(328.183434| 3|
110/1400.735482|700.871379 1383708933 692 358104 1382 724917691 866096 Q | 586.338130 293 672703 569 311581|285 139428 | 2|
11 | | | | K | 147.112804] 74.060040 130.086235 65546765 | 1
— i E 0 S N N T R M S e R e o o o e s
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NCBI BLAST search of LLPHANEVSQK

(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()

Other BLAST web gateways

All matches to this query

Score  Mr(calc): =~ Delta

Sequence |

1452 |1545.833710/0.007262|LLPHANEVSQK |

Mascot: hitp/www matriiscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of TQVNTQAEQLR
Found in APOA4 HUMAN, Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=3

Match to Query 34027: 1597 825482 from({533.615770,3+) rtinseconds(1597) index(61610)
Title: Locus:1.1.1.3035.10 File"2013-07-02 CLN FXIIT 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to |14[][] Da Full range
Label all possible matches (' Label matches used for scoring @
| | 3 5 ic 3 3 o ;
|1 ||I|I|\||| RN Jhlnn”ﬂll I TR 11 .'H 7 - i — ) [
100 2000 F00 400 500 600 Fan S0 Qi 1000 1100 1200 1300 1400
Monoisotopic mas= of nentral peptide Mr(cale): 1597.224615
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
09 ! Biotin:Thermo—-21345 ()
Ion=s Score: L2 Expect: 0.00015
Matches : 19/112 fragment ions using 37 most intense peaks (help)
[ 4 | - | W 0 0t | - 7y = W | 0 ol
# b | B | B | b Y BT Ses. ¥ ¥ S ¥ \j [
| 1) 102.054955| 51531116 | 84.044390| 42525833 T | | 11
| 2| 230.113533|115.560405 | 213.086984 107.047130| 212.102968 106555122 Q | 1497.784225 749 395751 1480.757676 740 8824761479 773660 740 390468 1u|
| 3| 329.181947(165.094612] 312.155398 156.581337| 311.171382|156.089320| V |1369.725647 685366462 1352.699098 676.853187|1351.715082|676.361179| 9
| 4| 443224874(222.116075 426.198325 213.602801| 425214309|213.110793| N |1270.657233 635832255 1253.630684 627.318980 1252646668 626. 3259?2|
| 5| 544272553|272.639915 527.246004 264 126640 526261988 |263.634632| T |1156.614306 |578.810791|1139.587757 570.297517 1138.603741 |569. 335509| 7
| 6| 672.331131/336.669204| 655.304582|328.155029 654320566 327.663921| Q |1055.566627 |528.286951|1038.540078 519.773677|1037.556062|519.281669| 6
| 7) 743.368245372.187761| 726.341696|363.674486 725357680 363.182478| A | 927.508049 |464.257663| 910.481500 455.744388| 909.497484|455252380| 5
| s| 872410838 |436.709057 | 855 384289 428. 195783 854400273 427.703775| E | 856.470935 428.739106 839444386|42[}225831| 838.460370/419.733823 | 4
| 9]1311.636164|636.321720 1294 609615 647 808446 1293 625599 647316438 Q | 727.428342 364217809 710401793355 704535 | 3|
1 u|1414 ?zmzsl?u 863752|1407.693679| 704 350478 | 1406.709663 | 703.858470| L | 288.203016 144.605146| 271.176467|136.091871| | 2|
1 | | | | | R | 175.118952 | 88.063114 158.092403 79.549839 | 1
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NCBI BLAST search of TQVNTQAEQLR

(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()

Other BLAST web gateways

All matches to this query

Score Mr(cal): =~ Delta

Sequence

519 11597.824615

0.000867 [TQVNTQAEQLR

116.6 |1597.824615

0.000867 | TQVNTQAEQLR

1149 1597 835846|-0.010364

TEAAATAGGOGGAAR

21 |1597.803513|0.021969

TQVVHESFQGR

Mascot: hitp? www_matrmscience com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of SLAPYAQDTQEK

Found in APOA4 HUMAN, Apolipoprotein A-TV OS=Homo sapiens GN=APOA4 PE=] SV=3

Match to Query 36260 1660803108 from(831 408830 2+) rtinseconds(1724) index(3664)

Title: Locus:1.1.1.3170.13 File:"2013-07-02 CLN FXIII 30 min 3rd F 1. wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches (' Label matches used for scoring ®

§ = & - i s B %‘e - IS

| 1 ‘ ! I‘ |i I|“I ;||:L|| | il |i|i|| |||i Illli |i | ||| |Ii | |I| i ; | | i |i ;

100 2000 il iy Giacy B Fac a1l Qi 1000 1100 1200 1300 1400 1500 1600
Monoisotopic mas= of nemntral peptide Mr(cale): 1e60.213034
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q10 ! Biotin:Thermo—-21345 ()
Ion=s Score: 46 Expect: 0.00033
Matches : 28/118 fragment ions using 5% most intense peaks (help)

-+ | e | o a 04+ | : ++ & B 0 0++ Fa

# B | »*t | B b B b Seq. ¥ ¥ ¥ ¥ | ¥ \j [
| 1 88039304| 44523290 | 70.028739| 35518008, S | 2
| 2| 201.123368|101.065322 | | 183.112803| 92060039 L | 1574788308 787.897792|1557.761759 779 384518 1556 777743 778.892510|11
| 3| 272.160482|136.583879 | | 254.149917127.578596| A |1461.704244 |731 3557601444 677695 722 8424861443 693679 722350478 |10
| 4| 369.213246/185.110261 | 351.202681)176.104978| P |1390.667130 695 837203|1373.640581 |687.323929|1372.656365|686.831921 9
| 5| 532.276575266 641926 514.266010|257.636643 | Y |1293.614366 647310821 1276.587817 638.797547|1275 603801 638305539 8
| 6 603.313689 302.160483 585.303124(293.155200| A |1130.551037 |565.779157|1113 524488 |557.265882|1112.540472|556.773874 7
| 7| 731.372267|366.189772| 714.345718 357.676497| 713.361702 357.184489| Q |1059.513923 530260600 1042 487374 521.747325|1041.503358|521.255317| 6
| 8 846.399210(423.703243| 829.372661 415189969 828388645 414697961 D | 931455345 |466231311| 914 428796 |457.718036| 913 444780(457.226028| 5
| 9| 947446889 474227083 930.420340 465713808 929.436324 465221800, T | 816.428402 |408.717839| 799401853 400204565 798.417837(399.712557 4
1101386672215 |693 839746 1369 645666 685 326471 1368 661650 684 834463 Q | 715.380723 358.194000| 698354174 349 680725 697 370158 349 188717 3
11/1515.714808|758.361042 | 1498 688259 749 847768 | 1497.704243 749355760 E | 276.155397 138.581337| 259.128848 130.068062  258.144832 129 576054 2
12| | | | K | 147.112804  74.060040 130.086255| 65.546765| (1
B R
SR L S B BT e . S £ 25 F-o---------- oo e
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NCBI BLAST search of SLAPYAQDTQEK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this guery

Score  Mr(calc):  Delta Sequence

146.0 |1660.813034 -0.009926 SLAPYAQDTQEK

235 |1660.813034|-0.009926 SLAPYAQDTQEK

183 |1660.820908 -0.017800 SLARAGFYYTGVNDK
56 |1660.826782|-0.023674 EAATQAQQTLGSTIDK
15 |1660.820236|-0.017128 MAL SGEGQEKGKASPR
05 |1660.783844/0.019264 RDAMPSDANLNSINK
102 |1660.780518(0.022590 'HSSTPDHTSTLEPPR

| Mascot: hitp/www matriscience .com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of LGEVNTYAGDLQK
Found in APOA4 HUNMAN, Apolipoprotein A-IV OS=Homo sapiens GN=AP0OA4 PE=1 SV=3

Match to Query 37388: 1717.854808 from(859.934680 2+) rtinseconds(2004) index(63944)

Title: Locus:1.1.1.3177.13 File"2013-07-02 CLN FXIIT 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or

: Plot from |1EIEI

Label all possible matches O

to [1800

Da

Full range

Label matches used for scoring ®

e 3 5
3 | § 352 sl |3 - 3 3
| L ‘I|||||||||‘I|I|iL | |i |i||i||||I 11 I|| : L 1 I :
100 il 40y el B0 Fan S0 Qi 1600 1100 1200 1500 100 1500 1600 1700 1500
Monoisotopic mas=2 of nentral peptide Mr(cale): 1717.870885
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q12 ! Biotin:Thermo—-21345 ()
Ion=s Score: B9 Expect: 2.5e-008
Matches : 28/126 fragment ions using 46 most intense peaks (help)
u ++ | + | L 0 0+ | - ++ + e 0 [
¥ b | 8 | b b ¥ b Seq. ¥ ¥ y ¥ | ¥ \j [
| 1) 114.091340| 57549308 | | | L | 13
| 2| 171.112804| 86.060040| | | | G |1605.794121 803.400699|1588.767572 794.887424 | 1587.783556 794.395416 12
| 3| 300.155397150.581336 | 282.144832(141.576054| E |1548.772657 |774.8899671531.746108 | 766.376692| 1530.762092 | 765 884684 11
| 4| 399113311|20011<544| | | 381.213246|191.110261| V |1419.730064 |710.368670|1402.703515 701.855396 1401.719499|701.363388|10
| 5| 513266738(257.137007| 496.240189 248 623733 495236173248 131725 N |1320.661650 660 834463 1303635101 652.321189 1302 651085651 329131| 9
| 6| 614.314417307.660847| 597.287868 299.147572 596303852 298.655564| T |1206.618723 |603.813000/1189.592174 595.299725|1188.608158|594.807717| 8
| 7] 777.377746/389.192511| 760.351197|380.679237 759367181 380.187229| Y |1105.571044 553289160 1088.544495 544.775886|1087.560479|544.283878| 7
| 8| 848.414860[424. ?11&53| 831.388311|416.197794| 830.404295 415705786 A | 942.507715 471.757496| 925.481166 463244221 924497150 462.752213| 6
| 9] 905. 435324I453 221800| 888409775 444.708526| 887.425759|444216518) G | 871470601 436238939 854444052 /427.725664| 853.460036]427.233656| 5
10 ll}lﬂ.-iﬁﬂﬁx!51[}_?352?2|1003.435?15!5[}2_22199? 1002.452702|501.729989| D | 814449137 |407.728207 797.422588 399214932 ?96_4385?2'398_?22924| 4
11/1133.547331|567.277304 | 1116.520782 | 558 764029 |1115.536766 558 272021 L | 699.422194 350214735 682395645 341.701461| |3
12|1572.772657 | 786.889967 | 1555.746108 | 778.376692 | 1554.762092 777.884684 | Q | 3586.338130 293. 6?2?[}3| 569 311581 285. 1<9429| | 2
13 | | K | 147.112804 | 74060040 130086255 63546765 | 1
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RMZ ertar 12 ppm Mazs CDa? RMz ertar 12 ppm Mazs cha?

NCBI BLAST search of LGEVNTYAGDLOQK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Other BLAST web gatewavs

All matches to this gquery

Score  Mr(calc): Delta Sequence

889 (1717.870895 -0.016087 LGEVNTYAGDLQK

173 |1717.866867 |-0.012039 [DAVNAETIREVCTK

56 |1717.878067 -0.023259| RATEKEINNMGNTLK

27 |1717.878754|-0.023946 IDAVAWNTTPYQLAR

122 [1717.834351(0.020457 |ESKPAATTRSSGGGGGGGGK
09 [1717.837860/0.016948 | MENKPTSSELQK

05 |1717.856476 -0.001668 GNMEQATLEMKK

Mascot: hitp/www matriscience.com/




liGivert Mascot

Peptide View

Search Results

MS/MS Fragmentation of TQVNTQAEQLR
Found in APOA4 HUMAN, Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=3

Match to Query 41178: 1908 987072 from{637.336300,3+) rtinseconds(1938) index(63496)
Title: Locus:1.1.1.3154.19 File"2013-07-02 CLN FXIII 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Label all possible matches O

Plot from |1EIEI

to |1200
Label matches used for scoring ®

Full range
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:
! Biotin:Thermo—-21345 ()
! Biotin:Thermo—-21345 ()
Ion=s Score: 40 Expect: 0.00024

Q2
Q9

1508.991364
(apply to specified residues or

termini only)

Matches : 12112 fragment ions using 20 most intense peaks (help)

|# b | b b* | — | B0 | b Seq. ‘ . ‘ S ‘ - g+ 0 ‘ ‘#
| 1 102.054955| 51531116 | | 84.044390| 42525833 T | | | | 11
| 2| 541.280281 271143779 524253732)262.630504, 523269716 262138496 Q | 1808950973 904979125 1791924424 395.455350[1?9&.940403!395.9?3841]11}
| 3| 640.348695 |320.677986 523.322145!312_154?11| 622 338130(311.672703 V | 1369. ?2554?|535 366462 1352.699098 676.853187|1351.715082 676.361179| 9
| 4 754.391622 [377.699449| 737.365073369.186174 736.381057|368.694166| N Ium 55?'?33|535 832255|1”53 630684 627.318980 1252.646668 626.826972 8
| 5| 855439301/428223289| 838412752 419.710014 837.428736419218006 T |1156.614306 578.810791 1139587757570 297517|1138.603741|569.805509 7
I_ﬁ| 083497879 492 252578 966 471330 |483.739303 | 965487314 (483 247295 Q |1055.566627 528286952 |1038 540078 519.773677|1037 556062 519_281669i_ﬁ
| 7| 1054.534993|527.771135|1037 508444 519257860 1036 524428 518 765852 A | 927.508049 464257663 910481500 455.744388| 909.497484 455252380/ 5
| 811183.577586 592.292431|1166. 551&3?%33 779157 1165567021 583 287149| E | 856.470935 |428.739106| 839.444386/420.225831| 838.460370(419.733823 4
| 9| 1622. 302912|311 905094 1605.776363 803.391820 | 1604.792347 802.899812| Q | 727.428342 364.217809| 710.401793|355.704535 |_3
10| 1735.886976 868 447126 1?13_35042?1359_933352|1?1?_3?5411I359_441344 L | 285203016 144.605146) 271.176467 136.091871| I_z
1 | | | | R | 175.118952 | 88.063114| 158.092403| 79.549839 1
B e S .
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RMS error 14 ppm Mazz (Dal RHS error 14 pom Mazs cDal

NCBI BLAST search of TQVNTQAEQLR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()
Other BLAST web gateways

All matches to this query

Score Mr(cal): =~ Delta

Sequence

396 1908991364

-0.004292 TQVNTQAEQLR

156 1908991364

-0.004292 TQVNTQAEQLR

195 |1908.991364|-0.004292| TQVNTQAEQLR

1.0 |1909.015610 -0.028338 |SSIAL TAPDAAADPKEKPK
109 |1908.974045/0.013027 |[SAQWAINRVAMEIQHR
03 |1908.980591(0.006481 |QAHHTDKFSSQELILR
0.1 |1909.002579|-0.015507 QQLETARNATR

Mascot: hitp/www matrixscience.com/
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Peptide View

MS/MS Fragmentation of SLAELGGHLDQQVEEFR

Found in APOA4 HUNMAN, Apolipoprotein A-IV OS=Homo sapiens GN=AP0OA4 PE=1 5V=3

Match to Query 47900: 2238099432 from(747.040420 34) rtinseconds(2259) index(65315)

Title: Locus:1.1.1.3266.14 File:"2013-07-02 CLN FXIII 30 min 3rd FT wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IBUU Da Full range

Label all possible matches O

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

2

238.110281

(apply to specified residues or termini only)

012 : Biotin:Thermo-21345 (Q)
Ion=s Score: 63 Expect: 1.4e-005
Matches : 14/168 fragment ions using 17 most intense peaks (help)
# » | v | ow | o b Sea v ¥ S I i N i
|1 88.039304| 44523290 | 70.028739| 35518008 S | | 17
| 2| 201.123368| 101.065322] | 183112803 92060039 L | 2152.085352/1076.546414|2135.059003 1068 033139 2134.074987 1067541131 |16
| 3] 272.160482| 136583879 | 254.149917| 127.578596, A | 2039.001488|1020.004382/2021.974939 1011.491108 |2020.990923  1010.999100 15
| 4| 401203075/ 201.105175 | | | 383.192510| 192.099893 E | 1967.964374 984485825 1950.937825| 975.972551/1949.953809 975480343 |14
| 5| 514287139 257.647208 496276574| 248641925 L | 1838.921781| 919964529 1821895232| 911 451254|1820.911216) 910959246/13
| 6 571.308603| 286157940 | 553208038| 277.152657| G |1725.837717 | 863.422497/1708.811168| 854.909222(1707.827152| 85441721412
| 7| 628.330067| 314.668672 | 610319502 305.663389 G |1668.816253 | 834.9117651651.789704  826.398490|1650.805688| §25.906482|11
| 8 765388979 383.198128| | | 747.378414| 374192845 H | 1611.794789| 806401033]1594.768240| 797.887758 |1593.784224| 797.395750|10
| 9 §78.473043| 439.740160| | 860462478 | 430.734877| L |1474.735877 | 737.871577|1457.709328 | 729.358302|1456.725312| 728.866294] 9
10| 993.499986| 497253631 | 075.489421| 488248349 D |1361.651813 | 681329545 1344625264 672.816270|1343.641248| 672.324262| 8
11/1121.558564 | 561.2829201104.532015| 552.769646|1103.547999| 532277638 Q |1246.624870 | 623.816073/1229.598321 615.302799|1228.614305| 614.810791 7
12/1560.783890 | 780.895583 1543.757341| 772.382309|1542.773325| 771.890301| Q | 1118.566292| 559.786784/1101.539743| 551.273510/1100.555727| 550.781502 6
13[1639.852304| 830429790 1642 825755| 821.916516/1641.841739| 821424308 V | 679.340966 340174121 662314417 331660846 661330401 331168838 5|
[14/1788.894897| 894.951087|1771.868348| 886.437812|1770.884332| 885.945804) E | 580.272552 | 290.639914| 563246003| 282.126639| 562261987 281634631| 4,
15/1917.937490| 959472383 |1900.910941| 950.959109|1899.926925 950467101 E | 451.229959 | 226118617 434203410 217.605343 433219394 21?_113335i'§|
116 2065.005904|1033.006590 2047.979355| 1024 493316 2046.9953391024.001307| F | 322.187366 161.597321  305.160817  153.084046| ' | 2
17| | | | | | R | 175.118952] 88.063114 158.092403 79.549839| |_1‘
5 T
SET U Et, s Hesssssrrsaes s e S
O — RSI—— —— o I

gl it e e e e

REMS error 13 ppm

NCBI BLAST search of SLAELGGHLDQOQVEEFR

Mazs CDal

RMS error 13 pom

(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this gquery

|Soure

Score  Mr(calc): " Delta
62.8

Seqnence |

2238 110291 |-0.010859 SLAEL GGHLDQQVEEEFR |
2238.110291|-0.010859 SLAELGGHLDQQVEEER |

628

Mazs (Dal

| Mascot: hitp/www matriscience .com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of SLAELGGHLDQQVEEFR
Found in APOA4 HUMAN, Apolipoprotein A-TV OS=Homo sapiens GN=APOA4 PE=] SV=3

Match to Query 47903: 2238 117492 from(747 046440 3+) rtinseconds(2287) index(52690)
Title: Locus:1.1.1.3439.11 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

to |2400

Da

Full range

Label all possible matches (' Label matches used for scoring ®

& % os < 2
AT = El g 5 &
T 9t = B E o = o g
R & B S g4 3 s & B 0
| HH S T AN H T EE I I sl 5 9
‘,E::‘ ' 23 L;Q; el 8 22 3
| ' E . B i ' ' o ¥
; b s |||l|Ju| II\HIII!I Jlll laile BB “||I || ||II I Lol : | II [ '|J ; L. I| | | |
0 2000 iy el a1l Lslils] 1200 1400 1600 1300 2000 2200 2400
Monoisotopic mas=2 of nentral peptide Mr(cale): 2238.1102891
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
011 ! Biotin:Thermo—-21345 ()
Ion=s Score: 49 Expect: 0.0001
Matches : 30/168 fragment ions using 64 most intense peaks (help)
++ | + | ML 0 O+ | - ++ = M 0 [T
# B | b b b R Seq. ¥ ¥ ¥ v | ¥ ¥ [
| 1 88039304 44523290 | 70.028739| 35518008, S | 7
| 2| 201.123368| 101065322 | 183.112803 92060039 L | 2152.085552 1076546414 2135059003 1068 033139|2134.074987 1067 541131 16
| 3| 272.160482| 136583879 | 254149917 127.578596 A |2039.001488 1020004382 2021974939 1011491108/2020.990923 1010.999100 15
| 4] 401.203075| 201.105175| | 383.192510 192.099893 E | 1967.964374| 984485825 1950.937825 075972551 1949.953809 975480543 |14
| 5| 514.287139| 257.647208| 496.276574| 248641925 L |1838.921781 | 919 964529 1821 895232| 911.451254|1820.911216| 910.959246/13
| 6/ 571.308603| 286.157940 553.298038| 277.152657| G | 1725.837717| 863 422497(1708 811168 | 854.909222|1707.827152| 854.417214(12
| 7| 628330067 314.668672 610.319502| 305.663389 G | 1668 816253 834.911765/1651.789704 826398490 1650.805688  825.906482/11
| 8 765388979 383.198128 747.378414| 374192845 H |1611.794789 | 8064010331594 768240| 797.887758|1593.784224| 797.395750(10
| 9 878473043 439.740160 860.462478| 430.734877 L |1474.735877 | 737.871577|1457.709328 | 729.358302|1456.725312| 728.866294| 9
10| 993.499986| 497 253631 | 975489421| 488248349 D |1361.651813 | 681329545 1344 625264| 672.816270|1343.641248 672324262 8
11/1432.725312| 716.866294 1415698763 708.353020 1414.714747| 707.861012) Q |1246.624870 | 623.816073|1229.598321  615.302799|1228.614305| 614.810791| 7
12/1560.783890 | 780.895583 1543.757341| 772.382309|1542.773325| 771.890301| Q | 807.399544 | 404203410 790372995  395.690136| 789.388979| 395198125 6
113/1659.852304| 830.429790|1642.825755| 821916516 1641.841739| 821424508| V | 679.340966  340.174121) 662.314417| 331.660846 661330401 331168838 5|
14/1788.894897| 894.951087 1771.868348 886437812 1770.884332 885945804 E | 580.272552 | 290.639914| 563246003 282126639 562261987  281.634631| 4|
15/1917.937490| 959.472383 1900.910941 950.959109 1899.926925 950467101 E | 451229959 | 226 118617| 434203410 217.605343| 433219394  217.113335| 3
16 2065.005904 |1033.006590 2047.979355 1024 493316 2046.995339 1024001307 F | 322187366 | 161597321| 305 160817  153.084046| | 2
17| | | R | 175.118952 | 88063114 158092403 79549839 | 1|
E e e e e e e e e e e e e e e e e e e e R e T e rg_ ) —F--mmmmm e e e e e e e e e e mm e mmmm—— -
E -0 _I.:_J_! __________ r—r-\-——-'—.. _____ Mt e B e e e T e T e e 8 -
55 55 i ERCRERERC LUei s o CPere Ao Lt _____!_" _____ A (I, | WHTRERERERRL. ry. | DR
B B A A A R A A A AR R A SR A £
e e e L T T A S R R R s R
I I I I 56(:' I I I I 10::)0 I I I I 15:::"::| I I I | I I I I 50(:' 1 I I I 10::)0 1 I I I 15:::":' I I I 1
REMS error 24 ppm Mazs (Dal RMS error 24 pom Mass (Dal

NCBI BLAST search of SLAELGGHLDQQVEEFR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|Soure

Mr(cal): ~ Delta

Sequence

492

2238.110291

0.007201

| SLAEL GGHL DQQVEEFR

363

2238.110291

10.007201

SLAELGGHLDQQVEEFR

6.5

2238.095001

0.022491 |HA£ ILQEVLGEVMEENKDR

3.9

2238.146637

-0.029145 !AYGC GRTELAIKILEYEPR

Mascot: hitp/www matrbiscience.com/
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Peptide View

MS/MS Fragmentation of STAAMSTYTGIFTDQVLSVLK
Found in APOC2_HUMAN, Apolipoprotein C-II OS=Homo sapiens GN=APOC?2 PE=1 SV=1

Match to Query 53008: 2543 296182 from(848.772670,3+) rtinseconds(3237) index(57345)
Title: Locus:1.1.1.3764 3 File:"2013-07-02 CLN EXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to |2400
Label matches used for scoring ®

Full range
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:
Q15

! Biotin:Thermo—-21345 (0}

Ion=s Score: 105 Expect: 1.1e-009

2543.301544

(apply to specified residues or termini only)

Matches : 18/206 fragment ions using 20 most intense peaks (help)
# s | o | o | e ¥ % Sea ¥ o v Y |
|1 88.039304| 44523290 | 70.028739| 35518008 S | n
| 2| 189.086983| 95.047129| | 171076418 86041847 T | 2437276785 1229 142030 2440.250236 1220 628756|2439.266220 1220136748 |20
| 3| 260.124097| 130.565686 | | 242.113532| 121.560404, A | 2356.229106|1178.618191|2339.202557|1170.104916 2338.218541 | 1169.612908 |19
| 4] 331.161211| 166.084243 | | | 313.150646 157.078961| A |2”B< 191992 | 1143.099634|2268 163443 | 1134.586339 2267.181427|1134.094351 18
| 5 462201696| 231604486 444191131 222599203 M |2214 154878 1107 581077|2197.128329 1099067802 2196 144313 | 1098 57579417
| 6 549.233724| 275120500 | 531223159| 266115217 § | 2083.114393|1042 060834 /2066087844 1033 547360|2063.103828 | 1033.055552 16
| 7| 650.281403| 325644340 | 632.270838| 316.639057 T | 1996.082365 998.5448211979.055816 990.031546|1978.071800 989.539538/15
| 8| 813.344732| 407.176004 | 795.334167| 398.170722| Y |1895.034686 | 948 020981 1878.008137| 939.507707|1877.024121| 939.015699 14
| 9| 914392411 457.699844| | 806381846 448.6904561 T |1731.971357 | 866.489317 1714.944808  857.976042/1713.960792| 857.484034/13
110/ 971413875| 486210576 | 953.403310| 477205293 G |1630.923678 | 815.965477/1613.897129| 807.452203 1612.913113| 806.960195 12
11/1084.497939| 542.752608| | 1066487374 533.747325| 1 |1573.902214 | 787.454745|1556.875665| 778.941471|1555.891649| 778.449463 |11
12/1231.566353 | 616286815 | 1213555788 | 607.281532) F |1460.818150 | 730912713 1443.791601| 722.399439|1442.807585 721907431|10
13[1332.614032| 666810654 1314.603467| 657.805372| T |1313.749736 | 657.378506|1296.723187| 648.865232(1295.739171 648.373224| 9
14/1447.640975| 724324126 1429.630410| 715318843 D |1212.702057 | 606.854667|1195.675508| 598.341392|1194.691492| 597.849384| 8
1151886.866301| 943.936789 1869.839752| 935.423514|1868.855736| 934.931506 Q | 1097.675114 549341195 1080.648565 540.827921|1079.664549  540.335913| 7
iﬁ|193% 934715 993 4709961968 908166 984. 957721/1967.924150| 984.465713| V | 658.449788 | 329.728532| 641423239 321.215258| 640439223| 320723250 6
17/2099.018779|1050.013027 2081 992230/ 1041499753 2081. 008214 |1041.007745| L | 559.381374 | 280194325 542354825 271681051| 541370809 271.189043| 5
|13’>1350503m|1993 520041 2169.024258| 1085015767 2168.040242| 1084 523750 § | 446.297310 | 223.652293| 429.270761| 215.139019| 428286745 214647011 4
119/2285.1192211143.063248|2268.092672 | 1134.549974 2267.108656 1134.057966| V | 359.265282 180.136279 342238733 171.623004 3
1202398 2032851199 605280|2381.176736|1191.092006 2380192720 1190.599998| L | 260.196868 | 130.602072 243.170319 122088798 [ 2
21 | | K | 147.112804 | 74060040 130086255 65546765 |1
RN T SISl I IS NS IR NI SIS SIS RS £
? e S S S S ? e
E 0 g S I, '——::-;---1-.:-:-: ----- . E I ittt ittt it bttt et et et ot e e -

~0.02F---- _———————————————————————5———.——.———'—————————'— m e e e e e e

T
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RMZ ertar 42 ppm

1200

T
1600

T 1 T
2000 2400 0

Mazs chal EMZ ertar 49 ppm

MNCEI BLAST search of STAAMSTYTGIFTDOQVLSVLE

(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Other BLAST web catewavs

All matches to this gquery

Score  Mr(cale):  Delta

Sequence

2543301544 -0.005362

1104 5

STAAMSTYTGIFTDQVLSVLE

g

T
1200

T
1600

2000

1
2400
Mazs (Dal

Mascot: hitp/vwww. matriscience.com/




MATRIX
{SCIENE’E} MHSCOt SEHI'Ch RESllltS

Peptide View

MS/MS Fragmentation of DALSSVQESQVAQQAR

Found in APOC3_HUMAN, Apolipoprotein C-ITT OS=Homo sapiens GN=APOC3 PE=1 SV=1

Match to Query 44209: 2027.002992 from(676.674940 3+) rtinseconds(1955) index(50812)

Title: Locus:1.1.1.3324 .13 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Da

Or, Flot from |1EIEI

Label all possible matches O

to [1900

Full range

Label matches used for scoring ®

' E; g | é
- 4 5 £
i s = ¥ -
R \| IIJH 1 ,\|| o0 I [
200 iy B0 S0 Lslils] 1200 1 1600 1800
Monoisotopic mas=2 of nentral peptide Mr (calc) 2027.010574
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
014 ! Biotin:Thermo—-21345 ()
Ion=s Score: 94 Expect: 9.4e-009
Matches : 23/154 fragment ions using 29 most intense peaks (help)
] ++ | - | i 0 0+ | - ++ = e 0 o+ |y
# B | ®*t | B b ¥ b Seq. ¥ ¥ ¥ | ¥ | ¥ ¥ [
| 1) 116.034219| 58520748 | | 98 023654 49515465 D | | 16
| 2| 187.071333| 94039304 | | 169.060768 | 85.034022 A | 1912.990923 956.999100 1895.964374 948485825 1894980358 947.993817|15
| 3| 300.155397|150.581336 | 282.144832|141.576054| L |1841.953809 921480543 1824927260 912.967268| 1823943244 912 475260 |14
| 4 387.187425|194.097351 | | | 369.176860 185.092068| S |1728.869745 864.938511|1711.843196|856.425236/1710.859180 855.933228 |13
| 5| 474219453 237613364 456.208888 |228.608082| S |1641.837717 821422497 1624811168 |812.909222|1623.827152|812 41721412
| 6 573.287867[287.147572 | 555.277302(278.142289| V | 1554.805689|777.906483 | 1537.779140 | 769.393208 | 1536.795124 768 .901200|11
| 7| 701.346445/351.176861 684319896 342663586 683335880 342.171578| Q |1455.737275 728.372276|1438.710726 719.859001|1437.726710|719.366993 10
| 8 830.389038|415.698157| 813362489 407184883 812378473 406692875 E |1327.678697 664342987 1310652148 635829712 |1309.668132|655.337704] 9
| 9 917.421066/459.214171  900.394517 450.700897 899410501 450.208889 § 1198.636104 599821690 1181609555 591308416 1180.625539 590816408 8
101045 479644|523 243460 1028 453095 514 7301861027 469079 514 238178 | Q |1111.604076 5563056761094 577527 |547 792402 | | 7
111144 548058|572.777667 | 1127.521509 564 264393 1126 537493 563772385 V | 983.545498 492276387 966518949 483 763113 |6
12|1215.585172|608.296224 1198 558623 599.782950 1197.574607 599.290942| A | 884477084 442.742180  867.450535 434.228906 | | 5
113/1343.643750|672.325513 | 1326.617201 |663.812239 1325633185 663.320230| Q | 813.439970 407.223623 796413421 398.710349 4
14|1782.869076 891 938176 | 1765842527 883 4249021764 858511 882.932894| Q | 685.381392 343.194334| 668354843 334681060 | 3
15|1853.906190 927 456733 |1836.879641 918 943459 1835895625 918451451 A | 246.156066 123 581671 229129517 115.068396| | 2
16/ | | | R 175118952  88.063114 158092403 79549839 | 1
B L

; C"C'E_; ______________ R T T T T T T T R T T T T T T e T T ?.:1 I
e e — R SR |5 T S 03 W W &

FMs error 32 ppm

NCBI BLAST search of DALSSVQESQVAQQAR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

Mazs cha

|Soure

Mr(calc):  Delta

Sequence

942

2027.010574|-0.007582| DALSSVQESQVAQQAR

794

2027.010574 ! -0.007582 !DAL SSVQESQVAQQAR

1768

2027.010574 | -0.007582 EDALSS\-’DES QVAQOAR

341 |2027.010574/-0.007582 DALSSVQESQVAQQAR

EMs eriror 32 ppm

Mazs cha

Mascot: hitp/www matriscience.com/




MATRIX
SCIEA«EE} MHSCOt SEHI'Ch RESllltS

Peptide View

MS/MS Fragmentation of DALSSVQESQVAQQAR
Found in APOC3 _HUMAN, Apolipoprotein C-IIT OS=Homo sapiens GN=APOC3 PE=1 SV=1

Match to Query 44210: 2027 002992 from{676.674940,3+) rtinseconds(1964) index(50890)
Title: Locus:1.1.1.3327.16 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IBUU Da Full range

Label all possible matches (' Label matches used for scoring ®

yesy,bi6)

Ll il 1y |‘||‘hl|‘||l‘ |||||lh]|||| |||“I||I.I‘!|h]| b i |iI D i O . | .

100 2000 il 40y el ECICI Fan S0 Qi 1600 1100 1200 1500 100 1500 1600 1700 1500
Monoisotopic mas= of nentral peptide Mr(cale): 2027.010574
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q10 ! Biotin:Thermo—-21345 ()
Ion= Score: 70 Expect: 3.2e-007
Matches : 32/154 fragment ions using 43 most intense peaks (help)

++ | L | w 0 0+ | — o =t (1] 'I}'H" .

# b | ¥ | b b b b Seq. ¥ ¥ y ¥ |l ¥ g [
| 1) 116.034219| 58520748 | 98.023654| 49.515465 D | 16
| 2| 187.071333| 94039304 | | 169.060768 | 35_03402:| A | 1912.990923 956.999100 1895.964374 948.485825 | 1894.980358 947.993817|15
| 3| 300.155397150.581336 | 282144832|141.576054| L | 1841.953809|921 4805431824 927260 912 967268 | 1823 943244(912 47526014
| 4 387.187425|194.097351 | 369.176860 185.092068| S | 1728.869745 864 938511 1711 B43195'B<5425235|1 710.859180/855.933228|13
| 5| 474219453 237613364 456208888 228 608082 S |1641.837717 |821422497|1624 811168 812909222 1623 827152 812 417214 12
| 6| 573.287867|287.147572 555.277302(278.142289| V | 1554.805689 777.906483 | 1537.779140| 769.393208 | 1536.795124|768.901200|11
| 7| 701.346445(351.176861| 684.319896 342.663586| 683.335880(342.171578| Q |1455.737275 | 728372276 1438.710726 719.859001| 1437.726710|719.366993 |10
| 8| 830.389038(415.698157 813.362489 407.184883| £12.378473|406.692875 E |1327.678697 664342987 1310.652148 |655.829712|1309.668132|655. 33“04| 9
| 9| 917.421066(459.214171| 900.394517 450.700897| $99.410501|450.208889| § |1198.636104 |599.821690 1181609555 591.308416|1180.625539 590.816408 8
101356.646392|678.826834|1330.619843 670313560 | 1338 635827 |669.821551| Q |1111.604076 |556.305676/1094.577527|547.792402| | 7
111455, ?148[lﬁ|728 :61041|1438 68825?|?19 847767 |1437.704241719.355758| V ! 672.378750 335.593[}13! 655.352201|328.179739| 6
12|1526.75 | 1508.741355|754.874315| A | 573.310336 |287.158806| 556.283787|278.645532| s
13[1634 810498827 908887 | 1637.783949 819.393613 | 1636.799933 |818.903605 | Q | 502.273222 231640249 485 246673 243.126975 4
114/1782.869076|891.938176|1765.842527 | 883 424902 | 1764.858511 882.932804| Q | 374.214644 |187.610960, 357.188095 179.097686 | 3
151853 906190 |927 456733 | 1836.879641 918 943459 1835 895625 918451451 A | 246.156066 123 581671 229129517 115.068396 | 2
16 R | 175118952 | 88.063114| 158092403 79549839 | 1
8 ggssiiiiiiiiiag R ammmmmm e ---------- e
5 i O S S st
T = A & o=z S N S . DR B . T S

-0.02 T T T T T T T T T T T T T T T T 1 -Z3 1 T T T T : T - T T T T T T T T T T T 1

Sty Relaly] 1500 Sty Relaly] 1500

FMS error 18 ppm Mazs cha FME ertor 18 ppm Mazs C0a

NCBI BLAST search of DALSSVQESQVAQQAR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

Score  Mr(cal)):  Delta Sequence

1703 2027.010574|-0.007582| DALSSVQESQVAQQAR
1472 [2027.010574|-0.007582 | DALSSVQESQVAQQAR
1426 |2027.010574/-0.007582 DALSSVQESQVAQQAR
360 |2027.010574|-0.007582 DALSSVQESQVAQQAR
09 |2027.029633 -0.026641 QEESEHSHKHLIELRR
0.7 |2027.017960|-0.014968 MFELTLRGMSEALVDKR

| Mascot: hitp/vwww . matriscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of DALSSVQESQVAQQAR
Found in APOC3 _HUMAN, Apolipoprotein C-IIT OS=Homo sapiens GN=APOC3 PE=1 SV=1

Match to Query 44212 2027.006892 from(676.676240.3+) rtinseconds(1915) index(50468)

Title: Locus:1.1.1.3310.19 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Plot from |1EIEI

to |1600

Da

Full range

Label all possible matches (' Label matches used for scoring ®

I p(2)
“yiz)

-bi3)

e S

i3

-bCad

+
+
—
(]
A
=
|
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—-uid ) (G SyEAZI++

SyC1EIH

L0+

yYiB)

-k (A2 oy

Y7

-yea)

16l‘ 260 ‘ ‘| 361 410 ‘ 560 ‘ 660 ?éj a1l 960 || 1050| | leﬂ LEBG 1350 ‘ 1460 1560 1660
Monoisotopic mas= of nentral peptide Mr(cale): 2027.010574

Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:

013 : Biotin:Thermo-21345 (Q)

Ion=s Score: 48 Expect: 4.Be-005
Matches : 22154 fragment ions using 45 most intense peaks (help)

# b | e b b b Sea v ¥ v el B L
| 1) 116.034219| 58.520748)| | 98023654 49.515465 D | 16
| 2| 187.071333| 94.039304] | 160.060768| 85034022 A | 1912.990923956.999100 1895.964374 948 485825 1894.980358 947.993817|15
| 3| 300.155397|150.581336 | 282.144832(141.576054) L | 1841.953809(921.480543 | 1824.927260 912.967268|1823.943244/912 475260 |14
| 4 387.187425|194.097351 | 369.176860|185.092068| S | 1728 .869745|864.938511|1711.843196 836 425236 1710.859180 855.933228 |13
| 5| 474219453(237 613364 456208888 228 608082 S | 1641837717|821422497|1624 811168 812 9092221623 827152 812 417214 12
| 6| 573.287867|287.147572 555277302|278.142289| V |1554.805689 |777.906483|1537.779140 769.393208 | 1536.795124/768 901200/ 11
| 7) 701.346445|351.176861| 684319896 342663586 683335880 342171578 Q | 1455.737275|728 372276 1438.710726 719.859001 | 1437.726710| 719.366993 | 10
| 8 830.389038|415.698157| 813362489 407184883 812378473 406692875 E |1327.678697 664342987 1310652148 655829712 |1309.668132|655.337704| 9
| 9| 917.421066(459.214171| 900.394517 450.700897| $99.410501|450.208889| § |1198.636104 |599.821690 1181609555 591.308416|1180.625539 590.816408 8
10 1045.479644|523 243460 | 1028.453095 514.730186|1027.469079|514.238178| Q |1111.604076 |556.305676/1094.577527|547.792402| | 7
11|1144.548058|572.777667|1127.521509 | 564264393 | 1126.537493 |563.772385| V | 9832.545498 |492276387| 966.518949 483763113 6
12|1215.585172|608.296224 1198 558623 599.782950 1197.574607 599.290942| A | 884.477084 442742180  867.450535 434.228906 | s
13[1634 810498 827 908887 | 1637.783949 819.393613 | 1636.799933 818.903605 Q | 873.439970 407223623 796413421 398710349 4
14/1782 869076891 938176 1765842527 883 424902 1764 858511 882.932894| Q | 374214644 187610960 357.188095 179.097686 E
15 1853.906190|927 456733 | 1836.879641 918 943459 | 1835.895625 918 451451 A | 246.156066 123 581671| 229.129517 115.068396 | 2
16 R | 175.118952 | 88.063114) 158.092403| 79.549839] |1
R O R e N P P

7 S S 1] . N

o L RERE R i Hap e - i . AR o VO ORI . S

: I I 5&0 : I : I 1060 I : I : 1550. : : I I 5&0 : I : I 1050 : I I I 1550
RMS errar 29 ppm Mass ¢Da)  RMS error 29 ppn Mass CDa)

NCBI BLAST search of DALSSVQESQVAQQAR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this gquery

|Soure

Mr(calc):  Delta

Sequence

48.4

2027.010574

-0.003682

DALSSVOQESQVAQOAR

138,

7 |2027.010574

-0.003682

DALSSVQESQVAQOQAR

1184

2027.010574

-0.003682

DALSSVQESQVAQQAR

12.3

2026978012

0.028880 |ﬂaE GAONOQGOKEGEGAONOQGEK

1.8

12027.010574

10.003682 DALSSVQESQVAQQAR

Mascot: hitp/www matrbiscience.com/




lécivers Mascot Search Resu

Peptide View

MS/MS Fragmentation of DALSSVQESQVAQQAR
Found in APOC3 _HUMAN, Apolipoprotein C-IIT OS=Homo sapiens GN=APOC3 PE=1 SV=1

Its

Match to Query 44217: 2027 031762 from{676.684530,3+) rtinseconds(1989) index(35123)
Title: Locus:1.1.1.3326 21 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to [1800 Da

Full range

Label matches used for scoring ®
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IRRI— . { <
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Monoisotopic mas= of nentral peptide Mr(calc):

Fixed modifications: Carbamidomethyl (C)

Variable modifications:

2027.010574

(apply to specified residues or termini only)

o7 ! Biotin:Thermo—-21345 ()

Ion=s Score: 37 Expect: 0.00065

Matches : 16/154 fragment ions using 23 most intense peaks (help)

# s | & | » | w B b Sea ¥ ¥ r [yt S o |
| 1) 116.034219| 58.520748)| | 98023654 49.515465 D | | 16
| 2| 187.071333| 94.039304] | 169.060768 | 85.034022| A | 1912.990923 956 999100 1895 964374 948 485825 1894 980358 947 99381715
| 3| 300.155397|150.581336 | 282.144832( 141576054 L | 1841953809921 480543 | 1824.927260 912.967268 | 1823.943244 912 47526014
| 4] 387. 13?42<|194 097351 | | 3691?586D|18“ 092068| S |1728.869745 |864.938511|1711. 343195'B<542<235|1?m 859180|355.933228;13
| 5| 474219453(237 613364 456208888 228 608082 § |_1E4_1 837717|821 4224971624 811168 |812.909222 1623 827152(812 417214(12
|_5| 573.287867|287.147572 | 555.277302|278.142289| V | 1554.805689|777.906483 1537779140 769.393208| 1536.795124|768.901200 11
| 7/1012.513193|506.760235| 995 486644/498 246960 994 502628(497.754952| Q |1455.737275 728372276/ 1438.710726 719.859001 1437.726710|719.366993 |10
| 8/1141.555786|571.281531|1124.529237 |562.768257 1123 545221|562.276249| E !1016.511?4‘? 508.759613| 999 485400 500.246338 998.501384 499. ?5433[}| 9
| 911228387814 |614.797545 1211.561265|606.284271 1210577249 605.792263| S | 887.469356|444238316  §70.442807 435.725042| 869.458791|435233034| 8
110/1356.646392|678 826834 1339.619843 | 670.313560 1338 635827 | 669. 821552| Q | 800.437328 |400.722302| 783.410779|392.209028 | | 7
11/1455.714806|728.361041|1438.688257 | 710.847767 | 1437.704241 719.355759| V | 672.378750 |336.693013| 655352201 328.179739 6
12 | 1508741355 |754.874316] A | 573.310336 |287.158806| 556283787 278.645532| | s
13]1634 810498 827 908887 | 1637.783949 819.393613 | 1636.799933 818 903605 Q | 562.273222 251 540149] 485246673 |243.126975 4
|14/1782.869076 |891.938176|1765.842527 883.424902 1764.858511 882.932894| Q | 374.214644|187.610960 357.188095 179.097686 '3
1151853.906190 |927.456733 | 1836.879641 |918.943459 1835.895625 918.451451| A | 246.156066 123.581671| 229.129517 115.068396 | 2
16/ | ' | | R | 175.118952| 88.063114) 158.092403| 79.549839] |1

200 === mmm s mm e mm oo preesEmssmssmmosmnmssssas
R e T

Ertar CDa

FMS error 44 ppm

NCBI BLAST search of DALSSVQESQVAQQAR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

T
1506

Mazs cha

Score  Mr(cal)):  Delta Sequence

136.6 2027.010574/0.021188 |DALSSVQESQVAQQAR
|153 2027.010574/0.021188 |DALSSVQESQVAQQAR
58 [2027.010574(0.021188 | DALSSVQESQVAQQAR
3.8 [2027.010574/0.021188 DALSSVQESQVAQQAR
125 |2027.053482|-0.021720 EGLGQGQSLEQLEALVQTK
0.1 |2027.021805/0.009957 |VASVESQGQEISGNRR

tal4]

Error Cppma

FME error 44 pom

T
1500

Mazs C0a

Mascot: hitp/vwww . matriscience.com/




MATRIX
{S{‘IENE’E} MHSCOt SEHI'C]] Results

Peptide View

MS/MS Fragmentation of LGPLVEQGR
Found in APOE_HUMAN, Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=]

Match to Query 23865: 1278 707588 from(640.361070,2+) rtinseconds(1987) index(51085)
Title: Locus:1.1.1.3335.11 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IZUU Da Full range

Label all possible matches ('  Label matches used for sconng @

- \|‘|,Ih RN I I (| 1T . .
10 200 300 i alyle B0 Fag faiale] =l0e] 1000 1200 1200
Monoisotopic mas= of nentral peptide Mr(cale): 1272.711823
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
o7 ! Biotin:Thermo—-21345 ()
Ion=s Score: 47 Expect: 7.6e-005
Matches : 8/68 fragment ions using 11 most intense peaks (help)
|# b | Bt b I B b Sen. y | & ¥ ‘ " | Y | &
1 114.091340| 57549308 | | | L] | | | | | 9
2] 171.112804| 86.060040 | | | G |1166.635041 583.821159|1149 608492 575307884 1148.624476 574 8158768
3| 268.165568|134 586422 | | | P 'IIH?&HJ??H:?E3104?6|1092 587028 546. ?srmzlmm5&3&11|<453D<144|?
4 381.249632(191.128434 | | | | L | | 994.550248 497.7787626
5 480.318046 240662661 |V | 899.476749 |450. 142:}12| 882450200 441 728738 881466184/441 236730 :,-—l
'ﬁ| 609 360639 305 183958 | 591350074 (296.178675| E | 800.408335 |400.707805 783 381786|392.194531| 782397770391 ?D2<23.4
1711048, 535955|524 796621 1031.559416 516.283346 1030.575400 515.791338| Q | 671365742 |336.186509 654339193 327.673234| -3|
'8/1105. 607429 |553.307352 1088.580880  544.794078 | 1087.596864 544.302070| G | 232. 14&415 116.573846| 215.113867 108.060571 | 12|
9| | | | | | R | 175.118952| 88.063114) 158.092403| 79.549839] il
B = == == === m e m i m e m oo -
R e e S eSS S S RS S S g S S S S S S S e 1
b - semesmesmeaess assssgriss s " el G,
e e -
T B e B B e e R B B e R R R
-0.02 T T T T T T T T T T T T T T T T T 1 1

250

FMZ ertor 9 pom Mazs cha

NCBI BLAST search of LGPLVEQGR

(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Cther BLAST web gateways

All matches to this gquery

!smml Mr(cal):  Delta  Sequence |
|1278. ?uszal 0.004235|LGPLVEQGR |
|

1471
3.1 |12?3 690506 0.017082 |ITNIQRHQGGR

FM= errar 9 ppm

Mazs C0al

| Mascot: hitp//www matrixscience com/




MATRIX
{SCIENE’E} MHSCOt Search RESllltS

Peptide View

MS/MS Fragmentation of LEEQAQQIR

Found in APOE_HUMAN, Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=]

Match to Query 28988: 1424 747088 from(713 380820,2+) rtinseconds(1596) index(32817)
Title: Locus:1.1.1.3189.16 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Plot from |1EIEI

Label all possible matches O

to |1600

Da

Full range

Label matches used for scoring ®

— IHHMI||‘IM|II‘|‘II||I||I‘I‘| i N . ||| ! |||‘| . | Ly . —
100 2000 il iy Gy B Fac a1l Qi 1000 1100 1200 1300 1400 1500 1600
Monoisotopic mas= of nentral peptide Mr(cale): 1424.744553
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
o7 ! Biotin:Thermo—-21345 ()
Ion=s Score: &7 Expect: B.9e-006
Matches : 19/76 fragment ions using 25 most intense peaks (help)
# b | vt | | B B Seq ¥ vy 5 Y v #
1) 114.091340| 57.549308 | | | L | 9
2| 243.133933/122 070605 | | 225123368 |113.065322| E |1312.667798 |656.837537|1295 641249 648 324263 | 1294 657233 6478322558
13| 372.176526/186.591901 | 354165961 177586619 E | 1182.625205 592316241 /1166 598656 583 802966 1165 614640583 3109587
4| 500.235104(250.621190| 483208555 |242.107916 482224539 241615908 Q |1054.582612 |527.794944 1037 556063 |519.281670| 6
5| 571.272218|286.139747| 554.245669 277.626473| 553261653 |277.134465| A | 926.524034 |463.765655 909 497485 455252381 §5i
6| 699.330796|350.169036 682304247 341655762 681320231 341163754 Q | 855.486920 |428 247098 838 460371|419.733824 i4i
|7/1138.556122 |569.781699 | 1121 529573 | 561 268425 1120.545557 560.776417| Q | 727.428342 [364.217809| 710401793 355.704535 | §3|
'81251.640186 626 323731 1234.613637 617 810457 1233 629621 617.318449| T | 288.202016 144 605146 271176467 136.091871| 52‘
9 | | | | R | 175118952 | 883.063114 158092403 79549839 il
T gipgpesssssssasssssissssasssssassssanes o S R S . T
R B 5
5 | o . D 5 ecssceMccccscrrererrrae e se s e e s e m s
[:l e s e s e e kA kA kA kA kA ki ki ki ik i ki ki ki ik i ik i ik i ek
2(;'0 I 4E?II¢I I ECIICI I EECIICI I 10:3'0 : 12:3'0 I 14:3'0 2E?II¢I I 4E?II¢I I ECIICI I EECIICI I 10:3'0 I 12:3'0 I 14:3'0
FME ertor 21 ppm Mazs cha FMZ errar 21 ppm Mazs C0al

NCBI BLAST search of LEEQAQQIR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

Score  Mr(calc): Delta  Sequence
67.5 |1424.744553 0.002535 |LEEQAQQIR
52.8 |1424.744553|0.002535 [LEEQAQQIR
121.1 |1424.744553/0.002535 |LEEQAQQIR
1127 11424.733322(0.013766 |LEQETEPLR
1102 |1424.767014|-0.019926 EERRQQLR
183 |1424.745438/0.001650 QMQQIR

169 |1424.744583/0.002505 | QLSGDQPTIR
63 |1424.734680(0.012408 |WVLTAAHCLAQR
62 |1424.767029|-0.019941 RVQNNNTLR
54 |1424.744553|0.002535 |[[EIAHALCLTER

Mascot: hitp/www matriscience .com/




MATRIX
SCIEA«EE} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of QQTEWQSGQR

Found in APOE_HUMAN, Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1

Match to Query 32221 1557 730368 from(779.872460,2+) rtinseconds(1607) index(48701)
Title: Locus:1.1.1.3203.15 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to IEUUU Da Full range

Label all possible matches (' Label matches used for scoring @

: iII II|i i | | ||I L h|| L1 ||I I ill J | II e o ; = : ; oeif |

200 400 600 S jLelile] 1200 1400 1600 1800 20000

Monoisotopic mas= of nentral peptide Mr(cale): 1557.735E809
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
01 ! Biotin:Thermo—-21345 ()
Ion= Score: 26 Expect: 0.0096
Matches : 13/98 fragment ions using 44 most intense peaks (help)
- ++ | - | W 0 0+ | - ++ - e | 0 0+ |u
S | [ R B P | S y G I o B | S
| 1 440232602(220619939| 423206053 212 106664 | Q | | | 10
| 2| 568291180|284 649228 551264631/276.135954 | | Q |1119.517763 55&.252520!1102_4912141551_?49145|11:}1_5m198§551_:5723.| 9
| 3| 669.338859(335.173068| 652.312310 326.659793| 651.328294|326.167785 T | 991.459185 |496 233231| 974432636 487.719956 973.448620 487227948 8
| 4 798.381452(399.694364  781.354903 391.181090 780.370887 39[}.689[}82! E | 890.411506 445.?09391| 873384957 437. 196117 872. 100941 436, ?D41[19| 7
| 5| 984.460763(492.734021| 967434216484 220746 966430200 483.728738| W | 761368913 381188095 744342364 372.674820 743 358348(372 182812| 6
| 6|1112.519343|556.763310|1095.492794|548.250035 | 1094.508778|547.758027| Q | 575.289600 288.148438| 558.263051279.635164| 557.279035(279.143156| 5
| 7/1199.551371/600.279324|1182.524822 591766049 1181540806 591.274041| S | 447.231022 [224.119149 430.204473 215.605875| 429.220457|215.113867| 4
| s|1255 5?2335|523 790056 1239.546286 6’?[}2?5?81|1238 5522?£}|519 784773| G | 360.198994 |180.603135 343 172445 172.089860 | | 3
| 9/1384.631413692.819345 1367.604864 684306070 1366.620848 683.814062| Q | 303.177530|152.092403| 286.150981 143.579129) | | 2
10| | | | | R | 775118952 | 88.063114] 158.092403| 79.549839| | | 1

% Sl e e TR
e -
e e e e e
] -
[ b N " a
u;j 0 __..__________________________J__________: _______
002 e m e T
| I | | I | | I | | I I | I I | I I | |
280 Gicacy 70 10650

REMS error 19 ppm Mazz (Dal

NCBI BLAST search of QQTEWQSGQR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

|Smre: Mr{calc): | Delta | Sequence
!26_2 |155?_?358{}9|—D_DDS441iDOl‘EW‘OSGDR
IlS.l |155?.?358D9 —D.DDSMI!ODTE‘NOSGDR
4.7 |155?.?1[}663|D.D19?D5 !ATDRPP?CDGH—[R

Error Cppmd

B i e 4 i el i i 1 i i e i S i e i i

|
280

RMS error 19 ppm

|
1000

Mazs CDal

| Mascot: hitp/www matroiscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of AATVGSLAGQPLQER
Found in APOE_HUMAN, Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1

Match to Query 39310 1807 985832 from{603.669220 3+) rtinseconds(1968) index(34946)
Title: Locus:1.1.1.3319.19 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Plot from |1EIEI

Label all possible matches O

to [1500

Da

Full range

Label matches used for scoring ®

gl % S I .
| | =g S 02 2 % g ¥ & 5 g
T ]| i ol ||i|II| ||||| ||||| L 1 I| Ll 1 | : | bl | I ||| : i | L.

100 200 300 i el i) Fan a1l Qa0 1000 1100 1200 1300 1400 1500
Monoisotopic mas=2 of nemntral peptide Mr(cale): 1807.961441
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
013 ! Biotin:Thermo—-21345 ()
Ion=s Score: 61 Expect: 1.9e-006
Matches : 31/144 fragment ions using 35 most intense peaks (help)
) ++ | - | WA 0 0+ | - ++ = e 0 0+ |u
# b | ¥ b b b b Seq. ¥ ¥ ¥ | ¥ y ¥ il
| 1 72.044390| 36525833 | | A | | §15
| 2| 143.081504| 72044390 | | A | 1737.931618 869.469447 1720.905069 860.956173 | 1719.921053 860.464165 14
| 3| 244.120183 122 568230 | 226118618 113562947 T | 1666.894504 /833 9508901649 867955 825 437616 1648 883939|824 945608 |13
| 4] 343. 19?<9?|1?2 102437| | | 325.187032|163.097154| V |155< 846825783 427051 |1548.820276 | 774.913776|1547.836260|774.421768 |12
| 5| 400219061|200 613169 382.208496 191 607886 | G |1466.778411 733 892844 1449751862 |725.379569|1448.767846 724 887561 11
| 6 487.251089|244.129183 | 469.240524 235123900 § | 1409.756947 705382112 |1392.730398 | 696.868837 1391.746382 696.376829|10
| 7| 600335153 300671215 | 582.324388291.665932| L |1322.724919 |661.866098 1305.698370|653.352823 | 1304.714354 652.860815| 9
| 8| 671.372267(336.189772 | 653.361702327.184489| A |1209.640855 605324066 |1192.614306/596.810791 1191.630290 596318783 | 8
| 9 728393731|364.700304 | 710383166 355.695221| G |1138.603741 569.805509 1121 577192 561292234 1120.593176 560.800226 7
10| 856.452309(428.729793| 830.425760 420216518| §38.441744(419.724510) Q |1081.582277 |541.2947771064.555728 |532.781502|1063.571712|532.280494| 6
111) 953.505073(477.256175| 936.478524 468.742900| 935.494508|468.250892| P | 952523699 |477.265488| 936497150 468.752213| 935.513134/468.260205 5
12/1066.589137 533.798207|1049.562588 |525.284932 1048578572 524.792924| L | 836.470935 428.739106  839.444386 420.225831| 838.460370(419. ?33823|
113 1505814463 | 753 410870 | 1488 787914 744 897595 1487 803898 744 405587 Q | 743.386871 |372. 19?0?4| 726.360322 363 683799 725376306 363. 191?91|
14/1634.857056 817.932166|1617.830507|809.418892 1616.846491 808.926884| E | 304161545 |152.584411| 287.134996 144.071136| 286.150980|143.579128| 2
15 i | | | | R | 175.118952| 88.063114| 158092403 79549839 | | 1
~ 0.05—_--------------------------;-------------------'- B Bh O S S L S S S S s
o T T T Tt i e L TP =
S 4 - S 28, mEoooooooooonoeee o e e B o o e o e o e e
ol e o e peli it R &

R T PO I A T I e A R e R B e

200 ! 4':;10 : ECIICI I BCIIC' I 10:30 12:3'0 I 14:310 : ECIICI ; 4':;10 I ECIICI I BCIIC' I 10:3'0 I 12:30 14:310 !

FMS ertor 27 ppm Mazs cha RFMs ertor 27 ppm Mazs cha

NCBI BLAST search of AATVGSLAGOQPLQER
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

iSmre

Mr(calc):  Delta

Sequence

612

1807.961441 !D.[}24391

AATVGSLAGOPLOER

27.0

1807.961441 i 0.024391 EAAT"-.’GSLAGDPL QER

0.2

1808.009018|-0.023186 MKLHLDKAIAQLAANR

Mascot: hitp/www matrixscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of SGVQQLIQYYQDQK
Found in APOF_HUMAN_ Apolipoprotein F OS=Homo sapiens GN=APOF PE=1 SV=2

Match to Query 43915: 2008007742 from{670.343190,3+) rtinseconds(2518) index(53688)
Title: Locus:1.1.1.3520.10 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to |2200
Label matches used for scoring ®

Da

Full range
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

Q4

Ion=s Score: 27

! Biotin:Thermo—-21345 (0}
Expect: 0.004

2008.008789
(apply to specified residues or termini only)

Matches : Z4/146 fragment ions using 61 most intense peaks (help)
|# b | b b | s B0 | B+ Eq‘ . ‘ G ‘ 4 g+ 0 ‘ ‘#
|1 88.039304| 44.523290 | | 70.028739 35518008 S | | | | 14
| 2| 145.060768| 73.034022 | | 127. ﬂsmml 64.028740| G | 1921.984049 961495663 | 1904.957500 952_932333i'1953_9?34345952_4903%]13
| 3| 244129182 122568229 | | 226.118617|113.562947 V | 1864.962585 932984931 1847.936036|924 471656|1846.952020/923.979648 12
| 4| 683.354508 342180892 666327959 333.667618 665. 3439431333.17 5610 Q |1?5< 8941?1|883 450?24|1?4B 867622 |874.937449|1747 883606 874445441 11
| 5| 811.413086 406210181 794 386537 397.696907 793 402521|397204899| Q | 1326668845 663 838061 1309.642296|655 324786/1308 658280 634. 332??3'[1_1}
I_ﬁ| 924.497150 |462.752213 907.470601 454.238939| 906.486585 453.746931| L |1198.610267 599.808772|1181.583718 591295497 |1180.599702|590.803489 | 9
| 711037.581214 |519.294245 1020554665 510.780971|1019.570649|510.288963| I | 1085.526203 543.266740 1068.499654 534.753465|1067.515638 534261457 8
| 8] 1165.639792 583 323534|1148.613243|574.810260 | 1147.629227 |574.318252| Q | 972.442139 |486.724708| 955415590 478211433 | 954431574|477.719425| 7
| 9 1328.703121/664.855199 1311.676572 656.341924|1310.692556 655849916 Y | 844.383561 |422.695419) 827.357012/414.182144| 826372996 413.690136| 6
10 1491.766450 746 386863 | 1474.730901 | 737.873589 | 1473.755885 | 737.381581| Y | 681320232 341.163754 | 664293683 332.650480| 663.309667 332.158472| 5
11| 1619.825028 810.416152|1602.798479 801.902878 |1601.814463 801 410870, Q | 518.256903 |259.632090 501.230354|251.118815| 500.246338|250.626807 4
12| 1734 851971 (867.929624|1717.825422 859 416349 1716 841406|858 924341| D | 390.198325 195.602800| 373.171776/187.089526 372187760 186597518 3
13| 1862.910549(931.958913 1845 884000 923 443638 1844 899984 922953630 Q | 275.177382 138.089329 | 238 144833|129 576054 | |2
14 | | | | | K | 147.112804 | 74060040 130.086255| 65546765 1
R e A EEEEEEE LR R R EE 25 — ————————————————————————— e e
E il SRR S S e i E R | = NG B 75 |

R e e e T TP T .L___, Y | ———— A .. 4

200 i B0 t= il jLelile] 1200 200 i B0 S 1600 1200

EMZ error 19 ppm Mazs cDa EME ertar 19 ppm Mazz CDa

NCBI BLAST search of SGVQQLIQYYQDQK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

.Sr,nm

Mr{cale):  Delta

Seqmce

273

2008.00878%

-0.001047

SGVQOLIOYYQDOK

256

2008.008789

-0.001047 |

SGVOOLIQYYQDOK

25.

1

ED{}S_D{}E?EE}}—D_D{]IM? ' SGVOQOLIQYYQDOQK

123.0

2008008789 -0.001047 | SGVQOLIQYYQDQK

219

|2008.008789|-0.001047|SGVQQLIQYYQDQK

|18

12008.037308|-0.029566| VVPVSLSEL YLLQCNMK

Mascot: hittp/www matriiscience.com/




{sciners Mlascot Search Results

Peptide View

MSMS Fragmentation of GYILVGQAK

Found in C4BPA_HUNMAN, C4b-binding protein alpha chain O5=Homo sapiens GN=C4BPA PE=1 SV=1

Match to Query 23287 1258 709148 from(630.361850 2+) rtinseconds(2065) index(51522)
Title: Locus:1.1.1.3362.11 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff'

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Plotfrom | |0 to |2200 Da Full range

Label all possible matches (' Label matches used for scoring @
| h LuleliLl B
|||| I|| |||||||| |Illll|I| hLIllll‘l II I|l|||||| |||II|| 1l L | ; ; ] ; : : L i
0 iy 600 S0 1000 1200 100 1600 1500 2000 2200
Monoisotopic mas=s of nentral peptide Mr{cale): 1258.710754
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
o7 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 30 Expect: 0.014
Matches : 13/52 fragment ions using 30 most intense peaks (help)
# b h—H— h* h*-H— Seq_ v . }T-H— },i }T*-H— |4
1 58 028?40 29 518008 G ' 59
{2 < FFL E?”ﬂ'ﬁ? 111_0496?3 ‘i 12[]” 696*?9 601 S‘lEJES 1185670030 ;93 3386‘3 E
;3, 334.176133 16?_591?04, I It:-'.:?? 6332:-1‘? *?2(?] 3’*[1263 10’*2 606701 | q11 8[16989 T"I
|4 Hf 266‘19" :”24.133?3? L 26.:-49136 |463. ??8’131 9[19 ‘*IZSB? 455 26—19*? 6
|5 34‘63 3611 "?3_66?944 : ‘ir 313.465122 '40? ”36199 ?96 —138*‘?3 398 ?22925 5'
ﬁ' 603 3500?* 1302 1?86?6' | G | 714.396708 '35?_?01992 697 370159 3—19 188718 |4
? Ii?i..*‘-?ﬁﬂf 521 ?91339 1025 548852.513 ??8064 ) | 657375244 :""9 191?60 640 348695 | 320 6779863
E HI.:? 612515 |557. 3[}9896 1096 585966 |548. ?966”1 A 218, 149918 109. *?859? ”01_123359 1[]1 Dﬁﬁll!l
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NCBI BLAST search of GYILVGQAK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

;Scureé Mr{calc): Delta

Sequence

304 |1258.710754|-0.001606 GYILVGQAK
10.7 [1258.721970|-0.012822|GYILQAKR |
10.0 [1258. ?1?941 -0.008793 Rﬂam QE‘»ER

Mascot: http/www matrixscience. com’




{sciners Mascot Search Results

Peptide View

MSMS Fragmentation of QSSSYSFFK
Found in C4BPA_HUNMAN, C4db-binding protein alpha chain OS=Homo sapiens GN=C4BPA PE=1 SV=2

Match to Query 27298: 1390676248 from(696.345400,2+) rtinseconds(2162) index(36162)
Title: Locus:1.1.1.3386.15 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot _daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from ]1[][] to 115[][] Da Full range

Label all possible matches (' Label matches used for scoring @
| E | > @ 8 g F & |

I| ” ||.I ||.|-|I“ IJI I|||| |I|..I.||| I i g iHL || L II||| ||i..u||.||||. Pt ..i I..-..l l. 'Illli ; i b |I i il ; | ; i

16 200 1ol iy 500 el Foa ta1el] Dy 1600 1400 1200 1300 10 1500
Monoisotopic mas= of nentral peptide Mr(cale): 1390.659119
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
01 ! Biotin:Thermo—-21345 ()
Ion=s Score: 36 Expect: 0.0021
Matches : 12/88 fragment ions using 25 most intense peaks (help)
# b Bt b* b B? ¥ Seq. ¥ y v \ i v ol
11| 440.232602/220.619939| 423.206053 212.106664 Q 59?
(2 52?.26463[);264_135953; 510.238081 255.622679 509254065 255_1306?1 5 (952 JJIE?'.:? -1?6 724175| 93*‘ 414524 458 21[}9[}0 934 43[]*[18 -16? T18R92 E
;3, 614.295558?3(]?_65196?: 597.270109/299.138692 596. ”86093 "98 646684 5 E315:-- J!??!II'J:- -133 '?[}8151 848 382496 | -1'?4 694886 84? 39848[] -12-1 ’*D”B?S ?
|4 ?Dl 3’*8585 341 16?981 684.302137 |342.654706 683 3181’*1 3—12 162698 S i"S.:???ﬂI? 389 59"1—1? 761 3*‘(]4!58 381 1?88?” ?60 366—152 380 585854 E
|5 364 392!]1'\ 43’* 699645‘ 847 36*466:—124 186371 846 381—1“[] 473 694363 Y 591 344989 345 1?6133 6?4 318440 33’ 66"8‘?8 6?3 3344”4 33? 1?!1}8‘0 '
ﬁ' 051424043 4f6 215!549E 934 39?—194 467. ?02384' 933 413478 46x 2103?? S |528. ?31666' ”64 644468 | *11 255111 245 131194 *‘1!21 ”?1&95 255 539185 45
'? 1098 49”4*? *49 ?49866 11081 46‘?908 *‘41 235*9? IDSI’J 481892.5—10 ?4—’1‘?84 F g-f—’ff 24‘?632 2”1 128454 | 424 223083 | 212 61*18[] . 53:
:8:1145.Sﬁl]8.1 623 284073 1228 534322614 ?xD?QQ 1227550306 |614. 7?8?91 F 22?1.131213 _1-1?.59424?‘;2%.1545595139_[18[]9?3 _ fzg
9 K |147.112804 | 74.060040/130.086255 65.546765 ' 1|
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NCBI BLAST search of QSSSYSFFK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

:Scureé Mr(calc): | Delta | Sequence
365 |1390.659119(0.017129 | QSSSYSEFK

74 [1390.691467 -0.015219| VIKEMNEFIHK
18 [1390.676208 0.000040 AEKSSSTDQK |
14 |1390.669678/0.006570 |CAPASIRLMDNK |
0.1 [1390.688797|-0.012549 [SVNCGHPSRHK |

Mascot: hittpy/www . matrixscience.com/
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Peptide View

MS/MS Fragmentation of LSCSYSHWSAPAPQCK
Found in C4BPA_HUNMAN, C4b-binding protein alpha chain O5=Homo sapiens GN=C4BPA PE=1 SV=1

Match to Query 46998: 2188 982502 from(730.668110,3+) rtinseconds(1794) index(49862)
Title: Locus:1.1.1.3268.10 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches (' Label matches used for scoring ®
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rL_mIII” ! L | leu " ! I|| l ¥ |]|I|h LIII|| i) J I l JHI || | L | J Ll i | b — i : ; ?‘|
100 2000 il iy Gy B a1l Qi 1000 1100 1200 1300 1400 1500 1600
Monoisotopic mas= of nentral peptide Mr(calec): 2Z18B.98L626
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
014 ! Biotin:Thermo—-21345 ()
Ion=s Score: 41 Expect: 0.000B82
Matches : Z6/138 fragment ions using 55 most intense peaks (help)
i | - | ML 0 O+ | - ++ - M 0 o+ |a
# b | b b b ¥ b Seq. ¥ ¥ y v | ¥ ¥ [
| 1) 114091340 57549308 | | | L | 16
| 2| 201.123368| 101065322 | 183.112803 92060039 S | 2076.908850 1038 958063 2059 882301 1030.444788|2058 898285 1029952780 15
| 3] 361.154017| 181080647 | | 343 143452| 172075364, C | 1989.876822| 995 442049 1972.850273| 986. 923??<|19?185515?| 986.436767|14
| 4] 448.186045| 224596660 | 430.175480| 215.591378| S |1829 846173| 915426725 1812.819624 | 906.913450|1811.835608| 9[}5421442|13
| 5| 611249374 306128325 593238809 297.123043| Y | 1742814145 871910711 1725787596  863397436/1724.803580 862 905428/12
| 6 698.281402] 349644339 680.270837| 340.639056| S |1579.750816 | 790.379046)1562.724267| 781.865772 1561.740251| 781373764/11
| 7| 835.340314| 418173795 817.329749| 409168512 H | 1492.718788 | 746.863032/1475.692239| 738.349758 1474.708223| 737.857750/10
| 8/1021.419627| 511213452 1003 409062 502208169 W |1355.659876 6783335761338 633327 669.820302|1337.649311 669:?’8?94| 9
| 91108451655 554.729466 1090.441090| 545724183 S |1169.580563 | 585293920 1152.554014| 576.780645 1151569998 576288637 8
110/1179.488769| 590.248023 | 1161478204 581242740 A |1082.548535 | 541777906/1065.521986] 533.264631| E
111|1276.541533| 638.774405 | | 1258 530968 | 629.769122| P |1011.511421 :05.:59349! 094 484872 497.746074 | 6
12|1347.578647 | 674.292962| | 1329568082 665287679 A | 914.458657 | 437.732967| 897.432108| 449.219692 5
13/1444.631411| 722.819344 1426 620846| 713814061 P | 843.421543 | 422214410| 826.394994| 413.701133 4
141883 856737 942432007 1866.830188| 933 918732 1865846172 933426724 Q | 746.368779 | 373.688028| 729.342230| 365.174753 | 3
152043 8873861022 447331 2026 860837 1013 934057 2025 876821 1013 442049 € | 307.143453 | 154075365 290116904 145562090 | 2
16 K | 147.112804| 74060040 130086255 65546766 | 1
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FMS error 25 ppm Mazs cha

FME ertor 25 ppm

NCBI BLAST search of LSCSYSHWSAPAPQCK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|Soure

_ Delta Sequence |
140.7

-0.003124 ILSCSYSHEVSAPAPOCK!

Mr{calc):
2188 985626

T
150

Mazs C0al

| Mascot: hitp 'worw matrivscience. com/
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Peptide View

MS/MS Fragmentation of DHLGFQVTWPDESK
Found in CPN2 HUMAN, Carboxypeptidase N subunit 2 OS=Homo sapiens GN=CPN2 PE=1 SV=3

Match to Query 42378: 1968 964362 from(657 328730 ,3+) rtinseconds(2339) index(37070)
Title: Locus:1.1.1 3448 11 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.
Label all possible matches

Plot from |EI

)

to |3000

Da

Full range

Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(calc):

Fixed modifications: Carbamidomethyl (C)

Variable modifications:

Q6

! Biotin:Thermo—-21

345 (R}

Ion=s Score: 47 Expect: 0.00039

Matches=

! 237144 fragment ions using 36 most intense peaks

1968.5940389

(help)

(apply to specified residues or termini only)

b

h-H-

hi-

b=

B

Seq. |

¥

1w
b

116.03421 9; 58.520748

'| 98 023654 49 515465

D

IH 1

253.093131 IIET_D5D2D3

| 235 DSESEE&I 118.044921

H 1854920718

927.963997|1837.894169 919 450723 | 1836.910153

018. 9‘8?15'13

366.177195 | 183.592235

| 348, 15663D|1?4 586953

L 1717.861806

859 434541 i 1700.835257 EBSD_E}Z 1267 | 1699 851241

850. 429259|12

423.198659 |212.102967

| 405.188094|203.097685

G |15c}4 777742

1802.892509

1587.751193 i?94.3?9235 | 1586.767177

793. BS?H?Ill

570.267072 (285637175

| 552256508 276.631892

774 381777

1530.729729765.868503 |

1529.745713

765.376495 |'1u

(1009.492399

5D5_24983S| 992_45585Di496_?36563

991 481834 496_244555|

Q |14E}E}_68T864

700.847570

1383.661315

692.334296 | 1332_6??299

691. S42288| 9

111‘?3 560813

554.7840451091.534264|546.270770

1090. 55[}248 545.??8?62]

V | 961.462538

481.234907|

944 435989 |472.721633 |

943 451973 472, 22952‘=| 8

1209.608492

605. 3[}?884|1192 581943|595 ?9461[”1191 397927

396 302602 |

T | 862.394124

431.700700 |

845. 36?5?5|—1"“ 187 4"6|

844, 383539|422 595—118| 7

1395.687805 |698.347541

1378.661256 | (689.834166 1377 677240 639 342158

W | 761.346445

381.176861 |

744 319896 372 663586

743335880 | 3?2 1?15?8| 6

1492.?40569i?46_8?3923

14?5.?14[}2{}[?38_36[}648 | 14?4.?3(]{]{}4!?3?.8585-!—[}

P | 575267132

288. 13?2&4|

558240583 279 623930

557256567 |279. 131922| 5

=1 | | | % |
|—'="~=W"\Jmulhuu|—'

1607.767512 !894_38?394

1590.740963 i?95.8?4 120 | 1589.756947 | 795382112

D | 478.214368

239610822

461187819 231.097548 |

46&.2[}38[}3;23[}_5[}554[}! 4

| 1736.810105 868.908691

1719783556

860.395416 ; 1718.799540

839.903408 |

E | 363.187425

182.09735

346160876 173.584076

1823842153 912424705

1806.815584

903.911430 | 1805.831568

903419422

S | 234.144832

117.576054|

217.118283 109.062780

345.176860/173.092068 | 3

1216.134267|108 570772 2

K | 147.112804
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NCBI BLAST search of DHLGEQVTWPDESK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

T
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!.Sr,nm

Mr(calc):  Delta |

Sequence
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Mascot: hitpy'www matrixscience. com/
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Peptide View

MS/MS Fragmentation of NALWHTGDTESQVR
Found in COMP HUNMAN, Cartilage oligomeric matrix protein O5=Homo sapiens GN=COMP PE=1 SV=1

Match to Query 41469- 1923 919872 from(642.313900.3+) rtinseconds(1794) index(49860)

Title: Locus:1.1.1.3268 8 File:"2013-07-02 CLN EXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.
Label all possible matches O

Plot from |1EIEI

to |2000 Da

Full range

Label matches used for scoring @

Lo | U ||I||' ||||| ||I||IHI| ||| ’ L Il|| L1y ; II‘ |
200 400 B0 S jLelile] 1200 1400 1600 1800 20000

Monoisotopic mas= of nentral peptide Mr(cale): 1923.926132
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q12 ! Biotin:Thermo—-21345 ()
Ion=s Score: 62 Expect: 1.7e-006
Matches : 21/140 fragment ions using 37 most intense peaks (help)
_ | =
I # b | b | b* | Bt I ¢ |5E'i- ¥ vy ¥ ‘ G e i
| 1) 115.050203| 58028740 98023654 49 515465 | I'N | | 14
| 2| 186.087317| 93547296 169.060768 85034022 | | A | 1810.890481|905.948879|1793.863932 897.435604|1792.879916896.943596 13
| 3| 299.171381150.089328| 282144832 141 576054 | | L | 1739.853367|870.430322|1722.826818|861.917047|1721.842802 861 425039(12
| 4| 485250694(243.128985 468224145 234 615711 | W | 1626.769303 213 888290 1609.742754 805.375015 | 1608 758738 | 804.883007 |11
| 5| 622309606 311658441 605.283057|303.145167 | H |1440.689990 |720.848633 1423 663441 |712.335359 1422 679425 | 711.843351 10
| 6| 723.357285|362.182281| 706330736 353.669006| 705346720 353.176998| T |1303.631078 652319177 1286604529 643 805903 1285 620513|643.313895| 9
| 7| 780.378749(390.693013| 763.352200 382.179738| 762.368184|381.687730 G |1202.583399 |601.795338 1185.556850 593.282063 | 1184.572834|592.790055| 8
| 8 895.403692|448 206484 878379143 /439.693210  877.395127 439.201202| D '1113 561935 |573.284606| 1128 535386 /564.771331|1127.551370 564 279323 | 7
| 9| 996.453371|498.730324| 979.426822/490217049| 978442806 489.725041| T |1030.534992 |515.771134/1013.508443 507257860 |1012.524427|506.765852| 6
1101125.495964|563 251620 1108 469415 554 7383461107 485399 554 246337| E | 929.487313 465247295 912460764 456.734020| 911.476748 456.242012| 5
11/1212.527992|606.767634| 1195501443 598 254360 |1104.517427597.762352| S | 800.444720 |400.725998| 783 418171|392.212724 | 782.434155(391.720716| 4
12/1651.753318|826.380297 | 1634.726769 817.867023 | 1633742733 817.375015| Q | 713.412692 357209984 696386143 348696710 | E
113/1750.821732|875.914504 1733.795183 867.401230|1732.811167 866.909222| V | 274.187366 |137.597321| 257.160817 129.084047 | 2
14| | | | | | R | 175.118952 | 88.063114| 158092403 79.549839 [E

e B et e e e e e e e e e e e -
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RMZ errar 7 ppm Mazs cDa RMS errar 7 ppm Mazz CDa

NCBI BLAST search of NATWHTGDTESQVR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query
!.Sr,nm Mr(calc): Delta Sequence
|62.4 1923 926132 |-0.006260 NALWHTGDTESQVER

038

1923.909531|0.010341 |NLEAVETLGSTSTICSDK |

Mascot: hitpy'www matrixscience. com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of ELDESLQVAER
Found in CLUS _HUMAN, Chusterin OS=Homo sapiens GN=CLU PE=1 SV=1

Match to Query 34043: 1598 791568 from({800.403060,2+) rtinseconds(1973) index(50968)
Title: Locus:1.1.1.3330.19 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Plotfrom | |0 to |3000 Da Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas=2 of nentral peptide Mr(cale): 1598.7897379
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
o7 ! Biotin:Thermo—-21345 ()
Ion=s Score: 0L Expect: 2.7e-005
Matches : 30/106 fragment ions using 51 most intense peaks (help)
-+ | e | o a 04+ | : ++ & B 0 0++ Fa
# B | »*t | B b B b Seq. ¥ ¥ ¥ ¥ | ¥ \j [
| 1) 130.049869| 65528572 | 112.039304| 56523290 E | 1
| 2| 243.133933/122.070605 | 225123368 |113.065322| L | 1470.762091|735 8846841453 735542 727 3714091452 751526 726.879401 |10
| 3| 358.160876/179.584076 | 340.150311/170.578794| D |1357.678027 |679 342652 (1340651478 670.829377 | 1339.667462 670337369 9
| 4| 487.203469|244.103373 | 469192004 235.100090| E |1242.651084 621.829180| 1225 624535 613.315906|1224.640519|612.823898 | 8
| 5| 574.235497287.621387 $56.224932(278.616104| S |1113.608491 |557.307884|1096.581942 548.794609| 1095 597926 | 548.302601| 7
| 6 687.319561|344.163419 669.308996 335.158136| L |1026.576463 |513.791870|1009.549914 505278595 | 1008 565898 |504.786587| 6
| 7/1126.544887 |563.776082 | 1109.518338 | 555.262807 | 1108 534322 |554.770799| Q | 913.492399 457249838 | 896465850448 736563 | 895 481834 (448 244555| 5
| 8/1225.613301 |613.310289 | 1208.586752 604.797014 1207 602736 |604.305006| V | 474.267073 [237.637175| 457 240524 229.123900| 456256508 (228 631892/ 4
| 9/1296.650415 648 828846 1279.623866 640 315571 1278 639850 639.823563 A | 375.198659 |188.102968| 358.172110 179.589693| 357.188094 179.097685| 3
101425 693008 |713.350142 | 1408 666439704 836868 | 1407 682443 704344860 E | 204161545 152584411| 287.134996 144.071136| 286 150980 143 579128 2
11 | | | | R | 175.118952 | 88.063114| 158.092403 79.549839 | 1
M = = = = m m e e e eeeemaao B et T TP
002 mmmmane- e R RRRREE g B e A e B
O O -c-----mmmmmmmm--- e - e wig T W A e &
i .
_0'02 T T T T T T T T T T T T T 1 T T T T T T T T T T T T T 1
e 100 1500 a0 10 1500
RMS error 17 ppm Mazz (Dal RHS error 17 ppm Mazz cDal

NCBI BLAST search of ELDESLQVAER
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()
Other BLAST web gateways

All matches to this query

Score Mr(cal): =~ Delta Sequence

55.0 |1598.797379 -0.005811 ELDESLQVAER

5.9 |1598.7900240.001544 |VTAEGDSHTEVVISR
3.5 1598787506 0.004062 AGGSWDLAVQER

32 |1598.768875/0.022693 | TSDYYRVSADLPGR
26 |1598.797379|-0.005811 LEESDVLQEAR

17 |1598.789993(0.001575 |AGATSGELPVVEAENR
117 |1598.797409|-0.005841 EDVDDLVSQLR

0.4 |1598.783478/0.008090 [EDSVQRSTPNR

| Mascot: hitp/www matriscience .com/




MATRIX
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Peptide View

MS/MS Fragmentation of ASSIIDELFQDR

Found in CLUS_HUMAN. Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1

Match to Query 37142: 1703 853912 from(568.958580.3+) rtinseconds(2837) index(55609)

Title: Locus:1.1.1.3629 4 File:"2013-07-02 CLN EXIII 30 min 3rd F 4. wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘ITUU Da Full range

Label all possible matches (' Label matches used for scoring @

I||| J‘||H||u ”|!|| | |||| |I|||A||| [ 5 =8 Y B | e : ; : | i :

100 200 00 i Gy B0 Fac S0 Qi 1000 1100 1200 1300 1400 1500 1600 1700
Monoisotopic mas= of nentral peptide Mr(cale): 1703.855240
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
Q10 ! Biotin:Thermo—-21345 ()
Ion=s Score: 66 Expect: 6.6e-007
Matches : 11/110 fragment ions using 14 most intense peaks (help)
[ 4 | - | W 0 0t | - 7y = W | 0 ol
# b | B | B | b Y BT Ses. ¥ ¥ S . \j [
| 1 72.044390| 36525833 | | A | | 2
| 2| 159.076418| 80.041847| | 141065853 71036564 S |1632.825419 817416348 1616.798870 808.903073 1615 814854 808 411065 11
| 3| 246.108446/123 557861 | | 228.097881|114.552578| S | 1546.793391 773.900333 | 1529.766842 765.387059| 1528 782826 764.895051|10
| 4 359.192510|180.099893 | | 341.181945/171.094610| T | 1459.761363 730.384320|1442.734814 | 721.871045 | 1441.750798721.379037| 9
| 5| 472.276574/236.641925 454266009 |227.636642| 1 |1346.677299 673.842288 1329.650750 665.329013 1328 666734 664.837005| 8
| 6 587.303517|294.155397 | 569.292952(285.150114| D |1233.593235 |617.300256|1216.566686 608.786981|1215.582670 608294973 | 7
| 7| 716.346110|358 676693 | 698.335545(349.671411| E |1118.566292 |559.786784 1101 539743 551.2735101100.555727|550.781501| 6
| 8 829.430174|415218725 | 811419609 (406213443 L | 989.523699 495265488 972497150486 752213| 971513134 486260205 5
| 9| 976498588 |488 752932 | 958.488023(479.747650| F | 876.439635 |438 723456 859.413086 430.210181| $58.429070/429.718173| 4
110/1415.723914|708.365595 | 1398.697365 699.852321 1397.713349 699.360312| Q | 729.371221 |365.189249 712344672 356.675974| 711.360656 356.183966 3
11 /1530.750857 | 765.879067 | 1513.724308 | 757.365792 1512.740292 756.873784| D | 290.145895 145576585 273.119346 137.063311| 272.135330136.571303 2
12| | | | | 'R | 175.118952| 88.063114 158.092403 79.549839| [1
B ik sssssssssssnsss s P B R R B B

L . L 1 e T e
R A RSN E R AR SR S

R o = S S e e e e e e e e e e e e e S oo S e S S e o
_0'02 T T T T T T T T T T T T T T 1 1 T T T T T T T T T T T T T T 1
S 1600 1500 L) 1000 1500

REMs errar 12 ppm Mazs cha RMZ ertar 12 ppm Mazs cha

NCBI BLAST search of ASSIIDELFQDE
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this guery

Delta

Score Mr(calc):

Sequence

659 |1703.855240

—D.DDIEISEASSHDELFDDR

0.0 1703859070

-0.005158 %RWDELIE TTTOAKAR

Mascot: hitp/vwww matriscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of EILSVDCSTNNPSQAK
Found in CLUS _HUMAN, Chusterin OS=Homo sapiens GN=CLU PE=1 SV=1

Match to Query 45129: 2072 979428 from{1037 496990 2+) rtinseconds(1797) index(18686)
Title: Locus:1.1.1 3188 14 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Plot from |EI

to |2200

Da

Full range

Label all possible matches (' Label matches used for scoring ®

: E A t te ST T g A il & T sl B
L | g8 s ‘ 50 &
. Ll ." |||| M|||I||| I|| ||||||||| I ||Ili|] |L| III‘ ||!| | | T M .
0 200 i =10 S0 1600 1200 1400 1600 1500 20000 2200
Monoisotopic mas=2 of nentral peptide Mr(cale): 2072.387061
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
014 ! Biotin:Thermo—-21345 ()
Ion=s Score: 116 Expect: 3.%9=-011
Matches : 41/156 fragment ions using 48 most intense peaks (help)
++ | L | w 0 0+ | — o =t (1] 'I}'H" .
# b | ¥ | b b b b Seq. ¥ ¥ y ¥ |l ¥ g [
| 1| 130.049869| 65528572 | 112.039304| 56.523290, E | :15
| 2| 243.133933(122.070605 | | 215.123353[113_05532:| I | 1944951759 972979517 1927925210 964 466243 1926 941194 963 974235 |15
| 3] 356217997|178 612637 | | 338.207432/169.607354| L |1821.867695 |916 4374851814 841146 907.924211 1813 857130907 432203 |14
| 4] 443.250025(222.128650| | 425239460(213.123368| S |1718.783631 |839.895454/1701.757082|851. 3321?9|1?m} ??3[}55'8<D 3901?1|13
| 5| 542.318439/271 662858 524 307874 |262.657575| V |1631.751603 8163794391614 725034 807 866165 1613 741038|807.374157 12
| 6 657.345382(329.176329 639.334817|320.171046| D |1532.683189 |766.845233|1515 656640 758 331958 | 1514.672624|757.839950(11
| 7| 817.376031|409.191654 799.365466400.186371| C |1417.656246 |709.331761|1400.629697 700.818487|1399.645681|700.326479 10
| 8 904408059 452 707668 886.397494 443702385 S |1257.625597 629316437 /1240599048 620.803162 1239.615032|620. 311154| 9
| 91005 455738503 231507 987445173 (494226225 T |1170.593569 |585.800422|1153.567020 577.287148 |1152.583004|576.795140 | 8
110 1119.498665|560.252971|1102.472116 | 551.739696|1101.488100|551.247688| N |1069.545890 535276583 1052.519341 526.763309|1051.535325 526.271301| 7
11(1233.541592|617.274434 | 1216.515043|608.761160| 1215531027 |608.269152| N ! 955.502963 4?3.255119! 938.476414469.741845| 937.492398|469.249837| 6
112/1330.594356|665.800816|1313.567807 657 287542 |1312.583791|656.795534| P | 841460036 421233656 824.433487|412.720381| 823.449471/412228373 5
|13/1417.626384|709.316830 | 1400.599835| 700.803556|1399.615819|700.311548| § | 744407272 |372.707274| 727.380723 364.193999| 726.396707|363.701991 4
14/1856.851710 928 929493 | 1839.825161 920 416219 1838 841145 /919.924211| Q | 657.375244 [329.191260| 640.348695|320.677985 E
151927.888824 964 448050 | 1910.862275 955 934776 1909 878259 955 442768 | A | 218.149918 |109.578597| 201.123369 101.065322 | 2
16 K | 147.112804 | 74060040 130086255 65546765 E
g _ (] \_sip. 100 _f ______ g e R
e T Tt e L ]
£ 1 = 5 £ 50 Fesss e
0 T e e 0 Bl o S e g o e AR e o SO e B St e AT WS S S T o T T .__.__
I SE?IICI LR |10I00 PR I:I.E::?":?I I : |20:30 S SE?IICI SEL 10I0C| A |15:¢l¢l PR |20:30
FMS error 36 ppn Mazs cha FME erfor 36 ppm Mazs C0a

NCEI BLAST search of EILSVDCSTNNPSQAK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

Score  Mr(cal)):  Delta Sequence

116.4 [2072.987061|-0.007633 |EILSVDCSTNNPSQAK

56 |2072.994492|-0.015064 ELVKSGVLGADGVCMTEMK
133 2072961884 0017544 KNVSQENMCSASAAFKSSK
129 |2072.998291 |-0.018863 | QNVSTSNSGSMPNLAQK
104 |2072.994904 -0.015476 MODPNADTEWNDILRKK
0.1 |2072.970642|0.008786 |THRGEKPYACGQCAK

Mascot: hitp/vwww . matriscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of QQTHMLDVMQDHESR
Found in CLUS HUMAN_ Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1

Match to Query 46880: 2183 014062 from(728 678630,3+) rtinseconds(2017) index(19923)
Title: Locus:1.1.1.3265 6 File:"2013-07-02 CLN EXII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to 1700

Da

Full range

Label matches used for scoring ®

I 2 4 23
i El ey g ~ g ) Z 3
£ oo 2 5 i g 2 :
" o LS L = E TS 4
5 o . =35 | | < 2 l 2 i 5 3
2 G ' s : s = & El = @
L Ju|||..|,| il il Dotle st T bt WL Rl A F T
100 200 00 i Gy B0 Fac S0 Qi 1600 1100 1200 1300 1400 1500 1600 1700
Monoisotopic mas=2 of nentral peptide Mr(cale): 2183.007446
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
02 ! Biotin:Thermo—-21345 ()
Ion=s Score: B0 Expect: 1.3e-007
Matches : 39/162 fragment ions using 58 most intense peaks (help)
- ++ | + | W 0 04+ | - ++ = ot 0 [T
# B | b b b b b Seq. ¥ ¥ ¥ y R ¥ |#
| 1) 129065854 65036565 112039305 356523291 | 'Q | 15
| 2| 568291180| 284649228 551264631/276.135954 | | Q | 2055.956135 1028.481705 | 2038.929586|1019.968431 | 2037.945570 1019 476423 |14
| 3| 669.338859| 3351?3&53| 652.312310(326.659793| 651.328294/326.167785| T |1616.730809 | 808869043 1599.704260| 800355768 |1598.720244] 799.863760/13
| 4| 806. 39???1| 403.702524| 789.371222/395.189249 788.387206 394.59?241[ H |1515.683130 | 758.345203 1498.656581  749.831929 1497.672565  749.339921 12
| 5| 937438256| 469.222766 920 411707|460.709492| 919 427691 460217484 M |1375.624218 | 689.815747|1361597669| 681302473 1360613653 680.810465[11
| 6[1050.522320| 525.764798 |1033.495771|517.251524|1032.511755 516.759516| L |1247.583733 | 624.295505|1230.557184 615.782230 1229573168 615290222(10
| ?;1155.5492{-3] 583.278270 1148 522714/574.764995 1147 538698 574272987 D |1134.499669 | 567.753473|1117.473120| 559.240198|1116.489104| 558748190 9
| 8/1264.617677| 632.812477|1247 591128 624.299202 1246 607112|623.807194| V [1019.472726 | 510240001/1002.446177| 501.726727|1001 462161 501.234719| 8
| 911395 658162| 698 332?19|13 '8.631613|689.810445 | 1377.647597 689.327437 M | 920.404312 | 460.705794| 903377763 452.192520| 902393747| 451700512 7
110/1523.716740| 762.362008 1506.690191 753 848734 15{}5.?&51?5[?53.355?25' Q | 789.363827 | 395.185552| 772.337278| 386.672277| 771.353262| 386.180269 6
11/1638.743683| 819.875480 1621 717134|811362205/1620.733118 810.870197| D | 661.305249 | 331.156263| 644278700 322.642988 643204684  322.150980| 5
12/1775.802595| 888 404936 1758 776046879 891661|1757 792030 879.39965 546.278306 | 273.642791| 529251757| 265.129517| 528267741 264, 53?509|
113]1922.871009| 961939143 1905 844460|953 425868|1904 860444 952.933860| F | 409.219394 | 205. 113335| 392.192845| 196600061 391208829 195103&53|
114/2009.903037 |1005.455157 | 1992.876488 |996.941882|1991.892472|996 449874 | S | 262.150980 | 131.579128| 245.124431) 123.065854) 244140415 122573846 2
15| | | | | | | R | 175.118952 | 88.063114| 158092403 79.549839 | | 1
- il e e e T  a
T P =
. B B e e
e et A | S U b T Sl S
' ap -
P E— g W S B e e T
I I : : EL’,!ICI I ! : : :1.CI:SICI I I :1.5:3"3' : : : I ! ! EL’,!ICI I :1.CI:SICI I ; : I :1.5:30 ! !
FMS ertor 27 ppm Mazs cha RFMs ertor 27 ppm Mazs C0a

NCBI BLAST search of QQTHMILDVMODHFESE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

iSmre

Mr{calc):

 Delta

Sequence

0.

2

2183.007446 I 0.006616 i QOTHMLDVMOQDHESR

80

-2

2133.&{}?4455D_Daﬁﬁlﬁioommnwzonmm!

Mascot: hitp 'worw matrivscience. com/




MATRIX
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Peptide View

MS/MS Fragmentation of QQTHMLDVMQDHESR
Found in CLUS HUMAN_ Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1

Match to Query 46881: 2183 028016 from(546.764280 4+) rtinseconds(2019) index(19937)

Title: Locus:1.1.1.3266.8 File:"2013-07-02 CLN EXIII 30 min 3rd F 2 wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |[] to IZZ[]EI Da Full range
Label all possible matches (' Label matches used for scoring @
ic
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0 2000 iy B S0 1000 1200 100 1600 1500 2000 2200
Monoisotopic mas=2 of nentral peptide Mr(cale): 2183.007446
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
01 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 60 Expect: 1.5e-005
Matches : 28/162 fragment ions using 46 most intense peaks (help)
e - W 0 0++ - ++ . e 0 g | |Pgl
b b b b b b Seq. ¥ ¥ ¥ ¥ ¥ ¥ #
440.232602| 220619939 423 206053 212 106664 | 'Q | | 15

568291180| 284 649228 53

1.264631 I2?6.135954

| | Q [1744.789387

872.898332(1727.762838 864 385057 | 1726.778822

863 893049 | 14

#
1
2
| 3 669338839 335. 1?3nas| 652.312310/326.659793| 651328294(326.167785| T | 1616.730809 303_35904351599.?&425&5309_355?5311593_?23144 799.86376013
| 4| 806. 39???1| 403.702524| 789.371222|395.189249| 788387206 394.59?241[ H | 1515.683130|758.345203 | 1498.656581 749.831929 | 1497.672565| 749.339921 12
| 5| 937.438256| 469222766 920 411707|460.709492| 919 427691 460217484 M |1378.624218 |689 815747|1361 597669 681. 3{}:4?3|135t}513§5§ 680.810465 11
I_ﬁlmsu_5223m| 525.764798|1033.495771 517251524 1032.511755|516.759516| L [1247.583733 |624.295505/1230.557184615.782230|1229.573168 |615.290222 10
| 711165549263 | 583.278270|1148 522714]574 764995 1147538698 574.272987| D |1134.499669 |567.753473|1117.473120 559.240198 | 1116.489104|558.748190 | 9
| 8/1264.617677| 632.812477|1247.591128|624.299202 1246. 5&?112|523 807194| V |1019.472726 510.240001|1002.446177|501.726727 1001462161 501.234719| 8
| 911395.658162| 69%. 332?19|13 '8.631613 689.819445 | 1377.647597 689.327437| M | 920.404312 |460.705794| 903377763 452.192520| 902.393747|451.700512] 7
110[1523.716740| 762.362008 |1506.690191|753 848734 |1505.706175 | 753356726 Q | 789.363827 395185552 772337278 |386.672277| 771353262 386.180269) 6
11/1638.743683| 819.875480/1621.717134/811.362205 1620.733118(810.870197| D | 661.305249 331.156263| 644.278700 322.642988 | 643.204684/322.150980| 5
12/1775.802595 | 888.404936 1758.776046 879.891661 H | 546.278306 |273.642791| 529.251757/265.129517 528.267741|264. 53?409|_
|13 1922 871009 961939143 1905 844460 933 425868 1904 860444 952933860 F | 409.219394 205 113335] 392.192845/196.600061 391208829 1951:}3353]
|14/2009.903037 |1005.455157|1992.876488996.941882 1991.892472 996.449874| S | 262.150980 |131.579128| 245124431 123.065854| 244.140415 122.573846| 2
15 | | | | | | R | 175.118952 | 88.063114| 158.092403| 79.549839| | |1
~ L e
2 0_04—- —————————————————————————————————————————————— s L T
E S (.. S—— _—---'—_;----_--:_----_-.---: ----- :E; Ry PR S e S e

e e . PO, AR SR B 6 gl T e L e s bt

o | ao | o | e | e | 1o | o 20 | e | s | sk | oo | 1o | a0

FME ertror 25 ppm Mazs cha RFMs ertor 25 ppm Mazs cha

NCBI BLAST search of QQTHMILDVMODHFESE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

iSmrE
60.4
58.6
0.4

Mr(cale):  Delta |
2183.007446|0.020570| QQTHMLDVMOQDHESR
2133.&{}?44@n.nmsm}oommmmonmm
2183 007446 0.020570| QQTHMLDVMQDHESR

Sequence

| Mascot: hitp:/‘'www matrixscience com’




ATRIX

{sciners Mascot Search Results

Peptide View

MSMS Fragmentation of VSVSQTSK
Found in FA9 HUNAN, Coagulation factor IX OS=Homo sapiens GIN=F9 PE=1 §V=1

Match to Query 20051: 1145 606028 from(573 810290 2+) rtinseconds(1447) index(47690)
Title: Locus:1.1.1.3147.19 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from ]1[][] to 11[]5[] Da Full range

Label all possible matches (' Label matches used for scoring @

1C||0 I El::lll:) I SI:?IIO I 460 I El::lll:) I ECIIO I ?CIIID : S0 : EICIIO : 10::)0 :
Monoisotopic mas= of nemntral peptide Mr(cale): 1145.611450
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
05 ! Biotin:Thermo—-21345 ()
Ion=s Score: 27 Expect: 0.0036
Matches : 59/72 fragment ions using 27 most intense peaks (help)
4 b h—H— b= h*-H- hﬂ hﬂ-H— Seq. v }T-H— v }T*-H— }Tﬂ }T-I}-H- #
1| 100.075690 50.541483 A 53§
(2| 187.107718| 94.057497| :169 DEJ?}SB BA. D*Z’IHE b Mi?:ﬁﬂjﬂx ,*?2-1 2?8"92 1[13[} 523758 | ‘1‘ ?6551? 1[1"9 *39?42 *‘1*‘ 273509 ?
;3, 286.176132|143.591704 | 5"68 15555? 134 ‘?86427: V 6. ﬁISE*? 4807 5"“5 943 491730 4?2 2-195[]3 242 5[]??14 -1?1 ?*?49* ﬁE
'4| 373.208160/187.107718 | f355.19?595 178.102435| S 361 44?36#‘ 4;1 2284'1 8—1—1 4”3315 4 ?15295. 843 43930[} —1”2 3”88 :1
|5 812. —133—18654[}6 720381 795.406937398. 7[}?1[}?:?94 422921 ;39? 715099 Q FF:I 4’1 f33 7 38? TIESSx ?*T 391”88 3?9 199”82 ?*‘ﬁ —1[1?’*?’* 3?8 ?0?2?—1 4-
ﬁ' 013 481165 4*% 244221 895 4*‘—1616 1448.730046 89* 470600 448 238938. T | 335.192511 168_[]99893 318_155952;159_586619' 31?_1819465139_094611 ;3;
'T" meD ‘*13193 ‘?DE} ?6&23*‘ 983 48664—1 492 245950 98’* *D”ﬁ”B 491 ?‘?4952 N | 234144832 jll?.ﬁ?ﬁDSé 21?.118283%109_062??9- 116.13426??108_5?0??1 (2
:E K 147.112804| 74.060040| 130.086255| 65.546765 {11
g - e e e e e s § ) e e et e R R
E 0 et el u% Bl —smmmms s s s s s s s s s s s S s S s s s s S s L s s L s s
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_Q'QZ T T T T T T T T T T T T T T T T T 1 1 T T T T T T T T T T T T T T T T T 1
280 B TR 1000 280 B Fa0 1000

FMs error 46 ppm Mazs cha FMs erior 46 ppm Mazs cha

NCBI BLAST search of VSVSOQTSE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

. Delta

Scure IbIr{c:lc) g&qnence
526_3 1145 611450 |-0.005422 "-. SVSQTSK

;t}.? 11145 6226*0 D 016622 | R'D\;C\ISRLLB.

Mascot: hitp'wow matrixscience. com/




MATRIX
{SCIENE’E} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of ITVVAGEHNIEETEHTEQK
Found in FA9 HUMAN, Coagulation factor IX OS=Homo sapiens GIN=F9 PE=1 SV=2

Match to Query 51615: 2474 203456 from{619. 558140 4+) rtinseconds(1638) index(48929)
Title: Locus:1.1.1.3214 5 File:"2013-07-02 CLN EXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to |2400

Da

Full range

Label matches used for scoring ®

- 2 ¥ i
o IER R | 5 3! 5 &
‘fii?‘%i%l@@é:ééi 2 E
. i |‘!|ll| |||i I‘l l |I Ii | T ilI ‘ | .i | : ?‘ | : | i | | |
0 2000 iy el a1l Lslils] 1200 1400 1600 1300 2000 2200 2400
Monoisotopic mas=2 of nentral peptide Mr(calec): 2474.211121
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
Q18 ! Biotin:Thermo—-21345 (0}
Ion= Score: 31 Expect: 0.021
Matches : 27/194 fragment ions using 81 most intense peaks (help)
- i | - | L 0 O+ | - ++ - e 0 o+ |a
# B | b b b ¥ b Seq. ¥ ¥ ¥ | 3 | ¥ ¥ [
| 1) 114091340 57549308 | | | & | | 19
| 2| 215.139019| 108.073147| | 197.128454| 99.067865| T |2362.134353 1181.570814|2345.107804 1173.057540|2344.123788|1172.565532|18
| 3| 314.207433| 157.607354 | | 296196868 148602072 V |2261.086674 1131.046975 2244060125 1122.533700/2243 0761091122 04169217
| 4] 413.275847| 207.141561 | | 395265282| 198136279 V |2162.018260 1081512768 2144991711 1072.999493 2144.007695|1072.507485 16
| 5| 484312961 242660119 466.302396| 233654836 A | 2062.949846 1031 978561|2045.923297 1023 465286 2044 939281 1022 973278 15|
| 6 541334425 271.170851 523323860 262.165568) G | 1991.912732| 996 4600041974 886183 987.946730/1973.902167| 987.454722|14|
| 7| 670377018| 335692147 | 652366453 326686865 E | 1934.891268| 967.949272/1917.864719 959435998 1916.880703 958.943990/13
| 8 807.435930| 404221603 789.425365| 395216321 H | 1805.848675| 903 427976/1788 822126  894.914701|1787.838110| 894422693 |12
| 9 921.478857| 461243067 904432308 452729792 903 468292 452237784 N |1668.789763 | 834898520 1651763214 826385245 1630.779198 825893237 11
1101034 562921| 517.785099|1017.536372| 509271824 |1016.552356| 508.779816 1 |1554.746836 777.877056|1537.720287  769.363782 1536.736271 76887177410
1111163 605514 582306395 1146578965 573.793121 1145594949 573301113 E |1441.662772 | 721335024|1424 636223 712.821750|1423 652207| 712329742 9
1211292648107 646.827692/1275.621558| 638.3144171274.637542| 637.822409| E |1312.620179 | 656.813728/1295.593630| 648.300453 1294.609614| 647.808445| 8
113/1393.695786| 697.351531|1376.669237| 688.838257 1375.685221 688346249 T |1183.577586 | 592.292431 1166.551037| 583.779157|1165.567021| 583.287149| 7
14/1522.738379| 761872828 1505.711830 753.3595531504.727814 752.867545 E | 1082.529907| 541768592|1065503358  533.255317|1064519342| 532763309 6
115/1659.797291| 830402284 1642.770742) 821889009 1641786726 821397001 H | 953.487314 | 477247295 936460765 468734021| 935476749 468 242013 5
16/1760.844970| 880.926123|1743.818421| 872412849 1742.834405 871.920841 T | 816.428402 | 408.717839 799.401853| 400.204565 798.417837| 399.712557| 4
117/1889.887563 | 945447420 1872.861014| 936.934145|1871.876998| 936442137 E | 715.380723 | 358194000 698354174  349.680725| 697.370158| 349.188717| 3|
118/2329.112889|1165 060082 |2312.086340| 1156 546808 |2311.102324 1156 034800 Q | 586.338130 | 293.672703| 569311581 285159429 | 2|
19 | | | | | K | 147112804 | 74.060040| 130.086255 65.546765| | 1
@ 0.0Zmmmmmmmmmmmm s msmmsomoossooooooooos e 3 S [N ... - E ool s
BT e A I & = N T T T S um Semseses e S Do e s d s g p
s e R R S R c
= T . = — - - ==cS=S==== -100 P
_0'06 T .I T T T T T T T T T 1 _150 I T T T T T T T T T T T 1
0 & Ll 1200 1600 2000 2900 0 40 Gl 1200 1600 2000 2900
RFMs ertar 43 ppm Mazs cha RFMZ errar 43 popm Mazs C0a2

NCBI BLAST search of [TVVAGEHNIEETEHTEQK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

Score Mr(cal): ~ Delta

Sequence

30.7 |2474.211121|-0.007665 [TVVAGEHNIEETEHTEQK |

Mascot: hitp/www matriscience.com/




MATRIX
{SCIENE’E} MHSCOt SEHI'Ch RESllltS

Peptide View

MS/MS Fragmentation of SQHLDNFSNQIGK
Found in FAS HUMAN, Coagulation factor V OS=Homo sapiens GN=F5 PE=1 SV=4

Match to Query 39125: 1797 879072 from{600.300300,3+) rtinseconds(1797) index(49880)
Title: Locus:1.1.1.3269.14 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to I‘IEUU Da Full range

Label matches used for scoring ®

s ¢+ > k i ! .
- S g
I3 SR ey E 3 7| 5
: ” a5l = £ 5| | =3
‘: ; | ‘ E E 31 3 3 =
I ,|‘l 1T T A |
100 2000 il iy Giacy B Fac a1l Qi 1000 1100 1200 1300 1400 1500 1600
Monoisotopic mas= of nentral peptide Mr(cale): 1797.283194
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
02 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 32 Expect: 0.0018
Matches : 31/132 fragment ions using 64 most intense peaks (help)
|# b | B b* | b=t | B0 | B0+ Sﬂq.‘ . S ‘ - s §0 ‘ S ‘ 4
| 1) 88039304 44523290 | | 70.028739 35518008 S | | | 13
| 2| 527.264630 |264.135953| 510.238081(255.622679 | 509.254065 255.130671| Q | 1711.858451|856.432863 |1694.831902 847.919589 1693 847886 847.427581 |12
| 3| 664.323542 [332.665409| 647.296993 (324152134 646312977/323.660126) H | 1272.633125|636.820200|1255.606576 628 306926 |1254.622560 627.814918 |11
| 4| 777.407606 389.207441| 760.381057 380.694166| 759.397041|380.202159) L | 1135.574213|568.290744 | 1118.547664 |559.777470|1117.563648 | 559.285462 10
| 5| 892.434549 446.720913| 875408000 438207638| 874.423984|437.715630 D |1022.490149 511.748712|1005 463600 503 235438 1004 479584|502.743430| 9
| 61006.477476 |503.742376| 989.450927 495229101 988.466911 494.737093| N | 907.463206 454235241 890.436657 445.721966| 889.452641 445229958 8
| 711153.545890 |577.276583 1136 519341 568.763308 1135535325 568271300, F | 793.420279 |397.213777| 776.393730|388.700503| 775409714 388208495 7
| 8 1240.577918(620.792597 1223551369 612.279323 1222567353 |611.787314| S | 646.351865 323.679570| 629325316 315.166296| 628.341300(314.674288 6
| 91354620845 |677.814060|1337 594296 |669.300786 1336 610280 668 808778 N | 5359319837 |280.163556 542293288 271 650282 | 5
110 1482 679423 |741.843349 1465 652874 733 330075 1464 668858 732838067 Q | 445276910 223142093 428250361 214 628818 | 4
111595.763487 |798.385381|1578.736938  789.872107 |1577.752922 789.380099| I | 317.218332 159.112804  300.191783 150.599529| 3
12| 1652784951 826 896113 | 1635 758402 |818 382839 | 1634.774386/817.890831 G | 204.134268 |102.570772| 187.107719 94057497 | | &
13 | K | 147.112804| 74.060040| 130.086255| 65.546765 | |1
% 0'05_: """""""""""""""""""""""""" fi, 50y — -----------------------------------------------
E o ___.— __________ i T e S :. __________________ thJ 0 e B T L r____.'___-.. __________ L P PP
_0.05_-___I___I___I____I___I___I___I___I___I___I-.__I____I___I___I__‘I -5 T T T T T T T T T T T T T T .I
el 1600 1500 el 1600 1500
RMZ ertar 24 ppm Mazs cDa? RMz ertar 24 ppm Mazs cDa?

NCEI BLAST search of SQHLDNEFSNQIGK

(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Other BLAST web gatewavs

All matches to this gquery

Score  Mr(calc):

Delta

Sequence |

1797883194

1322

-0.004122

SQHLDNFSNQIGK |

3.0 |1797.872604 0.006468

KWDFSKYYVSNESK |

Mascot: hitp/www matroiscience. com/
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Peptide View

MS/MS Fragmentation of MPMGLSTGIISDSQIK
Found in FAS HUMAN, Coagulation factor V OS=Homo sapiens GN=F5 PE=1 SV=4

Match to Query 42676: 1988 018262 from{663 680030 ,3+) rtinseconds(2481) index(53491)
Title: Locus:1.1.1.3507 5 File:"2013-07-02 CLN EXII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches (' Label matches used for scoring ®

to |2000

Da

Full range
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Monoisotopic mas= of nentral peptide Mr(calc):

Fixed modifications: Carbamidomethyl (C)

Variable modifications:

1988.014465

(apply to specified residues or termini only)

Q14 : Biotin:Thermo-21345 (Q)
Ion=s Score: 44 Expect: 0.0012
Matches : 23138 fragment ions using 47 most intense peaks (help)
F b | b b* | — | B0 | B+ Sﬂq.‘ . S ‘ - g+ 0 ‘#
| 1 132.047761| 66.527518 | | | M | | 16
| 2| 229.100525 |115.053900 | | | P | 1857.981269 929494273 1840.954720 920.980998 | 1839.970704 920.488990 15
| 3| 360.141010/180.574143 | | | M | 1760.928505 880.967891 1743.901956|872.454616|1742.917940/871.962608 | 14
| 4| 417.162474 |209.084875 | | | | G | 1629.888020 815447648 1612.861471 806.934374 1611 877455 806442366 13
| 5| 530246538 265626907 | L | 1572866556 786936916 1555840007 778 423642 |1554 855991 777931634 12
| 6| 617.278566 309.142921 | 399 268001 300.137638| S | 1439.782492 730394884 1442.753943 721 8816101441 771927 721 389602 11
| 7 718326245 359.666761 700.315680|350.661478| T | 1372.750464 686.878870 1355.723915 678.365596|1354.739899 677.873588 10
| 8| 775.347709 |388.177493 757337144(379.172210| G |1271762785 |636.355031|1254 676236 627.841756|1253.692220|627.349748 | 9
| 9| 888.431773 444719525 | | 870421208 [435.714242| I | 1214.681321|607.844299(1197.654772 599 331024|1196.670756|598.839016 | 8
1101001.515837 501261557 | | 983.505272(492256274| I |1101.597257 551302267 /1084570708 542.788992|1083 586692 542296984 7
11| 1088.547865|544.777571 | 1070.537300/535.772288| S | 988.513192 494.760235| O71.486644|486.246960| 970.502628 485754952 6
12| 1203.574808 602.291042 | 1185.564243 593.285760| D | 901481165 |451244221| 884454616 |442.730946| 883 470600 442238938 5
1131290.606836 |645.807056 1272396271(636.801774| § | 786.454222 [393.730749| 769427673 385217475 768443657 384.723467 4
14| 1729.832162(865.419719 1712.805613 | 856.906445 | 1711.821597 856 414437 Q | 699.422194 (350214735 682395645 341.701461 | E
15| 1842.916226/921.961751 1825.889677 913.448477 1824.905661(912.956469| 1 | 260.196868 |130.602072| 243.170319 122.088797| | 2
16 K | 147112804 | 74.060040| 130.086255 65546765 1
s 0_05—: ——————————————————————————————————————————————— H 1':":'_: """""""""" B A AR A AW
E L e T T E TR 1 S L  — 0. - S . - o S SR—

e e g

200 el e} S L0 1200 200 el el] S 160 1200

RMS error 34 ppm Mass 0a)  RMS error 34 ppm Mass ¢Da)

NCBI BLAST search of MPMGLSTGIISDSQIK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|Soure

Mr(calc): Delta

Sequence |

44,

0 |1988.014465

0.003797 | MPMGLSTGISDSQIK |

Mascot: htp/worw matrixscience. com/
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Peptide View

MS/MS Fragmentation of INGGQECK

Found in FA10 HUMAN, Coagulation factor X OS=Homo sapiens GN=F10 PE=1 SV=1

Match to Query 21765: 1200593268 from{601.303910,2+) rtinseconds(1441) index(47637)
Title: Locus:1.1.1.3145.15 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

to [1900

Full range

Da

Label all possible matches (' Label matches used for scoring @
.8 A ™ og kL
‘ s 3 g s
: i I|I IH|| | I‘|IJI il il l. b I:.I. .IiiiI ‘ I ; i : : | : : : ] :
200 40 (lale] 00 1060 1200 1400 1600 1800
Monoisotopic mas= of nentral peptide Mr(cale): 1200.588503
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
05 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 34 Expect: 0.0022
Matches : 19/62 fragment ions using 47 most intense peaks (help)
++ | - | s 0 | - ++ - e | 0 o+ Uy
|# b bt b b b Seq| ¥ 5 | v ; 4
1) 114.091340| 57.549308| | | |1 | | 8
|z 213.159754(107.083515 | | | |V |1088.522714 |544 764995 1071.496165|536 251721|1070.512149 535.759713|7
3| 270.181218|135.594247 | | | | G | 989.454300 |495 230788 | 972.427751(486.717514| 971443735 4352255&5.5
4| 327. 2[}2582|1641ﬁ49?9| | | | | G | 932432836 915.406287|458.206782| 914.422271457.7147745
B 766.428008 383 717642 749 401459|375 204368 | Q | 875.411372 |438. 209314| 858 384823 429696030 837 400807 429 204042 |4
|ﬁ| Eﬂwix[lﬁ{ll|448 238939| 878.444052|439 725664 877460036 |439.233656| E | 436.186046 | 218 596661  419.159497|210.083386| 418175481 209_5913?3|3
7/1055.501250 528254263 | 1038.474701|519.740989 1037.490685 519.248981| € | 307.143453 [154.075364) 290.116904|145.562090] 2
|B| | | | K | 147.112804 | 74.060040) 130.086255| 65.546765| 1
P = T T
L e g
v R T s T e ST gundiug
A e el i Al e £ ] N
= 1 B _: _______________________________________________
S S ]
T T 25IC| T T T T ECI"::' T T T T l_II|5II::I T T T Ill::l:::"::I T 1 T T 25IC| T T T T B0 T T T T l_II|5II::I T T T Ill::l:::"::I T 1
FMs error 25 ppm Mazs cha EMs eriror 25 ppm Mazs cha

NCBI BLAST search of IVGGQECK

(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this query

Score  Mr(cal)):  Delta Sequence
339 1200599503 -0.006235 [VGGQECK
52 |1200.598587/-0.005319 [LADLEEENR
36 |1200.599503 -0.006235 LIQGDGCK
14 1200596100 -0.002832 LVKVMVYDNR
0.4 |1200.599487|-0.006219 LLNDQCK

Mascot: hitp/www matroiscience.com/




MATRIX
SCIEA«EE} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of DWAESTLMTQK
Found in FA10 HUMAN, Coagulation factor X OS=Homo sapiens GN=F10 PE=1 SV=2

Match to Query 34792: 1619.765712 from{540.929180,3+) rtinseconds(2297) index(52746)
Title: Locus:1.1.1.3443 2 File:"2013-07-02 CLN EXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to IEUUU Da Full range

Label all possible matches (' Label matches used for scoring @

e
-yid)

Y2
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y00d)
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Monoisotopic mas= of nentral peptide Mr(cale): 1619.76E73E
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:

Q10 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 42 Expect: 0.000397
Matches : 8/98 fragment ions using 14 most intense peaks (help)
[ i | - | W 0 0t | - 7y = e | 0 ol
¥ b | W | b b Y BT Ses. ¥ ¥ S . \j [
| 1) 116.034219| 58520748 | | 98 023654 49515465 D | | 11
| 2| 302.113532|151 560404 | 284102967142 555122| W | 1505749085 753 378180 1488 722536 744 864906 1487 738520 744 372898 1u|
| 3| 373.150646187.078961 | | 355.140081)178.073679| A | 1319.669772 660338524 |1302.643223 651825250 1301.659207|651.333241| 9
| 4] 502. | | 484.182674 242.594975| E |1248.632658 |624.819967 1231.606109|616. 395593|1’!30522093I51< 814685|
| 5 53922<25?I295 11ﬁ2?2| 571214702286.110989| S |1119.590065 560298671 1102563516 551.785396 1101 579500(551 293388| 7
| 6 690.272946/345 640111 | 672262381 336.634829| T |1032.558037 |516 782657 1015531488 508 269382|1014.547472|507 777374 6
| 7| 803.357010/402.182143 | 785.346445(393.176861 L | 931.510358 |466.258817| 914.483809 |457.745543| 913.499793|457.253535| 5
| s| 934397495 |467.702386 | 916386930 458 697103 M | 818.426294 409716785 801 399?45|4m 203510| 800. 41#729|4m 711502 4
| 9]1035.445174/518 226225 | 1017434609 509.220942| T | 687.385809 |344.196543| 670. 35915|:}|335 683268 669375244 335.191260 3|
1 u|14';4 670500 737.838888 | 1457.643951|729 323614 1436659935 728 833605 | Q | 586.338130 |293 672703| 569.311581 285.159429| | 2|
i | | | | K | 147.112804) 74.060040 130.086255  65.546763 | 1

R et +
- E 10 J-reccsssssssssssssssssssgesssssssssssssssssses
T A e
W) 1T e B e

-0.01 T T T T T T T T T T T T T 1 I T T T T T T T T T T T T T 1

Fan 1000 1250 Fan 1000 1250

RMS error & ppn Mazz (Dal RMS error & ppm Mazs cDal

NCBI BLAST search of DWAESTLMTQK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()
Other BLAST web gateways

All matches to this query

iSburei Mr(calc): | Delta Sequence
!42_4 |1619_?68?38!—D.DD?;DE{S!D‘NAESTL}HDK!

| Mascot: hitp/www matriiscience.com/
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Peptide View

MSMS Fragmentation of QEDACQGDSGGPHVIR
Found in FA10 HUMAN, Coagulation factor X OS=Homo sapiens GN=F10 PE=1 SV=2

Match to Query 44141: 2023 874202 from{675.632010,3+) rtinseconds(1330) index(47088)
Title: Locus:1.1.1.3106.17 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches Label matches used for scoring @
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(apply to specified residues or termini only)
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

01 ! Biotin:Thermo—-21345 ()

Ion=s Score: LE Expect: 6.5e-006

Matches : 19/176 fragment ions using 38 most intense peaks (help)

[ 4 | - W 0 0t | - 7y = W | 0 ot |y
2 TR o S S I ) S I A
| 1 440232602(220619939| 423206053 212 106664 | 'Q | | | 16
| 2| 569.275195|285 141236 352.248646276.627961 551264630 276 135953 E | 1585.663961|793 336618 | 1568 639412 784 823344 1567 655396 784 33133615
| 3| 684.302138(342.654707| 667.275589 334.141433| 666.291573(333.649425 D | 1456.623368|728 815322 1439.596819 720302047 | 1438612803 719.810039 |14
| 4| 755339252|378.173264 738312703 369.639980| 737328687 369.167982 A |1341.596425 671301851 1324569876 662. 788576|1323. 43%35&%52 29656813
| 5| 915369901 458 188589 898.343352|449 675314 897.359336 449.183306  C | 1270.559311/635.783204 1253 532762 (627.270019 | 1252 548746 626 77801112
| 6/1043.428479|522.217877 1026.401930 513.704603| 1025.417914|513.212595| Q |1110.528662 |555.767969|1093.502113 547254695 |1092.518097 |546.762686 |11
| 711100449943 |550.728609  1083.423394 542215335 1082439378 541.723327| G | 982470084 |491.738680 965.443535 483.225406| 964.459519(482.733398 10
| 8/1215.476886|608.242081 1198450337 599.728807 1197.466321|599.236798 | D | 925.448620 | 463227948 908. 422[}?1|454 714674 907438055 454222666 9|
| 911302508914 |651.758095 1285 482365 643244821 1284.498349|642 752813 | § | 810.421677 |405.714477, 793395128 397.201202| 792.411112/396.709194| 8
10 1359.53&3?3!53&15332?|1342_503319l5?1_?55553 1341.519813|671.263544| G | 723.389649 |362.198463 706.363100 353.685188| 705.379084|353.193180 7
11 /1416.551842|708.779559 1399 525293 | 700.266284 | 1398 541277 |699.774276 G | 666.368185 333.687731 649341636 325.174456| 648357620 324.682448| 6
112|1513.604606| 757.305941 1496.578057 | 748.792667 | 1495.5 P | 609.346721 305176999 592320172(296.663724 591.336156/296.171716| 5
|13/1650.663518 |825.835397 1633.636969 817322122 1632.652953 816.830114| H | 512.293957 256. 650617 495.267408|248. 137342| 494.283392(247. 545334| 4
114/1749.731932|875.369604 | 1732.705383 |866.856330|1731.721367 866.364321| V | 375.235045 |188.121161| 358208496 179.607886 35?_224439.1?91153?3| 3
1151850.779611925.893443 | 1833.753062|917.380169 1832.769046 916.888161 T | 276166631 |138.586953 259.140082 130.073679| 258.156066|129.581671| 2
16/ | | | R | 175.118952 | 88.063114) 158.092403| 79.549839] |1
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NCBI BLAST search of QEDACQGDSGGPHVTR
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(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this gquery

Delta

Score  Mir(calc):

Sequence

579

2023 884033 i -0.009831 ! QEDACQGDSGGPHVTR

337 [2023.884033|-0.009831 QEDACQGDSGGPHVTR
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Peptide View

MS/MS Fragmentation of YKDGDQCETSPCQONQGK
Found in FA10 HUMAN, Coagulation factor X OS=Homo sapiens GN=F10 PE=1 SV=2

Match to Query 49416: 2324 973102 from(775.998310.3+) rtinseconds(1293) index(46923)
Title: Locus:1.1.1.3093.10 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff'

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches (' Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(cale): 2324.982407
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
06 ! Biotin:Thermo-21345 ()
Ion=s Score: 47 Expect: 3.Be-005
Matches : 37/172 fragment ions using 67 most intense peaks (help)
I # b | b b* | i | b" Sﬂq-! ¥ ‘ ¥ ‘ ¥ v y ‘ yo ‘#
| 1 164070605 82538940 | | Y | | | | 17
| 2| 292165568 | 146.586422| 275139019 138.073148| | K | 2162926332 1081 966814|2145 899803 1073 453539 2144 915787|1072.961531 16
| 3| 407.192511 | 204.099894 390165962 195586619 389181946 195094611 D | 2034831389 1017.9193332017.804840/1009 406058 2016 820824 1008.914050 15
4| 464213975) 232.610626| 447.187426| 224.097351| 446.203410| 223.605343| G | 1919.804446| 960.405861|1902.777897| 951.892587|1901.793881| 951.400579|14
| 5| 579.240918 | 290124097 562214369 281610823 561230353 281118815 D | 1862782982 931895129 1845.756433| 9233818551844 772417| 92288984713
| 6|1018.466244 | 509.736760|1001.439695| 501.223486/1000.455679| 500.731478) Q | 1747.756039 874.381658|1730.720490| 863.868383|1729.745474| 865.376375/12
| 711178.496893 | 589.752085 1161.470344| 581.238810|1160.486328| 580.746802| C |1308.530713 | 654.768995 1291.504164| 646.255720/1290.520148 645.763712[11
| 8/1307.539486 | 654.273381 1290.512937| 645.760107|1289 528921 | 645268098 E |1148.500064 | 574.753670 1131473515 566240396 1130.489499 565. 748388 |10
| 911408.587165 | 704.797220|1391.560616| 696.283946]1390.576600| 695.791938| T |1019.457471 | 510.2323741002.430922| 501.719099|1001.446906  501.227091| 9
1101495.619193 | 748313235 |1478.502644| 739.799960|1477.608628| 739.307952| § | 918409792 | 450.708534] 001383243 451.195260| 900.399227| 450.703252| 8
11| 1592.671957| 796.839617|1575.645408 | 788.326342|1574.661392| 787.834334| P | 831277764 | 416.192520| 814.351215| 407.679246| |7
12| 1752.702606| 876.854941 868341667 1734.692041| 867.849659 C | 734.325000  367.666138| 717.298451 359.152864| 6
13| 1880.761184| 940.884230 1863.734635| 932.370936 1862.750619 931878948 Q | 57429435/ | 287.650814  557.267802| 279.137539 |5
114 1994 804111 997.905694 1977.777562| 989.3924191976.793546 988.900411| N | 446.235773 | 223.621524| 429209224| 215108250 | 4
15| 2122.862689|1061.934982 2105.836140 1053421708 |2104.852124|1052.929700| Q | 332192846 | 166.600061| 315.166297| 158.086787 3
iIE|21?9_884153|1D90.445?14|_162_85?6D4|1[}81_932Jr4t}|2161_8?3588 1081440432 G | 204.134268 | 102570772 187.107719| 94.057497| | 2
17| | K | 147.112804) 74.060040 130.086235 65546765 | 1
§ e 7 i rg_ N T T
; C| __ll..___-_!'____l_____f__... ______ . PRt F---g--= ; 100 ______________________________________________
:E " :E i __l.l..___-_!'____..l_____- ________ _F.:_I_ _______ [ TR R T
R s e R ke -~ O v s S B , T O W .
2¢|l0 I 460 I E'ill() I 860 : 10|00 I 12:0() I 14|00 I ECIlCl I 4c;||c) E'ill() I 860 I 10|¢10 I 12|00 I 14I00 I
REMS error 53 ppm Mazs (Dal RMS error 53 pom Mass (Dal

NCBI BLAST search of YKDGDQCETSPCQNQGK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

IS-uurE

Mir(calc):

. Delta

Sequence

473

2324 982407 ! -0.009305 I YEDGDOQCETSPCONQGK

Mascot: hitp/www matritscience.com/
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Peptide View

MSMS Fragmentation of TEQAAVAR
Found in FA12 HUMAN, Coagulation factor XII OS=Homo sapiens GN=F 12 PE=1 SV=3

Match to Query 20341: 1155 606328 from{578 810440, 2+) rtinseconds(1400) index(60356)
Title: Locus:1.1.1.2966.17 File"2013-07-02 CLN FXIII 30 min 3rd FT wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot_daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |15EI to I‘HEU Da Full range

Label all possible matches (' Label matches used for scoring @

I|‘ ] I‘I T T T ‘Il |I“ I || T ||I Il‘ T T III T ‘I I 1
200 300 40 taLis] [=108] FO0 E=108] Q0 1o 1160

Monoisotopic mas=2 of nemntral peptide Mr(cale): 1155.607010
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
03 ! Biotin:Thermo—-21345 ()
Ion=s Score: 47 Expect: 0.00019
Matches : 11/68 fragment ions using 19 most intense peaks (help)
# b | ¥t | b | p 0 | B Seq ¥ vy v | oyt | Y yoo #
1/102.054955| 51531116 | 84.044390| 42525833 T | | '8
21231.097548(116.052412 | 1213.086983|107.047130| E |1055.566627 |528.286951|1038.540078 |519.773677|1037.556062 519.281669 7
13/670.322874|335 665075 653296325 327.151801 652312309 (326.659793| Q | 926.524034 463 765655 909 497485 455.252380| 6
4/741.359988 |371.183632724.333439 362.670358 723.349423 362.178350 A | 487.298708 244.152992 470272159 235.639717| 5
'5/812.397102 406.702189 795.370553 398 188915 | 794 386537307 696907| A | 416.261594 |208 634435| 399235045 200.121160 4
16/911.465516|456.236396 894 438967 447.723121|893.454951 |447.231113 | V | 345.224480 |173.115878 328.197931 164.602603 | 3
|71982.502630|491 754953 |965 476081 |483 241678 964 492065 482.749670| A | 246.156066 |123 581671 229129517 115.068396 | 2
8| | | R | 175.118952 | 88.063114| 158.092403 79549839 1
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FMs error 9 ppm Mazs cha FMs error 9 ppm Mazs C0al

NCBI BLAST search of TEQAAVAR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

Score  Mr(cal)):  Delta Sequence
467 |1155.607010|-0.000682| TEQAAVAR
66 |1155.622269-0.015941 QAWLTAR

65 |1155.607010|-0.000682| QQLETAR
60 1155607025 |-0.000697 VQDSAVAR
52 |1155.614883 |-0.008555 RSGDWLLPGR
|15 |1155.607040 -0.000712 TPACVPVSIGR
113 |1155.589249(0.017079 MOQLPPALCAR

| Mascot: http/www matmiscience.com/
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scrvers Mascot Search Results

Peptide View

MS/MS Fragmentation of AEEHTVVLTVIGEPCHFPFQYHR
Found in FA12 HUMAN, Coagulation factor XII OS=Homo sapiens GN=F 12 PE=1 SV=3

Match to Query 57733: 3064 465256 from(767.123590 4+) rtinseconds(2162) index(64768)
Title: Locus:1.1.1.3232.17 File"2013-07-02 CLN FXIII 30 min 3rd FT wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |1EIEI

to

|2000 Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carkbamidomethyl (C)

Variable modifications:

Q20

! Biotin:Thermo—21345 (0}

Ions Score: 77 Expect: 4.Be-007

3064.468796
[apply to specified residues or termini only)

Matches : 18/204 fragment ions using 18 most intense peaks (help)
| 4 ‘ b | b ‘ b* bt B0 | B ‘Sﬁi- ¥ e ¥ v 30 SO F
1| 72044390 36523833 | | A 23
| 2| 201.086983| 101.047130| 183.076418| 92041847 E | 2994 438934]1497.723105 2977 412385 | 1489.209830 2976 4283691488 71782222
| 3] 330129576 165568426 | | 312.119011] 156563144 E | 2865396341 1433 201808 2848 3697921424 688534 2847 385776 1424.196526 21
! 4|4‘6?133433| 234, 09?33ﬂ| | | 449.177923| 225.092599| H | 2736353748 |1368.680512 2719.327199 1360.167237 2718.343183 1359.675229 20
| 5| 568.236167 | 284621722 7550225602) 275616439 T | 2599.294836]1300.151036 2582 268287 | 1291.637781 2581284271 | 1291.145773 |19
| 6| 667.304581 | 334155929 649.294016| 325.150646 V | 2498 247157 /1249 627216 2481 220608 | 1241113942 2480 236592 | 1240.621934/18
| 7| 766.372995 | 383690136 748362430 374684853 V | 2399178743 1200.093009 2382.152194|1191 579735 2381 168178 1191.087727|17
| 8 879.457059 | 440232168 | 861446494 431226885 L | 2300.110329 1150.558802 2283 083780 1142.045528 2282 099764 1141553520 |16
| 9| 980504738 490736007 962.494173| 481750724 T | 2187.026265 1094016770 2169.999716 1085 503496|2169.015700 1085.011488 15
110/1079.573152| 540290214 1061362587 | 531284931 V | 2085.978586/1043 4929312068 952037 1034.979656|2067.968021 1034 487648 |14
11/1180 620831 590814054 | 1162.610266| 581.808771| T |1986.910172 | 993 958724|1969.883623 | 985445450 1968.899607 984.953442(13
|12|1'33? 542295| 619.324785 | 1219.631730 610319503 G |7885.862493 | 943434885 1868.835944| 934.921610 1867.851928| 934.429602 12
|13 1366 684888 683 846082 1348 674323 674840800 E | 1828841029 914924153|1811 814480 906410878 1810830464/ 905. glssmiﬁ
14/1463 737652 732372464 1445727087 723367182 P | 1699.798436 | 830402856|1682.771887 841889382 10
15/1623 768301 812387789 1605.757736| 803382506 C 1602.745672  801876474/1585.719123 793363200 o
i'ﬁii?ﬁﬂ_mmﬂ 880917245 1742816648 871911962 H |1442.715023 | 721861150 1425688474 713347875 | 8
17/1907.895627 | 954 431452 1889.885062| 945446169 F |1305.656111 | 653331694 1288629562 644818419 E
118 2004.9483911002.977834, 1986.937826| 993972551| P |1158.587697 | 579.797487 1141.561148| 571284212 | 6
|19|’1152 016805|1076.512040 | 12134.0062401067.506758, F |1061.534933 | 531271105 |1044.508384| 522.757830 s
20 2591.242131 1296. 124?:}3|25?4'>15<32|123? 611429 (2573231566 1287.119421) Q | 914.466519| 457.736898| 897.439970| 449.223623 | | 4
212754 305460 | 1377 636368 |2737.278911 1369 143093 2736 204895 1368 651083 Y | 475241193 238124234 458214644 229610960 |3
1222891 364372|1446 185824 2874.337823 | 1437.672549|2873 353807 | 1437.180541| H | 312.177864| 156.592570| 295.151315| 148079295 | [2
23| | | | | R | 175.118952 | 88.063114| 158092403 79549839 | 1

e T R
% S0 R SS R SR— % ]
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1600
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NCBI BLAST search of AEEFHTVVIL TVTGEPCHFPFQYHR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

|S-nure

Mr(calc):

Delta

Seqle:lce

176.7

3064 468796

-0.003540

AEEHTVVLTVTIGEPCHFPE DY]—H{

RFMs ertor 17 ppm

1
2000

Mazs C0al

Mascot: hitp'www matriscience. com/




MATRIX
{SCIENE’E} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of AQMDLSGR
Found in F13A HUMAN, Coagulation factor XIIT A chain OS=Homo sapiens GN=F13A1 PE=1 SV=4

Match to Query 21450: 1187 574208 from{594 794380, 2+) rtinseconds(1762) index(49679)
Title: Locus:1.1.1.3257 7 File:"2013-07-02 CLN EXII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IZUU Da Full range
Label all possible matches (' Label matches used for scoring @
g | 7 ‘ o =g 2 c %%

i I|||| Ll ‘I| | I“ 11| klll Ll |I | Ll |I ‘IH | || | Ly ‘ 1| ; Lol | .I ‘ | :

100 200 F00 i By B0 Fa0 S0 Qa0 1000 1100 1200
Monoisotopic mas= of nentral peptide Mr(cale): 1187.57890E86
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
02 ! Biotin:Thermo—-21345 ()
Ion=s Score: 42 Expect: 0.00033
Matches : 16/72 fragment ions using 31 most intense peaks (help)
I E b | h—H— | | b= | h*-H- hﬂ | hﬂ-H— | | Sﬂq. ¥ F—I.—l- Y—.l- : ‘ F__.,-I-—i- | Fﬂ F{H—F E‘L
1 72.044390| 36525833 | | A | | '8
2| 511.269716|256.138496 |494 243167|247 625221 | | Q |1117.549262 |559.278269|1100.522713 |550.764995 | 1099 538697 |550.272987 |7
13| 642.310201|321 658739 625283652313 145464 | | M | 678.323936 |339.665606 661297387 331.152332| 660.313371|330.660324 6
4| 757.337144|379.172210 740310595 370.658935 739.326579 370.166927| D | 547.283451 |274.145364| 530256902 265.632089| 529272886 265.140081 5
5| 870421208 435714242 853 394659 427200967 852410643 426708959 L | 432.256508 216631892 415229959 208.118617| 414.245943 207 626609 4
6| 957.453236|479.230256 940.426687 |470.716981 939 442671 470.224973 | § | 319.172444 |160.089860, 302.145895 151.576585 301.161879|151.084577|3
1711014 474700|507.740988 |997 448151|499 227713 |996 464135 498.735705| G | 232.140416 |116.573846| 215.113867 108.060571 | 2
8| | | R | 175.118952 | 88.063114| 158.092403| 79549839 1

L L T e L T T e A
= . : B 25 e
I D S RCTTCErTE 2
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FMs error 11 ppm Mazs cha EMs eriror 11 ppm Mazs cha

NCBI BLAST search of AQMDLSGR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

Score  Mr(cal)):  Delta Sequence
423 |1187.579086/-0.004878 AQMDLSGR
48 |1187.568314/0.005894 QREDIWEGR
34 |1187.578201|-0.003993 |SSLENEPSLGR
32 |1187.5683440.005864 DHGFKVSADGR
128 |1187.579086 -0.004878 QAAEVMGR
104 |1187.568314(0.005894 |QVLEQHASGR

| Mascot: hitp/vwww matriscience.com/
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Peptide View

MS/MS Fragmentation of FQEGQEEER
Found in F13A HUMAN. Coagulation factor XIII A chain OS=Homo sapiens GN=F 13A1 PE=1 SV=4

Match to Query 29933: 1461 650648 from(731 832600,2+) rtinseconds(1493) index(48033)
Title: Locus:1.1.1.3163.16 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |[] to IZZ[]EI Da Full range
Label all possible matches (' Label matches used for scoring @
3 8 5 E
& S i 7 g
£ | g = = ¥
S i |8 o H
A | ‘ o 5 &1 g
; i ..||.I..”|]|.|.J..|..J|.||I||. |..|| -||| J.|||||I||.|| a||.l|| : ...|.]|i ...!nlln.ii iuil ; |i|i| . ; : : 2
0 2000 iy 600 S0 1000 1200 100 1600 1500 2000 2200
Monoisotopic mass of nentral peptide Mr{cale): 1461.&55E807
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
05 ! Biotin:Thermo—-21345 ()
Ion=s Score: 482 Expect: 0.0001
Matches : 22/88 fragment ions using 41 most intense peaks (help)
|# b | st b B B Seq ¥ vy v | oyt | Y v #
1) 148.075690| 74541483 | | | F | | 9
|2 2?&.134368!138.5?&??2] 259_1[]??19;13[}_[}5?49? | | Q '1315 594692 658 300984 1208, *58143|549 ?8??1[}|129? 584127649 2957 D’”B
|3 405. 1?6861"’&3 DQID68| 388_15[}312!194_5?8?94 387. 166295“94 D86T86| E !113;7.536114‘ 594, ’«""169’”11?{} 509565 | 585 758421 |1169_:~2:~:49|383 ?66413|?
4| 462. 19832<|2315r;}230n| 445. 1?1??6i223.[}89525| 444.18??6D|222.59?518| G |1058.493521 |529.750399|1041. 4559?2|<2123?124|mm 482936/520.745116/6
i" 901. 42315'\1|451215464 884.397102|442.702189| 883 413086 442_21[}181i Q EIEEEJ?MS? 501239667 | 984. 44“138 492_?26392 983_461492'492_134384|3i
|ﬁ|1l]3{I 4ﬁ15244|515 7367601013 439695 5D?.EE34ESI1012_4556?9i5[}6_?314?? E | 562.246731 |281.627004| 545.220182 2?3.113?29] 544.2361662?2.521?21}&
|?|1159 SDEEBTﬁSDZSSDST 1142 482288 5?1_?44?82i1141_4982?2i5?1_252??4 E | 433.204138 21?_1[}5?[}?] 416177589 208.592433] 415193573 2[}8_1[}042553|
|B 1288.5 143[I|6tl4_??9353 1271524881 636_2650?9|12?&.54&865]535_??4[}?1 E | 304.161545 152.584411! 28?.1349955144.&?1136! 286150980 143_5?912852
9 | | | | R | 175118952 | 883.063114 158092403 79549839 il
E e T e e e e o ol T o s 2P el o el TS e e Pt el P e ST i -
= - L ————
: R e = 1R R (= e e e T e e :
E u g [ e - e -,
T e e ey e ui .
N e e e
-0.02 T T T T T T T T T T T T 1 1 T T T T T T T T T T T T 1
200 400 GO0 B0 L 1200 140 200 40 G0 B0 1000 1200 1400
FMZ error 7 ppm Mazs cha FM= errar 7 ppm Mazs C0al

NCBI BLAST search of FQEGQEEER
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

IS-uurE

Mr(calc): | Delta | Sequence

480

1461.655807|-0.005159| FQEGQEEER

1116

1461.648392 0.002256 |HREELSDYEER

114 |1461.640564

0.010084 iNS GTQSDGEEK

179 |1461.655807 -0.005159 FQEGQEEER

5.7 |1461.6405640.010084 |VMTDVAGNPEEER
27 |1461.637161|0.013487 |[ESELQWQEEER
21 [1461.651794|-0.001146 ATSQHECSSSQLK
02 |1461.665695/-0.015047| LEQLECLDDAEK

Mascot: hitp 'worw matrivscience. com/
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Peptide View

MS/MS Fragmentation of HVYGELDVQIQR

Found in F13A HUMAN, Coagulation factor XIII A chain OS=Homo sapiens GN=F13A1 PE=1 SV=4

Match to Query 38511: 1766 907642 from{589 976490 3+) rtinseconds(1993) index(51139)
Title: Locus:1.1.1.3337.15 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to [1100 Da

Full range

Label matches used for scoring ®

I T || T |I ‘ T ‘ T | ‘ ! ‘ T ‘ T | ‘ T T || |I ‘ |I |I | T T \ I‘ T T 1

100 2000 il el Gy B F S Qi 1600 1100
Monoisotopic mas= of nentral peptide Mr(cale): 1766.3913773
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
09 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 33 Expect: 0.0032
Matches : 16/98 fragment ions using 28 most intense peaks (help)
) ++ | - | WA 0 0+ | - ++ = e 0 0+ |u
# b | b b b b b Seq. ¥ ¥ ¥ ¥ I ¥ |#
| 1) 138.066188| 69536732 | | 'H | 2
| 2| 237134602 |119.070939 | | | |V | 1630.862141|815.934708| 1613835592 807.421434|1612.851576806.929426 |11
| 3| 400.197931|200.602603 | | | | Y | 1531.793727 766400501 1514767178 | 757.887227 1513783162 | 757.395219 10
| 4] 457. 21939<|229113335| | | | | G | 1368.730398 684.868837 1351703849 676.355563 | 1350.719833 675. Bﬁ3<<4|
| 5| 586.261988 |293 634632 568.251423 284629349 E | 1311.708934 656 358105 1294 682385 647 8448301293 698369 647. 352822|
| 6| 699.346052 |350.176664 | 681.335487(341.171382 L | 1182.666341|591.836808 |1165.639792 583.323534|1164.655776/582.831526| 7
| ?| 814.372995 |407.690136 | 796.362430|398.684853| D |1069.582277 |535.294776|1052.555728 |526.781502|1051.571712|526.289494| 6
| s| 913.441409 |457.224342 | 895430844 448219060 V | 954.555334 |477.781305| 937 528785469 268030 E
| 9]1352 666735 |676.837006 1335.640186 668 323731 1334636170 667.831723| Q | 8355.486920 428 247098 B3R 460371|419 733823 ] | | 4
|lﬂ!1465_?5[}?99!f33.3?9l]3?|1448_?2425{}|?24_865?63 1447.740234(724.373755| 1 | 416.261594 |208.634435 399.235045|200.121160| | 3
11/1593.809377|797.408326 | 1576.782828 | 788.895052  1575.798812 | 788.403044| Q | 303.177530 |152.092403 286.150981 143579128 | 2
12| | | | | R | 175.118952 | 88.063114 158.092403| 79.549839| | [1

I B R R
5 B —— - e T S
R | . . N —— 5 0 Foo--mmem-eo- 5 0 5 s
B TPTETELL e e o e o R T e L et T e E T

_0'02 T T T T T T T T T T T T T .I T T T T 1 _20 I__I__I___I__I__I___I__I___I__I___I__I___I__I___I__I__I___I__I___I

280 e Fan 1600 280 S0 Fan 1000

EMz errar 11 ppm Mazs cha? RMZ ertar 11 ppm Mazs c0a

NCEI BLAST search of HVYGELDVQIQR

(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)

Other BLAST web gateways

All matches to this guery

Score  Mir(calc):
333 1766.913773
1164 1766.913773
62 [1766.888138(0.019504 |IMONGTILYTMR
03 |1766.917130|-0.009488 KLSSQLVEHCQK
03 [1766.913757|-0.006115 | AVWEAEQLGGLQR

Delta
-0.006151
-0.006131

Sequence |
'HVYGELDVQIQR

H‘-."‘EGELDVDIDR

Mascot: hitp 'worw matrivscience. com/
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Y Mascot Search Results

SCIENCE.

Peptide View

MS/MS Fragmentation of FQEGQEEER
Found in F13A HUMAN. Coagulation factor XIII A chain OS=Homo sapiens GN=F 13A1 PE=1 SV=4

Match to Query 38668: 1772 840548 from(887 427550,2+) rtinseconds(1863) index(50209)
Title: Locus:1.1.1.3292 9 File:"2013-07-02 CLN EXII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to |2000

Da

Full range

Label matches used for scoring ®

e W '!"|.|'“'|.' | ||I|| ol | | - I‘lil I B
200 4oy ao0 E=1HL8] 1y 1200 1400 1a00 1800 2000

Monoisotopic mas= of nentral peptide Mr(cale): 1772.822556
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
WVariable modifications:
Q2 ! Biotin:Thermo—-21345 ()
05 ! Biotin:Thermo—-21345 ()
Ion=s Score: 35 Expect: 0.004
Matches : 14/88 fragment ions using 30 most intense peaks (help)
I E b | h—H— | b= | h*-H- hﬂ | hﬂ-H— | Sﬂq. ¥ F—I.—l- Y—.l- : F__.,-I-—i- ‘ Fﬂ F{H—f‘ !qj
1| 148.075690| 74541483 | | | F | 9
2| 587.301016|294 154146 570.274467|285 640872 | | Q | 1626.761440 813 8843581609 734891 805 371084 1608 750875 804 879076 8
13| 716.343609|358 675443 | 699.317060(350.162168 698.333044 349 670160 E |1187.536114 594271695 1170.509565 585758421 1169 525540 585 266413 |7
4| 773.365073|387.186175 | 756.338524 378.672900| 755354508 378.180892 G |1058.493521 |529.750399 1041466972 521.237124 1040482956 5207451166
15/1212.590399 606798837 | 1195 563850 598 285563 | 1194 579834 597.793555| Q |1001.472057 501239667 984445508 492726392 933_451492'492_134384§5i
|6/1341.632992 |671.320134 1324 606443 | 662.806860 | 1323.622427 662.314852| E | 562.246731 |281.627004| 545220182|273.113729| 544.236166(272.621721 4|
|7/1470.675585 | 735.841431 1453 649036 | 727.328156 | 1452.665020 | 726.836148| E | 433.204138 [217.105707| 416.177589 208.592433| 415.193573 208.100425|3
'8/1599.718178|800.362727 1582.691629| 791 849453 1581707613 791357445 | E | 304161545 152584411 287.134996|144.071136  286.150980 1435791282
9 | | | | R | 175118952 | 883.063114 158092403 79549839 il
= i ik SR ) i i b Ry fﬁ 25 — ———————————————————————————————————————————————
o eesenanenassensesseemessessasananie N T L

L e e e e R s S ] .

“PR e e e e e e e e e e e - - - -
aoc Loy 1500 T Lopcacy 1500

FMZ ertor 15 ppm Mazs cha FM= errar 15 pom Mazs C0al

NCBI BLAST search of FQEGQEEER
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|Soure

. Mr(calc): | Delta | Seguence
134.5 |1772.822556|0.017992 |{FQEGQEEER

185 |1772.862793 |-0.022245 DGGERISMPLDFKHR
180 |1772.842789 -0.002241 ESSPPEKEEAQEKTGK
7.1 |1772.862808 -0.022260 FQVPDSEGGRAGSR
148 |1772.856262|-0.015714| CFSRSDHLALHMKR
147 |1772.847549 -0.007001 | SSEGSLGGQONSGIGGR
146 |1772.859650|-0.019102| QGLQCKVCKMNVHR
36 |1772.828873/0.011675 |QAEQEATVAREEQER
117 [1772.851532|-0.010984 | YEMFLNQARKNTDK
116 |1772.862778|-0.022230 DAAAPAEPQAQHTR

Mascot: hitp/www matriscience .com/
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Peptide View

MSMS Fragmentation of GTYIPVPIVSELQSGK
Found in F13A HUMAN, Coagulation factor XIIT A chain OS=Homo sapiens GN=F13A1 PE=1 SV=4

Match to Query 42893 1998 071048 from{1000.042800_2+) rtinseconds(2771) index(9455)
Title: Locus:1.1.1.3534 6 File:"2013-07-02 CLN EXII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Plot from |EI

Label all possible matches O

to |3000

Da

Full range

Label matches used for scoring ®

1 iJI| 1 |Li|u|||ll w I|I iml — | | | ; | 1 ;

0 2000 iy el gy Lslils] 1200 100 1600 1300 2000 2200 2400 2E00 2500 F000
Monoisotopic mas= of nentral peptide Mr(calec): 1998.0853E3
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
013 ! Biotin:Thermo—-21345 ()
Ion= Score: 63 Expect: 2.7e-006
Matches : 19/150 fragment ions using 33 most intense peaks (help)
) ++ | - | WA 0 0+ | - ++ = e 0 0+ |u
# B | »*t | B b ¥ b Seq. ¥ ¥ ¥ | ¥ | ¥ \j [
| 1 58028740| 29518008 | | | | G | | 16
| 2| 159.076419| 80.041847| | 141.065854| 71.036565 T |1942.071799 971.539538 1925.045250 963.026263 1924.061234 962.534255|15
| 3| 322.139748|161 573512 | 304.129183|152.568230| Y | 1841.024120(921.015698 |1823.997571 912.502424 | 1823.013555 912.010416 14
| 4| 435223812(218.115544| | | 417.213247/200.110262| 1 |1677.960791 839 484034|1660.934242(830.970759 1659.950226 830478751 |13
| 5| 532.276576/266 641926 514.266011|257.636644| P |1564.876727 |782.942002|1547.850178|774.428727|1546.866162|773.936719 12
| 6| 631.344990316.176133 | 613.334425(307.170851| V |1467.823963 |734.415620|1450.797414725.902345| 1449 813398 725 410337 |11
| 7| 728.397754|364.702515 | 710387189 |355.697233 P |1368.755549 |684 881413 1351.729000 676 368138 1350744984675 87613010
| 8 841481818|421.244547 | 823.471253|412239265 I |1271.702785 636355031 1254 676236 |627.841756|1253 692220 627.349748| 9
| 9 940.550232/470.778754| | 922539667 461773472 V |1158.618721 579.812999 1141592172 571.299724 1140.608156 570.807716 8
101027 582260|514 294768 | | 1009.571695 505289486 S |1059.550307 |530278792|1042.523758 521765517 1041.539742 521 273509 7
11 /1156624853578 816065 | 1138.614288 569.810782| E | 972.518279 486.762777| 955491730 478.249503| 954.507714|477.757495 6
12/1269.708917 |635.358096 | 1251.698352(626.352814| L | 843475686 422241481| 826449137 413.728207 825.465121/413236199 5
113/1708.934243|854.970759 | 1691.907694 846 457485 1690.923678 |845.965477| Q | 730.391622 |365.699449 713365073 357.186175| 712381057 356.694167 4
14{1795.966271 |898 486774 (1778 939722 |889.973499 1777955706 889.481491| S | 291166296 146.086786 274.139747 137.573512| 273.155731|137.081504| 3
15|1852.987735|926.997505 | 1835961186 918 484231 1834 977170 917.992223| G | 204.134268 |102.570772| 187.107719 94.057497| | 2
16/ | | | K | 147.112804| 74060040 130086255 65546765 | 1
T e s e e e A
g ?__ i o e gl L LI e e e e e e e el e e e
B e - Y
UEJ 0 T PR S TR (R L L M e e e e e e LEJ e e e b

R e e e e e e e e B e O T R B e R R B T e e

I T T 5[;!'0 T T T T 1[:):::"::| T T T T 15:::":::| T T 1 I T T 5[;!'0 T T T T 1[:):::"::| T T T T 15::,0 T T 1

FMS error 58 ppm Mazs cha FME eror 58 ppm Mazs C0a

NCBI BLAST search of GTYIPVPIVSELQSGK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All

matches to this guery

|Soure

Delta

Mr(calc):

Sequence

62

7

1998 085983 i -0.014935 i GTYIPVPIVSELQSGK

34

1998.060593 : 0.010455 ! SQKASERIIVONLNNER

12.7

11998.099731|-0.028683 | GDEVVVELVENGKKVIVGK

Mascot: hitp/www matriscience .com/
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S CIENCE.

Peptide View

MS/MS Fragmentation of GVNLQEFLNVISVHLFK
Found in F13A HUMAN, Coagulation factor XIII A chain OS=Homo sapiens GN=F13A1 PE=1 SV=4

Match to Query 48213: 2255 224752 from(752. 748860 3+) rtinseconds(3018) index(11022)
Title: Locus:1.1.1.3619.14 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to |1600

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:
! Biotin:Thermo—-21345 ()
Ion=s Score: 47 Expect: 0.00039

05

2255.213854
(apply to specified residues or termini only)

Matches : 25/168 fragment ions using 56 most intense peaks (help)
|# b | pH b* | p=t | Y | I Sﬂq.‘ ¥ 5 ‘ - o ‘f" ‘ FM ‘#
|1 58028740 29.518008 | | | ¢ | | | 17
| 2| 157.097154 | 79.052215 | | | V | 2199 199458 1100.103367 2182172909 1091_59[}[}92;-2181_188893EIDQI_DQBDBHIE
| 3| 271.140081 | 136.073679| 254.113532| 127.560404 | N | 2100.131044 1050.569160 | 2083.104495 | 1042.055885 | 2082.120479|1041.563877 |15
4| 384224145 192615711| 367.197596| 184102436, | | L | 1986.088117| 993. <4?59?|1959 061568 985.034422/1968.077552| 984.542414 14
| 5| 823.449471 | 412228374| 806.422922| 403.715099| Q | 1873.004053| 937003663 1855977504 928492390/1854.993488 928000382 13
| 6| 952492064 | 476749670 935465315| 468236396 934481499 467744388 E | 1433778727 717.393002|1416.752178| 708.879727|1415.768162| 70838771912
| 711099.560478 | 550.283877|1082.533929| 541.770603|1081.549913| 541278595 F |1304.736134 | 652.871705 1287.709585 | 644.358431|1286.725569| 643.866423 |11
| 8/1212.644542 | 606.825909|1195.617993| 598.312635|1194.633977| 597.820627 L | 1157.667720| 579.337498|1140.641171| 570.824224|1139.657155| 570.332216/10
| 911326.687469 | 663.8473731309.660920| 655.334098|1308.676904 654.842090| N |1044.583656 | 522.795466/1027.557107| 514.282192|1026.573091| 513.790184| 9
10| 1425.755883 | 713.381580|1408.720334| 704.868305|1407.745318| 704376297 V | 930.540729 | 465774003 913.514180  457. 25&?23| 912530164 456.768720 8
11 1526.803562| 763.905419|1509.777013| 755.392145 1508.792997| 754.900137) T | 821.472315 | 416.239796| 814.445766 407.726521| 813.461750| 407234513 7
12| 1613.835590 807.421433 5825025 798416151 S | 730.424636 | 365715956 713.398087| 357.202682| 712414071 356 ?1[}5?4|_
13| 1712904004 856 935640 1695 877455 848442366 1694 893439| 847950358 V | 643.392608 322199942 626366039 313 686668 | |_5
14| 1849.962916| 925.485096|1832.936367| 916.971822]1831.952351| 916.479814| H | 544324194 | 272.665735 527.297645  264.152461| 4
15| 1963.046980| 982027128 |1946.020431| 973.513854|1945.036415| 973.021846 L | 407.265282 | 204.136279| 390238733 195.623004 3
16 2110.115394|1055.561335 | 2093 088845 | 1047.048060 | 2092.104829 | 1046.556052| F | 294181218 | 147.594247 277.154669  139.080973| B
17| | | K | 147112804 | 74.060040 130.086255 65546765 1
§ gipemsmsosmossosmossssmmsosssmssgpeeciiossciilis S
R R R R R A R A e A AR A AR | - S} .
Y SRR AT T o da e ! A .

260 : 460 I 660 I 860 I 1050 I 1250 I 1460 I 260 I iy I 660 I 860 I 1050 I 1250 : 1460
RMS errar 26 ppm Mass (Da)  RMS error 26 ppm Mazs (Dad

NCBI BLAST search of GVNLQEFLNVISVHLEK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

IS-uurE

Mir(calc):

_ Delta

Sequence

16.8

2255.2136540.011098 | GVNLQEFLNVTSVHLFK

Mascot: hitp/www matritscience.com/




MATRIX
{SCIENCE} MﬂSCOt SEHI'C]I RESllltS

Peptide View

MS/MS Fragmentation of AVPPNNSNAAEDDIPTVELQGVVPR
Found in F13A HUMAN, Coagulation factor XIIT A chain OS=Homo sapiens GN=F13A1 PE=1 SV=4

Match to Query 56520 2912 440902 from{971 820910 3+) rtinseconds(2489) index(66452)
Title: Locus:1.1.1.3346 24 File"2013-07-02 CLN FXIII 30 min 3rd FT wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfi3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |EI

to |2400

Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carkbamidomethyl (C)

Variable modifications:

Q20

! Biotin:Thermo—-21345 (0}

Ion=s Score: 33 Expect: 0.015

Matches

2512 .470200
[apply to specified residues or termini only)

: 16/254 fragment ions using 35 most intense peaks

(help

e
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}JD

.

s
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¥

o
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y
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| 268.165568| 134586422

| 2743371956

1372.189616

12726.345407

1363.676341
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240.134267| 462234710
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2
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2532239879

1266.623577
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593304186

| 297.155731| 576.277637|

288.642457

2

| 2435223501

11218115388 | 2418.196952
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2417.212936/1209.110106/20
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340671745

| 663309665
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6621325649

331.666463

| 2321.180574

1161.093925
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2303.170009
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459725040

| 2049.068505
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2032041956
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989.519333;1961.934842
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1162.512340

581.759808
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924 998037

1831.962249

916484762

1830.978233 |

915.992754|14

11295 349848
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639765288

11277.539283
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858479283 13
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1600924347 |
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15
16
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753346976

'1488.660127

744 833702

1487.676111

744341694

1505.850848

753 429062 |

1488 824299

744 915787

1487 840283

744423779 |11
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803.870816 i 1589.707806
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11588.723790 |
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1408.798084 |

704 902680 1391 771535 |
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117
18
19
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853 405023 1688 776220
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| 1307.750405

654 378840 1290 723856
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1280.739840

645.373558| 9

1834 845362 |

917926319 1817818813

909 413045

1816.834797|
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11208.681991
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1191 655442

596.331359

1190.671426

595.839351| 8

11947.929426

974468351 1930.902877| 965.955077|1929.918861|

965.463069 |
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|21
122

2444176216
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2426.165651
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23

2642313044
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1313.146885
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-

| 371.240130
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136 589496

255.145167 | 128.076221

25| |

|
|
| 470308544 |
|
|
|

175.118952 |

88.063114

158.092403| 79.549839

mlnlwlalulala

Error ¢Da»

RM=

0 2 T mmmmmmm e m e mm e m e R

e e R e

Error Cppmd
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FM=

NCBI BLAST search of AVPPNNSNAAEDDLPTVELQGVVEPR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

Score Mr(cal):  Delta |

Sequence

33.0 [2912.470200(-0.029298 | AVPPNNSNAAEDDLPTVELQGVVPR

L e e o e oy P g oy R e Py i oo e o ey ey o e e g o ey e oy e e o opa

error 50 ppn
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Mascot: hitp'www matrixscience.com/




MATRIX
{SCIENE’E} MHSCOt Search RESllltS

Peptide View

MS/MS Fragmentation of TGLQEVEVK

Found in CO3_HUMAN, Complement C3 O5S=Homo sapiens GN=C3 PE=1 SV=1

Match to Query 24740: 1312 721808 from{657 368180 2+) rtinseconds(1842) index(34163)
Title: Locus:1.1.1.3275 9 File:"2013-07-02 CLN EXII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Flot from |1[]EI to |14[][] Da Full range

Label all possible matches (' Label matches used for scoring @

Ed
i 7 8 | S L & z < e S 4 4
2 g ‘ z 5 B 3 | 5! i = I =

| ‘||I|||I|t L I]I J |\| Ly ‘ll||\|||L|II|" |||I|||||II‘ |||l |I|I|‘ |||I||i ] ||| | l | i |i II |

100 200 300 40 Y] {1H8] F00 aon Q00 1o 1100 1200 13500 14
Monoisotopic mas= of nentral peptide Mr(cale): 1312.706070
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
WVariable modifications:
04 ! Biotin:Thermo—-21345 ()
Ion=s Score: L2 Expect: 9.2e-005
Matches : 27/86 fragment ions using 43 most intense peaks (help)
|E b | b | b | hett b? | il !Saq. v i v = ‘ 30 s
1) 102.054955| 51531116 | 84.044390| 42525833 T | 9
2| 159.076419| 80.041847 | 141065854 71036565 G |1212.665672 606 836474/1195.639123 598323200 1194655107 597.831192|8
13| 272.160483/136.583879 | 254149918 127578597 L |1155.644208 |578325742(1138.617659 569812468 | 1137.633643 569 3204607
4| 711.385809|356.196543 | 694359260 347.683268| 693 375244 (347.191260| Q |1042.560144 |521.783710 1025533595 513.270436|1024 549579 5127784286
5| 840.428402 420.717839 823401853 412.204565| 822417837 411.712557| E | 603.334818 |302.171047| 586.308269|293.657773| 385324253 293_155?55§5i
6| 939.496816|470.252046| 922470267 461.738772| 921486251 |461.246764| V | 474.292225 |237.649751| 457.265676|229.136476| 456.281660|228.644468 |4|
|7/1068.539409|534.773343 | 1051 512860526 260068 | 1050 528844 525.768060| E | 375.223811 |188.115544| 358197262 179.602269| 357213246 1?9_110251§3|
'8/1167.607823|584 307550 | 1150 581274 |575 794275 1149.597258 575.302267| V | 246.181218 |123.594247| 229 154669 115.080973 | iz‘
9 | | | | | K | 147.112804 | 74060040 130.086235  65.546765 | |

— - -

L e e 2§ ieossssss — O S T SO
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R et e e S B el
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FME ertor 41 ppm Mazs cha FM= errar 41 pom Mazs C0al

NCBI BLAST search of TGLQEVEVEK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

Score  Mr(cal):  Delta Sequence
52.0 |1312.706070/0.015738 | TGLQEVEVK

185 [1312.735031|-0.013223 DIALQIREDIK
175 |1312.709869(0.011939 |QAEEAVAKLQAR
174 |1312.728516 -0.006708 KPQRGMPKVEK
170 |1312.735077|-0.013269| TSQGGAGVSPLLVK
63 |1312.713913/0.007895 [KVEEKYTTAAR
57 |1312.728546 -0.006738 QGSRGTAVVK
126 |1312.739059|-0.017251 | SNIYSKFLLTK
125 |1312.728516/-0.006708 EKVSRMVHAIK
21 |1312.706055/0.015753 |QSAEEVIVK

Mascot: hitp/www matriscience .com/
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licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of KVEGTAFVIFGIQDGEQR
Found in CO3_HUNMAN, Complement C3 OS=Homo sapiens GIN=C3 PE=1 SV=2

Match to Query 31874: 2304 221382 from(769.081070,3+) rtinseconds(2482) index(37714)
Title: Locus:1.1.1 3498 8 File:"2013-07-02 CLN EXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to

|2200

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas=2 of nemntral peptide Mr(cale): 2304.193649
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q17 ! Biotin:Thermo—-21345 ()
Ion=s Score: &7 Expect: §5.3e-007
Matches : 36/1%6 fragment ions using 66 most intense peaks (help)
|# b | B b* | Bt | B0 | B Sﬂq.‘ . o - > §0 ‘ SO ‘ 4
| 1| 129.102239 | 65054757 112.075690 36541483 | K | | | 18
| 2| 228170653 | 114.588965| 211144104 106.075690| | V | 2177.105954 1089.056615|2160.079405 1080.543340(2159.095389 1080.051332 17
| 3| 357.213246 | 179110261 340186697 170.596987 339202681 170.104979| E | 2078.037540 1039522408 2061010991 1031009133 2060026975 1030.517125 16
| 4| 414234710) 207.620993 397208161 199.107719| 396224145 198615711 G | 1948994947 975.001111 1931968398 966487837 1930.984382| 965995829 15
| 5| 515282389 258144833 498255840 249631558 497.271824| 249.139550| T | 1891973483 | 946490380 1874.946934 937.977105 1873.962918  937.485097 14
| 6 §86.319503 | 293.663390  569.292954 285.150115 568.308938| 284.658107 A | 1790.925804 895.966540/1773.899255 887.453265 1772.915239| 886.961257 13
| 7| 733.387917 | 367.197597| 716.361368| 358.684322| 715377352 358.192314| F | 1719.888690  860447983|1702.862141| 851.934709/1701.878125 851442701 12
| 8| 832456331 | 416.731804| £15.429782| 408.218529| 814445766 407.726521) V | 1572.820276| 786.913776|1555.793727 778.400502/1554.809711| 777.908493 11
| 9 945540395 | 473273836 928 513846 464760561 927.529830| 464268553 1 | 1473751862 737.379369 1456725313 728 866294 1455741297 728 374286|10
110 1092.608809 | 546808043 1075582260 538294768 1074598244 537.802760| F |1360.667798 | 680837537 1343641249 672324263 1342 657233| 671.832254| 9
111|1149.630273 | 575.318775(1132.603724| 566.805500|1131.619708| 566.313492| G |1212.599384 | 607.303330|1196.572835  598.790055|1195.588819 | 598.298047 8
1211262.714337 | 631.860806|1245.687788| 623.347532(1244.703772 622.855524| I |1156.577920 | 578.792598|1139.551371 570.279324|1138.567355| 569.787315| 7
13| 1390.772915| 695.890095|1373.746366| 687.376821 1372.762350| 686.884813 Q |1043.493856 | 522230366|1026.467307| 513.7372921025.483291 513.245284| 6
14/1505.799858 | 753403567 |1488.773309 | 744.890292 1487.789293| 744398284 D | 915435278 | 458.221277| 898408729 449.708003| 897.424713 449.215995| 5
15| 1562.821322| 781914299 1545794773 773.401024|1544 810757| 772.909016| G | 800.408335 | 400.707806| 783.381786| 392.194531| 782.397770| 391.702523| 4
16 1691.863915| 846.435595|1674.837366| 837.922321|1673.853350 837430313 E | 743.386871 | 372.197074| 726360322 363.683799| 725376306  363.191791| 3
Il?!ﬂﬂ.ﬂ&?:ﬂ 1066.048258 2114.062692 |1057.534984 2113078676 1057.042976| Q | 614.344278 | 307.675777| 597.317729| 299.162503 | | 2
18| | | | | R | 175.118952 | 88.063114| 158.092403| 79.549839 | 1
B L T
g '::'.'::'5 ______________________ B = § |;';| e rarwpregre ey [T -__"T_"__':'__"_'_':'____- __________________
T T A |
é 0 -l = - .-_:. ________________________________ E 100
i B et
e
I e e o
li;l I 4 I 8'1!"3 I 12:3"3 I 16:3"3' I 2'3:313 I li;' I 4'2|10 I 8'1!"3 I 12:3"3 I 16::"3' I 2'3:313 :
RMS error 67 ppm Mazz cDal RMS error 67 ppm Masz (Dal

NCBI BLAST search of KVEGTAFVIFGIQDGEQR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()
Other BLAST web gateways

All matches to this query

Score Mr(cale):  Delta |

Sequence

67.5 |2304.193649(0.027733 | KVEGTAFVIFGIQDGEQR

443 |2304.193649

0.027733 |[KVEGTAFVIFGIQDGEQR

05

|23{}4_2D5536|D_Dl5845!LLDMDDEGRRDPRPGGR!

Mascot: hittp/www . matrbiscience . com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of SGSDEVQVGQQR
Found in CO3 HUMAN, Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2

Match to Query 34069 1599 777648 from(800.896100.2+) rtinseconds(1570) index(32649)

Title: Locus:1.1.1.3180.14 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

to |1600

Da

Full range

Label all possible matches (' Label matches used for scoring ®

: | || II|||i||| |J |I|II I||| ‘I”I] ||I|‘||II|H |III\II| I|” 11 i |I |I| . :Tlil il i. - ? . | .
100 2000 il 400 500 B Fac a1l Qi 1000 1100 1200 1300 1400 1500 1600
Monoisotopic mas=2 of nemntral peptide Mr(cale): 1599.767517
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q10 ! Biotin:Thermo—-21345 ()
Ion=s Score: B7 Expect: 2.9e-008
Matches : 21/106 fragment ions using 27 most intense peaks (help)

++ | L | w 0 0+ | — o =t (1] 'I}'H" .

# b | ¥ | b b b b Seq. ¥ ¥ y ¥ |l ¥ g [
| 1 88039304| 44523290 | 70.028739| 35518008 S | 2
| 2| 145.060768| 73.034022| | 127.050203| 64028740 G | 1513.742754 757375015 1496 716205 748 861741 1495 732189 748 369733 |11
| 3| 232.092796|116.550036 | 214.082231/107.544753| S |1456.721290 |728 864283 1439 694741 720351009 1438.710725 719.859001 |10
| 4 347.119739|174.063507 | | 320.109174|165.038225| D |1369.689262 685348269 1352.662713 676.834995|1351.678697 676. 34298?| 9
| 5| 476.162332 238 584804 458 151767(229.579522| E |1254.662319 |627.834798(1237 635770 619321523 | 1236 651754 618 829515 8
| 6| 575.230746|288.119011 $57220181(279.113729| V |1125.619726 |563.313501|1108 593177 554.800227 E;
| 7| 703.289324|352.148300| 686262775343 635026 685278759 343.143018| Q |1026.551312 513.779294 1009 524763 |505.266020 |6
| 8| 802.357738|401.682507| 785.331189|393 169233 | 784.347173/392.677225| V | 898.492734 449 750005 881466185 |441 236731 | 5
| 9| 859.379202|430.193239| 842352653 421679965 841368637 421187957 G | 799.424320 400215798 782397771391 702524| | 4
10 1298.604528|649.805902 | 1281.577979 641 292628 | 1280.593963|640.800620| Q | 742.402856 |371.705066 725376307 363.191792] | 3
11|1426.663106|713.835191 1409.636557|705.321917 1408652541 |704.829909| Q | 203.177520 |152.092403| 286.150981 143.579129 | 2
12| | | | | R | 175.118952 | 88.063114  158.092403 79.549839| [1
. 0'08__ ________ e e e S e e e S s s e e s e Rl - L i
e = ]
? L e Tl R § 100_- _______________________________________________
L S NS T V. S— 5]

R R L T e i Aoy e g wmw A W % RS ST

T T T 560 T T T T 10:30 T T T T 15:30 T T T 560 T T T T 10:30 T T T T 15:30

EMz errar 31 ppm Mazs cha RME ertar 91 ppm Mazs c0a

NCBI BLAST search of SGSDEVOQVGQOER
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this guery

Score  Mr(calc):  Delta Sequence

1873 |1599.767517/0.010131 |SGSDEVQVGQQR
1728 |1599.767517(0.010131 |SGSDEVQVGQQR
1429 |1599.767517/0.010131 |SGSDEVQVGQQR
65 [1599.767502(0.010146 LHMLSSVDLNGQDR
55 |1599.790634|-0.012986 DPWREGNTPVQQR
5.1 |1599.767471/0.010177 |AMNAANLNIPPSDTR
33 |1599.792648 |-0.015000 SSAEVTPDLQSR

29 11599789291 |-0.011643 DPVFEITGAPGNVER
23 [1599.789261/-0.011613 |SSILWNTPNSQPEK
123 |1599.796677|-0.019029| DINDNPPIFPMTVK

Mascot: hitp/vwww . matriscience.com/
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Peptide View

MS/MS Fragmentation of KQELSEAEQATR
Found in CO3 HUMAN, Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2

Match to Query 37040 1699 848372 from(567.623400.3+) rtinseconds(1430) index(47557)

Title: Locus:1.1.1.3141.19 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to 1700

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):

Fixed modifications: Carbamidomethyl (C)

Variable modifications:

1e85.856277

(apply to specified residues or termini only)

09 ! Biotin:Thermo—-21345 ()

Ion=s Score: 42 Expect: 0.00063

Matches : 20/126 fragment ions using 26 most intense peaks (help)

|# b | B | b | — B0 | b lsmi' > o - e ‘ 9 FiH—r F

| 1) 129102239 65.054757 112.075690 56.541483 | K | :E

| 2| 257.160817|129.084047| 240.134268 120570772 | | Q | 1572.768634 786.887955|1555.742085 778.374681 | 1554.758060 777.882673 11

| 3| 386.203410|193.605343| 360.176861 185.092069| 368.192845|184.600061 E | 1444.710056 722 858666 1427.683507 714.345392|1426.699491 | 713.853384 10

| 4| 499.287474(250.147375| 482.260925 241.634101| 481 %5909&41 142093 L | 1315.667463 658337370 1298.640914 649.824095 1297.656898 649. 332DB?| 9

| 5| 586319502|293 663389 360292943 285 150115 568 30393?|284ﬁ<3m? S |1202.583399 601.795338 1185 556850 593282063 1184 572834 592. ?9{}[}55|

| 6| 715.362005(358.184686] 698.335546 349.671411| 697.351530(349.179403| E | 1115.551371|558.279324 1098.524822 549.766049 | 1097.540806|549.274041 7

| 70 786399209 393.703243| 769.372660|385.189968 768388644 384.697960 A | 986.508778 [493.758027| 969.482229 485.244753| 968.498213|484.752745| 6

| 8| 915.441802(458.224539| 898415253 449.711265| §97.431237(449219257 E | 915.471664 458239470 898445115 |449.726196| 897 45109u|449234133| 5

| 9]1354.667128|677 837202 | 1337.640579 669 323928 1336 636563 668 831920 Q | 786.429071 393 718174| 760402522 385204899 768 418306 384 712891/ 4

10(1425.704242|713 355759 | 1408 677693 | 704 842485 1407693677 704350477, A | 347.203745 |174.103510| 330.177196 165592236 329.193180/165.100228| 3

111/1526.751921|763.879599|1509.725372 755 366324 | 1508.741356 754.874316| T | 276.166631 |138.586953| 259.140082/130.073679| 258.156066|129.581671| 2

12| | | | | R | 175.118952 | 88.063114 158.092403| 79.549839| 1

g R T S I Tt S S

LR IR i s i e e e e e e e e e e e 5 1

5 ] . . & —100 et  S——
L L EEE R e -

EMz errar 47 ppm

NCBI BLAST search of KQELSEAEQATE
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this guery

1
1800
Mazs cha

Score  Mr(calc):  Delta Sequence

142.1 |1699.856277 -0.007905 KQELSEAEQATR
199 |1699.856277|-0.007905 KQELSEAEQATR

175 |1699.845078/0.003294 |INTDVQLDSQEK
68 |1699.843735/0.004637 | QENRQRGVSHAMGGR
60 |1699.843063/0.005309 |GKVSEGIDEVHHYGR
46 |1699.845932/0.002440 | QAMQEQLSK

41 |1699.849792|-0.001420| QEMRTTQLGPGR
28 11699.845932(0.002440 |QAMQEQLSK

123 |1699.849792 -0.001420 QEMRTTQLGPGR
1.1 |1699.832031/0.016341 |QMQSTRDGR

RMZ ertar 47 ppm

1
1500

Mazs c0a

Mascot: hitp/vwww . matriscience.com/
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Peptide View

MS/MS Fragmentation of HQQTVTIPPK
Found in CO3 HUMAN, Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2

Match to Query 38627 1769.990862 from(591 004230 3+) rtinseconds(1868) index(34255)

Title: Locus:1.1.1.3284 8 File:"2013-07-02 CLN EXIII 30 min 3rd F 3 wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches (' Label matches used for scoring @
Ini || ||II|I|||I|i |||| | |||I|l|JI|II||I|I |I|II|II||II 'lm‘l.“'l'"‘ |]|Ii LT SECTE | I|. |||| ‘ ""‘|| L8]] : I||i :

10 200 300 :1nle] alale] B0 Fag fa10e] Q00 1000 1100 1200 1300 1400 1500
Monoisotopic mas=2 of nentral peptide Mr(cale): 1769.368460
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
02 ! Biotin:Thermo—-21345 ()
03 ! Biotin:Thermo—-21345 ()
Ion=s Score: 26 Expect: 0.0073
Matches : 17/92 fragment ions using 28 most intense peaks (help)

) | ++ " e | 0 | 0+ | — + st | 0 0+ g
# b S R T P
| 1 138066188 69 536732 | | | H | | | 10
| 2| 577291514 |289.149395 560264965 280636121 | | Q 1633.916820 817 462048 1616.890271 808 948774 /1615 906255 808. 455?55| 9
| 3/ 1016.516840|508 762058 | 999490291 500248784 | Q |1194.691494/597.849385 1177.664945 589.336111|1176.680929 588.844103| 8
| 4/1117.564519 559.285898 1100.537970 |550.772623 1099553954 550280615 T | 755.466168 |378.236722 738.439619 369.723448| 737.455603 369. 231440| 7
| 5/ 1216632933 608.820105 1199 606384 |600.306830 1198 622368 599 814822 V | 654418489 327. ?12883| 637.391940 319.199608| 636.407924 318. TD?ﬁ[}D| 6
| 6/1317.680612 |659.343944 1300.654063 (650.830670|1299.670047 (650338662 T | 555.350075 [278.178676| 538.323526 269.665401| 537.339510|269.173393| 5
| 7|1430.764676 | 715885976 1413.738127 | 707.372702|1412.754111 ?35_333594i I | 454302396(227.654836] 437.275847 219.141561| | 4
| s| 1527.817440| 764 412358 |1510. ?9&391|?5< 899084 1509806875 755 - P | 341.218332 |171.112804| 324.191783 162.599530| | 3
| 9 1624.870204|812.938740 1607.843655 |804.425466|1606.859639|803.933458| P | 244165568 |122.586422| 227.139019 114.073148| | | 2
10| | K | 147.112804 | 74.060040| 130.086255 65.546765| | | 1

GO (R A AR CR (i iy R ekt KR LR LA LR, R CEE LR e 2 L ek S

P R e e R e e P =
143 & L o
5! ] = 0
[ [
iU . et e e £ —100
[ =
Ll (I}

- 200

A B N B B B
I I | I I | | I I | I I | | | I
500 1000 1500

REMS error 64 ppm Mazz (Dal REMS error 64 ppm
NCBI BLAST search of HQOTVTIPPE
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this query

|Smre: Mr{calc): | Delta | Sequence

1257 |1769.968460(0.022402 |[HQQTVIIPPK

28 [1770.015167|-0.024305 | AAAVDPTPAAPARKLPPK
0.9 |1769.997437|-0.006575 AVPPRMPAVNLGQVPPK

I
1500
Mazs CDal

| Mascot: hitp/www matroiscience.com/




MATRIX
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Peptide View

MSMS Fragmentation of GQGTLSVVTIMYHAK
Found in CO3_HUNMAN, Complement C3 OS=Homo sapiens GIN=C3 PE=1 SV=2

Match to Query 39584: 1817 938092 from{606.986640,3+) rtinseconds(1853) index(34201)
Title: Locus:1.1.1.3279 8 File:"2013-07-02 CLN EXII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to [1500

Da

Full range

Label matches used for scoring @

| | =T 1EE | Fil g 3 g sz

. |||||||||||i ..nl.l.ll I||I|‘I|||||| "|'|.H||' nrm |I||.h.| Il||‘|l L .i P . . N

100 200 300 i el i) Fan a1l Qa0 1000 1100 1200 1300 1400 1500
Monoisotopic mas= of nentral peptide Mr(cale): 1817.916E824
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q2 ! Biotin:Thermo—-21345 (0}
M10 : Oxidation (M), with neutral losses 0.000000(shown in table), &£3.99B285
Ion=s Score: 48 Expect: 0.00045
Matches : 25/214 fragment ions using 44 most intense peaks (help)
[ 4 | - | W 0 0t | - 7y = W | 0 ol
# b | B | B | b Y BT Ses. ¥ ¥ S . \j [
| 1 58028740| 29518008 | | | G | | 14
| 2| 497.254066|249.130671| 480.227517 240617397 | | Q | 1761902627 881 454952|1744 876078 |872.941677 1743 892062 872 449669 13
| 3| 554275530|277.641403 | 537.248981 269128129 | | G | 1322.677301 661842289 1305.650752 653329014 1304 666736 652 837006 12
| 4| 655323200|328.165243| 638.296660 319.651968| 637312644 319.159960) T | 1265.655837|633.331557 1248 629288 624.818282 1247645272 |624.326274 11
| 5| 768.407273/384.707275 751.380724|376.194000| 750.396708|375.701992| L |1164.608158 582.807717 1147.581609 574.294443 1146597593 573.802435 10
| 6| 855.439301|428223289| 838.412752/419.710014| 837428736 419.218006| S |1051.524094 526265685 |1034.497545 517.752411|1033.513529|517.260403 | 9
| 7| 954.507715|477.757496| 937481166 469.244221| 936497150 |468.752213| V | 964.492066 482.749671| 947465517 |474.236397| 946481501 |473.744389| 8
| 8/1053.576129|527.291703|1036 549580518 778428 | 1035.565564 518 286420 V | 865.423652 |433 215464| 848397103 (424.702190| 847413087 424.210182| 7
| 9/1154.623808|577.815542|1137.597259 569 302268 | 1136 613243 568.810260, T | 766.355238 |383.681257| 749328689 375.167983 | 748.344673|374.675975| 6
1101301 659208 |651.333242 | 1284 632659 642 819968 | 1283 648643 642327960 M | 665.307559 333157418 648281010 324 644143 | | 5
11 |1464.722537|732.864907 | 1447.695988 | 724 351632 | 1446.711972723.859624| Y | 518.272159 |259.639718 501245610 251.126443 | 4
121601 781449 801 394363 | 1584.754900|792 881088 | 1583.770884792.389080| H | 355.208830 |178.108053| 338.182281 169594778 [ 3
131672.818563 |836.9129201655.792014 |828.399645 1654 807998 827.907637 A | 218.149918 109.578597| 201.123369|101.065322 | 2
14| | | | | K | 147.112804| 74.060040 130086255 65546765 E
- e i
o ST .. 0l W G o it =L e SR
[ i . | . B B = e e e e

_0'05- T T T T T T T 1 T T T T T T T T T T T 1 I T T T T T T T T T T I T T T T T T T T 1

280 S0 Fa0 uielile] 280 S Fa0 Lelie]

EMZ erraor 30 ppm Mazs cDa REMS ertar 30 ppm Mazz CDa

NCBI BLAST search of GOGTLSVVTMYHAK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query
!.Sr,nm Mr(calc): Delta | Sequence |
|4?.9 lSlT_916324iD.D21258!GDGTLS\-’\-"D;‘HHAK|

Mascot: hitp? www_matrmscience com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of SGSDEVQVGQQR
Found in CO3 HUMAN, Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2

Match to Query 41222: 1910 958522 from{637. 993450 3+) rtinseconds(193 1) index(34628)
Title: Locus:1.1.1.3306.15 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IBUU Da Full range
Label all possible matches (' Label matches used for scoring @

I -—:“_. - .LIJ. I'JI ..hl IL ll.i.ll.. —— -? Lg .Ilal ; :T' Ii' Ii . I..im ; :3" ; ; ; .
100 2000 il 40y el B0 Fan 800 Qi 1600 1100 1200 1500 100 1500 1600 1700 1500
Monoisotopic mas= of nentral peptide Mr(cale): 1910.3934265
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q10 ! Biotin:Thermo—-21345 ()
011 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 26 Expect: 0.0063
Matches : B/106 fragment ions using 15 most intense peaks (help)
[ 4 | - | W 0 0t | - 7y = W | 0 ol
X I B W% Se vy ¢
| 1 88039304| 44523290 | 70.028739| 35518008, S | | 2
| 2| 145.060768| 73.034022| | 127.050203| 64.028740| G | 1824.909502|912.958389 1807.882953 904445115 1806.898937 903.953107 11
| 3| 232.092796116.550036 | 214.082231(107.544753| S | 1767.888038 334.44?55?@1?5&.35143953?5_934333I1?49_8??4?3,3?5_4413?5!10
| 4] 347. 119?39|1?4 :}535&?| | | 329.109174|165.058225| D |153|:} 856010|840.931643 1663.820461 832.418369 | 1662.845445/831.926361 9
| 5| 476.162332(238 584804 458.151767|229.579522| E |1555 829067 783418172 1548.802518 '??4412839| 8
| 6 575.230746/288.119011 | 557.220181|279.113729| V |1436.786474 |718 896875 |1419.759925 | 710. 333m1| | 7
| 7| 703.289324|352.148300| 686262775 343 635026 685278759 343143018 Q |1337.718060 669 362668 1320691511 660 849394| |6
| 8 802.357738|401.682507| 785331189 /393160233 784 347173 392677225 V |1209.659482 605333379 1192632933 596 820105 | 5
| 9| 859379202|430.193239 842352653 421679965 841368637|421.187957 G |1110.591068 555.799172/1093 564519 547.285898| | | 4
110 1298.604528 |649.805902 | 1281.577979 641292628 1280.593963 640.800620| Q |7053.569604 |527.288440 1036.543055 |518.775166 | 3
11 1737.829854869.418365 | 1720.803305 860.905291 1719.819289 860.413283 Q ! 614.344278|307.675777| 597.317729/299.162303 | 2
12| | | | | R | 175.118952 | 88.063114  158.092403| 79.549839| | [1

0 J------1 R R R e s
= ] I B i i s
5 O A e &
5 1 T L e e e e e e e e e

[:| _- _______________________________________________ 0 ______________________________________________

T T T 550 T T T T 10::'0 T T T T 15:30 1 T T T 550 T T T T 1000 T T T T 15:30

Mz error 108 ppmn Mazs cha RMZ ertar 105 ppn Mazs c0a

NCBI BLAST search of SGSDEVOQVGQOER
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this guery

Score  Mr(calc):

Delta

Sequence

1262 |1910.934265|0.024257 |SGSDEVQVGQQR

12.7

1910.960709

-0.002187 |1—’GAPA1E’REAADA_‘¢L&R !

Mascot: hitp/vwww matriscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MSMS Fragmentation of SGIPIVISPYQIHFTK
Found in CO3_HUNMAN, Complement C3 OS=Homo sapiens GIN=C3 PE=1 SV=2

Match to Query 45513: 2098151742 from(700.391190.3+) rtinseconds(2355) index(37150)

Title: Locus:1.1.1.3454 14 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.

Label all possible matches

Plot from |EI

)

to |2800
Label matches

Da Full range

used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

2088.128525

(apply to specified residues or termini only)

Q11 : Biotin:Thermo-21345 (Q)

Ion= Score: &7 Expect: 3.2e-006

Matches : 12158 fragment iomns using 17 most intense peaks (help)

# s | & | » | w B b Sea ¥ 7 r [y Y o |
|1 88.039304| 44.523290] | 70.028739| 35518008 S | | 16
| 2| 145.060768| 73.034022] | 127.050203| 64.028740| G | 2012.103769|1006. 555#23?1995 077220/998.042248| 1994.093204 997.550240 | 15
| 3| 258144832(129 576054 | 240.134267/120.570772) T | 1955.082305| 978.044791 1938.055756 969.531516|1937.071740/969.039508 |14
| 4 355.197396|178.102436 | | 337.187031|169.097154 P | 1841998241 921502759 1824971692912, 0394841823, 987676/912.497476|13
| 5| 4683281660(234 644468 450271095|225.639186| 1 |1744.945477 | 872976377 1727.918928 864463102 1726.934912 863 971094 |12
| 6| 567.350074/284.178675 | 549.339509(275.173393| V |1631.861413 | 816.434345/1614.834864|807.921070 1613.850848 807.429062|11
| 7| 668.397753|334.702515 | 650.387188(325.697232| T |1532.792999 | 766.900138|1515.766450 758.386863 1514782434 757.894855|10
| 8| 755.429781|378.218529 | 737419216 369213246, S 1431.745320 | 711637 6298 |1414.718771|707.863024 | 1413.734755 | 707. 3?1015| 9|
| 9| 852482545426 ?44911'| | 834.471980/417.739628| P |1344.713292 | 672.860284 1327.686743 664.347010|1326.702727|663 855002 8
110{1015 545874 |508 276575, | 997.535309|499.271293| Y |1247.660528 | 624.333902|1230.633979 615.820628 | 1229.649963 615328620/ 7
111/1454.771200| 727.889238 | 1437744651 |719.375964 | 1436.760635 718.883956| Q |1084.597199 | 542.802238 1067.570650 534.288963 | 1066.586634|533.796955| 6
112[1567.855264| 784 431270 155:}_328715,??5_91?995!1549_344599i??5_425938| I | 645371873| 323.189574| 628345324 314.676300| 627.361308|314.184292| 5
[13]1704.914176|852.960726| 1687.887627 844447452 1686.903611(843.955444| H | 532.287809 | 266.647542| 515261260 258.134268| 514.2772441257.642260 4
1141851982590 |926.494933 | 1834.956041 |917.981659 1833.972025 917.489651| F | 395.228897 | 198.118086| 378.202348189. 604812| 377.218332 189.112804| 3
115 1953.030269 |977.018773 | 1936.003720|968.505498 1935.019704 968.013490| T | 248160483 124.583879| 231.133934/116.070605| 230.149918 115.578597| 2
16/ | ' | | K | 147.112804| 74.060040| 130.086255 65.546765| E

0,08 = === === mm oo SO SESEEE ShEh St MERSELLLEL SaGaousaaas

Ertar CDa

RMs

Error Cppma

T
S
ertor 29 ppn

T
T

Mazs cha FME erfor 29 ppm

NCBI BLAST search of SGIPIVISPYQIHFTK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Oth

er BLAST web gateways

All matches to this gquery

|Soure

Mr(calc): Delta

Sequence

67.

0

2098.1285250.023217 | SGIPIVTSPYQIHFTK |

Mazs C0al

Mascot: http:/worw matrivscience.com/




MATRIX
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Peptide View

MS/MS Fragmentation of LSINTHPSQKPLSITVR
Found in CO3_HUNMAN, Complement C3 OS=Homo sapiens GIN=C3 PE=1 SV=2

Match to Query 47182: 2201 230696 from{551 314950 4+) rtinseconds(1911) index(50439)
Title: Locus:1.1.1.3309.15 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches (' Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(cale): 2201.235428
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:

09 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 34 Expect: 0.0033
Matches : 19/180 fragment ions using 42 most intense peaks (help)
T B B B B B e I B S e
| 1) 114.091340| 57.549308| | | E? ' | 17
| 2| 201.123368| 101.065322] | 183.112803] 92.060039) § | 2089.158656 1045.082966/2072.132107 1036.5696912071.148091|1036.077683 |16
| 3 314.207432| 157607354 | 296.196867| 148.602071| T | 2002126628 1001 566952|1985.100079| 993.053678 |1984.116063 992.561669 /15
4| 428250359 214. 523313| 411223310] 206.115543| 410239794 205.623535 N |1889 042564, 945.024920/1872.016015 936. <11545|13?1 031999 936019638 14
| 5| 529298038 265.152657| 512271489 256639383 511287473 256.147375| T |1m 999637 888.003436 1757.973088| 879.490182|1756.989072 878998174/13
| 6 666356950 333.682113 649.330401| 325.168838| 648.346385| 324.676830 H | 1673.951958 £37479617|1656.925409  828.966343|1655.941393| 828.474334]12
| 7) 763.409714| 382208495 746.383165| 373.695221| 745.399149| 373203213 P |1536.893046  768.950161]1519.866497 760.436887|1518.882481| 759.944878|11
| 8| 850.441742| 425.724509| 833.415193| 417.211234] 832431177 416719226 S !113?.34&232 720423779 |1422.813733| 711.910505|1421.829717| 711.418496|10
| 9/1289.667068 | 645.337172)1272.640519| 636.823898|1271.656503| 636.331889| Q | 1352.808254 676.907765 1335.781705 668.394491|1334.797689 667.902483| 9
110/1417.762031| 709.384654/1400.735482| 700.871379/1399.751466| 700.379371 K | 913.582928 | 457. zsﬁmzl 896.556379| 448.781828| 895.572363| 448289820 8
11 1514.814795| 757.911036 1497.788246 749.397761 1496 804230 P | 785.487965 | 393247621 768.461416 384.734346| 767.477400) 384.242338| 7
12/1627.898859| 814453067 1610.872310| 805.939793 1609.888204| 805447785 L | 688.435201 | 344.721239| 671.408652| 336.207964  670.424636| 335.715956| 6
13[1714.930887| 857.969082 1697.904338| 849 455807 1696.920322| 848963799 S | 575351137 288 1?920?] 358324588 279.665932 557.340572| 279. 173924 5
14/1828.014951| 914.5111131810.988402| 905.997839|1810.004386| 905.505831| I | 488.319109 | 244.663192| 471.292560| 236.149918 | 470.308544| 235.657910| 4!
|15|1929 062630| 965.034953|1912.036081| 956.521679 1911.052065 956.029670| T | 375.235045 | 188.121161| 358.208496| 179.607886  357.224480  179.115878| 3|
16 12028.131044|1014.569160 2011.104495| 1006.055886 2010.120479 | 1005.563878| V | 274187366 | 137.597321) 257.160817| 129.084047| 2
17| | | | | | R | 175.118952] 88.063114 158.092403 79.549839| E!
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RMS errar 50 ppm Mass ¢Da)  RMS error 80 ppm Mazs (Da)

NCBI BLAST search of LSINTHPSQKPLSITVR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|S-uure Mr(calc): | Delta | Seguence |
344 [2201.235428|-0.004732 | LSINTHPSQKPLSITVR |

| Mascot: hitp://www matrixscience com/




MATRIX
{SCIENEE} MHSCOt SEHI'C]I RESllltS

Peptide View

MS/MS Fragmentation of DAPDHQELNLDVSLQLPSR
Found in CO3 HUMAN, Complement C3 O5=Homo sapiens GIN=C3 PE=1 SV=1

Match to Query 51140: 2457 262812 from{820. 094880 3+) rtinseconds(2517) index(38010)
Title: Locus:1.1.1.3510.18 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point
to |2600

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):

2457.232183

Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)

Variable modifications:

06 ! Biotin:Thermo—-21345 ()

Ions Score: 49 Expect: 0.00032

Matches : 25/204 fragment ions using 45 most intense peaks (help)

8 B | ¥t | b=t B ™ Ser. ¥ v ¥ v ¥ L
| 1] 116.034219| 58520748 | 98023654 49515465 D 19
| 2] 187071333 94.039304] 169.060768 85.034022| A | 2343.212542/1172.109909|2326.185993 1163.596634 2325201977 1163.104626|18
| 3| 284.124097| 142565686 | | 266.113532| 133.560404| P | 2272.175428|1136.591352|2255.148879 1128.078077 |2254.164863 | 1127586069 |17
| 4 399.151040| 200.079158 | | 381.140475| 191.073875| D | 2175.122664 1088.064970|2158.096115 1079.551695 2157.112099|1079.059687 |16
| 5| 536209952| 268608614 518199387 259603332 H | 2060.095721 1030 551498 2043 0691721022 038224 2042 085156 1021 54621615
| 6| 975.435278| 488221277| 958.408729| 479.708003| 957.424713| 479.215995 Q | 1923.036809| 962.0220431906.010260| 953.508768 1905.026244| 953.016760|14
| 7/1104.477871| 352742574 1087 431322| 544229299 1086467306 543737291 E | 1483 811483 742409380 1466784934 733896105 1465800918 73340409713
| 8/1217.561935| 609.284606 1200.535386] 600.7713311199.551370| 600.279323| L |1354.768890 | 677.888083 1337.742341| 669.374809|1336.758325 668.882801]12
| 9]1331.604862| 666306069 1314 578313| 637792795 1313 594297 657.300786| N |1241.684826 | 621346051 1224.658277| 612832777 1223674261 612.340769 |11
10 1444.688926| 722.848101|1427.662377| 714.334826 1426.678361| 713.842818| L |1127.641899 | 564324588 1110.615350| 555.811313|1109.631334| 555.319305]10
11/1559.715869| 780.361572|1542.689320| 771.848298 1541.705304| 771.356290) D |1014.557835 | 507.782556| 997531286 499.269281| 996.547270| 498777273 9
12/1658.784283| $29.895780 1641.757734| 821.382505 1640.773718| 820.890497| V | 899.530892 | 450269084 882.504343| 441.755810| $81.520327  441263802] 8
13[1745.816311| 873411794 1728 789762| 864.898519|1727.805746| 864406511 S | 800.462478 | 400734877 783435929| 392221603 782451913| 391729595 7
14/1858.900375| 929.953825|1841.873826| 921.440551)1840.889810| 920.948543| L | 713.430450 | 357.218863 696.403901| 348.705589| 695.419885 348213581/ 6
15/1986.958953 | 993983115 1969.932404| 985469840 1968.948388 | 984.977832| Q | 600.346386 | 300.676831) 583.319837| 292.163557 582335821 291671549 5
116/2100.043017 |1050.525146 | 2083.016468| 1042.011872 2082.032452 |1041.519864| L | 472.287808 | 236.647542| 455.261259| 228134268 | 454277243 227.642260| 4
11712197.095781|1099.051528 | 2180.069232|1090.538254 2179.085216 1090.046246| P | 359.203744 | 180105510 342.177195| 171.592236 341.193179 171.100228] 3
11812284.127809|1142.567542|2267.101260| 1134.054268 2266.117244|1133.562260| S | 262.150980 131.579128 245.124431| 123.065854| 244140415 122.573846] 2
19 | | | | | R | 175118952 88.063114| 158.092403| 79.549839 1
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NCBI BLAST search of DAPDHQELNLDVSLQLPSRE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

T
2000

iScure Mr(calc): Delta | Sequence

1494 [2457.232193/0.030619 DAPDHQELNLDVSLQLPSR
1208 [2457.2434230.019389 |TGLSDAFMILNPSPDVPESRRR
125 |2457.278442|-0.015630 EPVSNSVTAEGMEAL TKILAELR
03 [2457.287201|-0.024389[KPCTFGSQNLERILAVADK.
03 [2457.244080(0.018732 |AKFHQTEGDHLTLLAVYNSWK
0.1 |2457.289688|-0.026876 VNVILRESMELLDSAVQNLQAK

a0
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Mascot: hitp'worw matrivscience. com/
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Peptide View

MS/MS Fragmentation of ILLQGTPVAQMTEDAVDAER
Found in CO3_HUNMAN, Complement C3 OS=Homo sapiens GIN=C3 PE=1 SV=2

Match to Query 51404: 2467 242792 from({823 421540 3+) rtinseconds(2670) index(54466)
Title: Locus:1.1.1.3572.16 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IBUU Da Full range

Label all possible matches (' Label matches used for scoring ®
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2467.245071
(apply to specified residues

Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

or termini only)

010 : Biotin:Thermn-21345 (Q)

Ion=s Score: 62 Expect: 2.2e-005

Matches : 2Z8/210 fragment ions using 53 most intense peaks (help)

r b | b | b* | - B0 | B+ | > o - ‘ g ‘ ) SO i;
| 1) 114.091340| 57549308 | | | 1 | | 20
| 2| 227.175404| 114.091340| | | | L | 2355168207 1178.087786/2338 141748 | 1169 574512 2337157732 | 1169.082504 19
| 3| 340259468| 170633372 | | | L | 2242.084233|1121 545754 2225 057684 | 1113.032480|2224.073668 | 1112.540472[18
| 4| 468.318046| 234.662661| 451291497  226.149386 | | Q |2129.DDD169 1065.003722 2111 9?3520|m<549m43|21109895m'1|:}55 99844m1?
| 5| 525339510 263173393 508312961 254660119 G |2¢}m}_941591_1'550_9.4434 1983 915042 992461159 1982.931026| 99196915116
| 6 626387189 313.697233 609.360640| 305.183958| 608.376624| 304.691950 T | 1943.920127 972.463702(1926.893578  963.950427|1925.909562| 963.458419/15
| 70 723439953| 362223615| 706413404 353.710340| 705429388| 353218332 P | 1842.872448| 921939862|1825.845899 913 426588|1824 861883 91*934«30;14
| 8 822.508367| 411.757822| 805481818 403 244547  §04.497802| 402752539 V | 1745.819684| 873.413480/1728.793135 864.900206|1727.809119| 864408198 13
| 9| 893.545481| 447.276379| 876518932 438.763104| §75.534916| 438271096 A |1646.751270 | 823.879273/1629.724721 | 815.365999|1628 740705 81487399112
110/1332.770807| 666 889042|1315.744258 | 658.375767|1314.760242| 657883739 Q |15?5_?14155 788.360716|1558.687607| 779.847442|1557.703591| 779.355434/11
11/1463.811292 732.409284 1446.784743| 723.896010|1445.800727| 723404002 M |1136.488830 | 568.748053/1119.462281| 560.234779|1118.478265| 359.742771|10
12/1564 858971| 782933124 1547832422 774419849 1546 848406 ??3_92?841| T 1005448345 | 503.227811| 988.421796 494.714536| 987.437780| 494.222528| 9
113/1693.901564| 847454420 1676.875015| 838.941146|1675.800999| 838449138 E | 904400666 452703971 887374117 444.190697| 886.390101 443698689 8
14/1808.928507 | 904.967892|1791.901958| 896.454617|1790.917942| 895962609 D | 775.358073 | 388182675 758.331524| 379.669400| 757.347508| 379.177392| 7
15/1879.965621| 940486449 1862.939072| 931973174 1861955056 931481166 A | 660.331130 | 330.669203| 643304581  322.155929| 642320565 321663921 6
116/1979.034035| 990.020656|1962.007486| 981.507381)1961.023470| 981.015373| V | 589.294016 | 295.150646 572267467 286.637372| 571283451  286.145364| 5
17|2094.060978 1047 534127 2077.034429/1039.020852 2076.050413 | 1038 528844| D | 490.225602 | 245616439 473.199053| 237.103165 472215037| 236611157 4
118/2165.098092| 1083 052684 2148.071543 1074 539409 | 2147.087527|1074.047402| A | 375.198659 | 188.102968| 358.172110) 179.589693| 357.188094| 179.097685 3
119/2294.140685|1147.573981 2277.114136|1139.060706|2276.130120|1138.568698| E | 204.161545 | 152.584411] 287.134996| 144.071136| 286.150980| 143579128 2
20| | | | | | R | 175.118952 | 88.063114 158.092403| 79.549839| 1
- R O
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REMz errar 18 ppm

M

NCEBI BLAST search of [LLOQGTPVAQMTEDAVDAER
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this guery

T
1500

azz CDa? RH=

{Smm| Mr(calc):

Delta

Sequence

1615 2467245071

-0.002279 | LLOGTPVAQOMTEDAVDAER

1415 2467245071

-0.002279 i IILOQGTPVAQMTEDAVDAER

ertar 18 ppm

T
1500

Mazs C0a

Mascot: hitp/vwww. matriscience.com/




lacivers Mascot Search Results

Peptide View

MS/MS Fragmentation of ILLQGTPVAQMTEDAVDAER
Found in CO3 HUMAN, Complement C3 O5=Homo sapiens GIN=C3 PE=1 SV=1

Match to Query 51408: 2467 273602 from{823 431810 ,3+) rtinseconds(2680) index(38977)
Title: Locus:1.1.1.3566.26 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |1EIEI

to [1700

Da
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Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):

2

467.245071

25

Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
04 ! Biotin:Thermo—-21345 ()
Ions Score: 79 Expect: 4.2e-008
Matches : 17/210 fragment ions using 24 most intense peaks (help)
2T S N Y I O S
| 1| 114.091340| 57.549308 | | | %] | 20
| 2| 227.175404| 114.091340| | | | L | 2355.168297|1178.0877862338.141748| 1169.574512|2337.157732 | 1169.082504 |19
| 3| 340259468 170633372 | | | L [2242.0842331121.545754|2225.057684 | 1113.032480|2224.073668 | 1112. 540472[18
| 4| ??9484?94| 390246035 762.458245 381.732760 | Q !2129.0&0159!1&55.[}&3?22 2111.973620 1&56.49&448!2110.9896[}4 1055.99844017
| 5| 836506258 418.736767| 819.479709| 410243493 G | 1689.774843| 845301060| 1672748294 836877785 1671764278| 836385777/16
| 6 937.553937| 469.280607| 920.527388 460.767332 919.543372| 460.275324| T | 1632.753379| 816.880328|1615.726830 808.367053 1514_?42314| 807.875045 |15
| 7/1034.606701| 517.806988 1017.580152| 509.293714/1016.596136) 508.801706| P |1531.705700 | 766356488 1514679151  757.843214 1513695135 757.351206|14
| 8/1133.675115| 567341196 |1116.648566, 558.827921 1115.664550| 558.335913| V | 1434652936 717.830106|1417 626387 709.316832 1415_5423?1! 708.824824 /13
| 91204.712229| 602859753 |1187.685680 594346478 1186 701664 593854470 A |1335.584522 | 668295899 1318557973 659.782625 1317.573957 639.290617 12
110/1332.770807| 666.889042|1315.744258| 658.375767 1314.760242| 657.883759| Q |1264.547408 | 632.7773421247.520859| 624.264068 1246536843 623.772060|11
111463 811292| 732.409284|1446.784743| 723.896010 1445.800727| 723404002 M |1136.488830 | 568.748053|1119.462281 | 560.234779|1118.478265| 559.742771(10
| | | | |
12 1564.858971| 782933124 1547.832422| 774419849 1546 848406 773927841 T |1ﬂa5443345| 503.227811| 988.421796| 494 714336 987437780 494222528
I | . . .
13/1693.901564 847454420 1676.875015| 838.941146|1675.890999| 838449138 E | 904.400666 | 432703971| 887374117 444.190697| 886.390101| 443. 593539| 8
14/1808.928507 | 904.967892(1791.901958| 896.454617|1790.917942| 895.962609| D | 775.358073 | 388.182675| 758.331524| 379.669400| 757.347508| 379.177392| 7
15(1879.965621| 940486449 1862.939072| 931973174 |1861.955056| 931481166 A | 660.331130 | 330.669203 643304581| 322.155929 642320565 321663921 6
1611979034035 990.020656 1962.007486 981507381 1961023470 981015373| V | 589.204016 = 295150646 572267467 286637372 5?1_133451! 286.145364] 5
117/2094.060978 1047, 53412?]20?? 0344291039.020852 2076.050413 1038, 528844| D | 490.225602 | 245616439| 473.199053| 237.103165| 472215037 236611157 4
118|2165.098092| 1083.052684 2148.071543 | 1074.539409 2147.087527 | 1074. mmml A | 375.198659 | 188.102968 358172110  179.589693 357.188094| 179.097685| 3
!19!2194.1405851114?.5?3931|22??.114135!1139.050?05!22?5.130120[1138.553593l E | 304.161545 152.584411| 287.134996 144.071136| 286.150980| 143.579128| 2
20 | | | | 'R | 175118952 88.063114 158.092403| 79.549839| | K
z 50 R S L L S L L A A B L B S S A S A L S L R L A
DL0Ff < <= E S S S s ds s gesiospssans . 4
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NCBI BLAST search of [LLOGTPVAQMTEDAVDAER
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

T
1500
azz CDa

Score  Mr(calc):

Delta |

Sequence

179.0 [2467.245071/0.028531 [LLOGTPVAQMTEDAVDAER

1519 [2467.245071|0.028531 [LLQGTPVAQMTEDAVDAER

102 |2467.237686/0.035916 ASDGKTCLAI DGHQLLAGGEVDLK

RMZ errar 30 ppm

T
1500

Mazs C0a

Mascot: hitp/'weww matriscience.com/
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Peptide View

MS/MS Fragmentation of VPVAVQGEDTVQSLTQGDGVAK
Found in CO3 HUMAN, Complement C3 O5=Homo sapiens GIN=C3 PE=1 SV=1

Match to Query 52589 2508 305922 from{837.109250 3+) rtinseconds(2248) index(36655)
Title: Locus:1.1.1.3416.14 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |EI

to |2400

Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nemntral peptide Mr(cale): 2508.280429
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q12 : Biotin:Thermo-21345 (Q)
Ions Score: 73 Expect: 1.3e-006
Matches : 39/220 fragment ions using 70 most intense peaks (help)
# b b b | ot [ b Seq.  y - y* v ¥’ yt#
| 1| 100.075690| 50.541483 | | A 22
| 2| 197.128454 | 99.067865 | | P | 2410228255 1205.617765 2393201706 1197.104491/2392.217690 1196.612483 21
| 3| 296.196868 | 148.602072| | | | | V| 2313.175491|1157.091383 | 2296.148942| 1148 578109 |2295.164926 | 1148.086101 |20
| 4| 367.233982 | 184.120629| | | | | A | 2214.107077|1107.557176|2197.080528| 1099.043902 | 2196.096512 1098.551894 19
| 5| 466.302396 | 233 654836 V| 2143.069963|1072.038619 2126043414 1063 525345|2125 059398 1063 033337 18
| 6 594360974 | 297.684125| 577.334425| 289.170851 Q | 2044.001549|1022.504413|2026.975000 1013.991138 |2025.990984 1013.499130 17
| 7 651382438 326194857 634355889 317.681583 G |1915.942971 | 958.475124]1898.916422| 949.961849|1897.932406| 949.469841 16
| 8| 780.425031 | 390.716154| 763.398482| 382.202879| 762414466 381.710871 E | 1858.921507| 929.964391 1841894958  921451117|1840.910942| 920.959109/15
| 9| 895451974 | 448229625| §78.425425| 439.716351| 877441400, 439224343 D | 1729.878914| 865443095 1712.852365 856.929821|1711.868349| 856.437812|14
10| 996.499653 | 498.753465| 979.473104| 490.240190| 978480088 489.748182 T | 1614.851971| 807.9296231597.825422| 799.416349|1596.841406| 798.924341/13
111095.568067 | 548.287672|1078.541518 | 530.774397|1077.557502| 539.282380| V |1513.804292 | 757.405784|1496.777743| 748.892510(1495.793727| 748.400502 12
121534.793393 | 767.900335|1517.766844 | 759.387060 1516782828 758.895052| Q |1414.735878 | 707.871577(1397.709329 | 699.358303(1396 725313 | 698.866294 11
13(1621.825421 | 811.416349 1604 798872 802.903074|1603 814856 802411066 § | 975.510552 | 488258914| 958484003 479.745639| 957499987| 479.253631 10
14/1734.909485 | 867.958381|1717.882936| 859.445106]1716.898920 858.953098| L | 888.478524 | 444.742900 871451975 436.229625| 870.467959| 435.737617 9
15| 1835.957164| 918.482220|1818.930615| 909.968946|1817.946599| 909.476938| T | 775.394460 | 388.200868 758367911 379.687593| 757.383895| 379.195585 8
16/1964.015742 | 982.511509|1946.989193| 973.998235(1946.005177| 973.506227 Q | 674346781 | 337.677029 657320232 329.163754| 656.336216| 328.671746| 7
17| 2021.037206|1011.0222412004.010657 | 1002.508967 | 2003.026641 1002.016959| G | 546.288203 | 273.647739] 529261654 265.134465| 528277638| 264.642457 6
18 2136.064149 1068 535712(2119.037600|1060.022438|2118.053584 1059.530430| D | 489.266739| 245.137007 472.240190 236.623733| 471.256174| 236.131725 5§
19| 2193.085613|1097.046444 2176.059064 | 1088.533170|2175.075048 | 1088.041162| G | 374.239796 | 187.623536| 357.213247 179.110261| 4
20 2292.154027 1146.580651 2275.127478 | 1138.067377 2274.143462|1137.575369| V | 317.218332| 159.112804  300.191783| 150.599530| | 3
21| 2363 191141|1182.099208 2346 164592 1173 585934 2345 180576|1173.093926| A | 218.149918 | 109.578597 201123369| 101065323 | 2
22| | | | K | 147112804 74.060040 130.086255 65546765 1
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NCBI BLAST search of VPVAVOQGEDTVOQSLTOGDGVAK

(Parameters: blastp, ar protein database_ expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this query

Score Mr(calc): = Delta

Sequence

!?3.2 2508.289429|0.016493

VEVAVOGEDTVOSLTQGDGVARK

iSE.D 25D3.289429;D.D15493

VPVAVQGEDTVQSLTQGDGVAK

316

2508.289429 i 0.016493 !VPT#' AVOGEDTVOSLTOGDGVAK

Mascot: http/werw matrixscience. com/
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Peptide View

MS/MS Fragmentation of QEKPDGVFQEDAPVIHQEMIGGLR
Found in CO3 HUMAN, Complement C3 O5=Homo sapiens GIN=C3 PE=1 SV=1

Match to Query 56176: 2874 477056 from(719.626540 4+) rtinseconds(2250) index(36674)

Title: Locus:1.1.1.3417.19 File:"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"

Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |[] to 1300[] Da Full range
Label all possible matches (' Label matches used for scoring @
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Monoisotopic mas= of nemntral peptide Mr(cale): 2874.452057
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Qlée ! Biotin:Thermo—-21345 ()
Ion=s Score: 0L Expect: 6.5e-006
Matches : 47/246 fragment ions using 90 most intense peaks (help)
| 1| 129.065854| 65.036565| 112.039305 56.523291 | 'Q 23
| 2| 257.160817| 129.084047| 240.134268 120.570772 | | K | 2747400756 1374204016 2730374207 | 1365690741 2729.390191  1365.198733 |22
| 3| 354213581| 177.610429| 337.187032 169.097154| | | P 2619.305793 |1310.156534|2602 279244 1301 643260 2601.295228|1301 15125221
| 4| 469.240524| 235.123900| 452.213975| 226.610626 451229959 226.118618 D | 2522.253029|1261.630152|2505.226480 1253.116878 | 2504.242464 1252.624870(20
| 5| 526.261988| 263.634632| 509.235439| 255121358 508251423 254629350 G | 2407.226086|1204.116681|2390.199537 1195 603406 2389.215521|1195.111398|19
| 6 625330402 313.168839 608303853 304655565 607319837 304.163557, V | 2350.204622|1175.605949 (2333 178073 | 1167.092674 2332.194057 | 1166 60066618
| 7| 772.398816| 386.703046 755372267 378.189772 754388251 377697764, F | 2251.136208|1126.071742(2234.109659 1117.558467|2233.125643 | 1117.066459|17
| 8 900.457394| 450.732335 883 430845 442219061| 882446829 441727053 Q |2104.067794|1052 537535 2087.041245 1044 024260 |2086.057229 (1043 532252|16
| 9/1029.499987 | 515.253631 1012473438 506.740357 1011489422 506248349 E | 1976.009216| 988 508246 1958 982667| 979.994972|1957.998651| 979 50296415
10 1144.526030| 572767103 1127.500381, 564253829 1126 516365 563.761821 D | 1846 966623 923 086950 1829940074 915473675 1828 956058 91498166714
11/1215.564044| 608.285660 1198 537495 599.772386 1197.553479| 599.280377| A |1731.939680 | 866.473478|1714.913131| 857.960204|1713.929115  857.468196|13
| | | ] | | | ]
12/1312.616808| 656.812042|1295. 590259 648298768 1294606243 647.806760| P |1660.902566 = 830.954921|1643 876017 822441647 1642.892001 82194963912
13[1411.685222| 706.346249 1394 638673| 697.832075|1393 674657 697340967 V |1563.849802 | 782 428539|1546 823253 773.915263 1543 839237| 77342325711
14/1524.769286| 762.888281 1507.742737| 754.375007|1506.758721| 753.882998| 1 |1464.781388 | 732.894332|1447.754839| 724.381058 1446770823 723.889050|10
1151661 828198 | 831417737 1644801649 822904463 1643 817633 822412454 H (1351697324 | 676 352300 1334670775 667.839026|1333 686759 667347018/ 9
16 2101.053524 | 1051.030400 2084 026975 1042 517125 2083 042959 1042025117 Q |1214.638412 | 607.822844 1197 611863 599.309570|1196 627847 598 817562 8
117/2230.096117 | 1115 551696 2213 069568 1107038422 2212 085552 1106 546414 E | 775.413086 388210181 758386537  379.696907 757402521 379204899 7
18 2361 136602 | 1181.071939 2344 110053 1172.558664 2343 126037 1172.066656 M | 646.370493 | 323 688885  629343944| 315175610 | 6
19(2474.220666|1237.613971|2457.194117 1229.100696 | 2456.210101 | 1228.608689| 1 | 515.220008 | 258.168642 498303459  249.655368 | 5
202531.242130|1266.124703 |2514.215581 1257.611428|2513.231565 1257.119420| G | 402.245944 | 201.626610| 385.219395| 193.113333 |4
21|2588.263594 1294 635435 |2571.237045|1286.122160 2570.253029 1285.630152| G | 345.224480 | 173115878 328.197931| 164.602603 |'a
22/2701.347658 |1351.177467|2684.321109 | 1342.664192|2683.337093 |1342.172185| L | 288203016 144.605146  271.176467| 136.091872 | 2
23| | | | R | 175.118952 | 88.063114| 158092403 79549839 E
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NCBI BLAST search of QKPDGVEFQEDAPVIHOQEMIGGLR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this querv

!Smre! Mr(calc): | Delta

Sequence

554

2874 452057 ; 0.024999

QKPDGVFQEDAPVIHQEMIGGLR

6.8

2874 452057 i 0.024999 | QKPDGVFOQEDAPVIHOEMIGGLR

0.0 |2874 455399/0.021657 | KEGPEESRL VAEMLCTATAIQGR

Mascot: hitp'www matrixscience.com/




{ MATRIX

Y Mascot Search Results

SCIENCE.

Peptide View

MSMS Fragmentation of DTWVEHWPEEDECQDEENQK
Found in CO3_HUNMAN, Complement C3 OS=Homo sapiens GIN=C3 PE=1 SV=2

Match to Query 56540: 2913 196152 from{972.072660,3+) rtinseconds(2124) index(35962)
Title: Locus:1.1.1.3373.18 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

to |2200

Da

Full range

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(cale): 2913.185776
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
019 ! Biotin:Thermo-21345 (0Q)
Ion=s Score: &6 Expect: 3e-007
Matches : 40/196 fragment ions using €6 most intense peaks (help)
F b | pH b* | pett | B0 | b+ Seq.‘ y 5 ‘ - = ];“ FM ‘ 4
|1 116.034219] 58520748 | | 98.023654] 49515465 D | | 20
| 2| 217.081898| 109.044587 | | 199.071333| 100.039304 T | 2799.166123 1400.086699 2782 139574|1391 373425 2781 155538 1391 081417|19
| 3| 403161211 | 202.084244 | | 385150646, 193.078961 W | 2698.118444|1349.562860|2681.091895 1341.049585 2680.107879 134055757718
| 4| 502.229625 | 251.618451 | | 484219060 242613168 V | 2512.039131|1256.523203 2495.012582 1248.009929 2494.028566 1247.517921|17
| 5| 631.272218 | 316139747 | 613261653| 307.134465 E | 2412970717 1206 988996 2395 944168 1198 475722(2394 960152 1197 983714 16
| 6| 768.331130 | 384669203 | 750320565 375663921 H | 2283928124 1142467700|2266.901575 1133 9544252265 9173591133 462417 15
| 7| 954.410443 | 477.708860 936399878 468.703577 W | 2146.869212 1073938244 2129 842663 | 1063 424969 2128 858647 1064.932961 |14
| 8 1051463207| 526235242 1033.452642| 517229959 P | 1960.789899| 980.898588 1943 763350 972.385313|1942.779334| 97189330513
| 911180.505800 | 590.756538 | 11162.495235| 581.751256| E | 1863.737135 932.372206|1846.710586| 923.858931|1845.726570| 923.366923 12
110/1309.548393 | 655277835 | 1201537828| 646272552 E | 1734.694342 867.850009|1717.667993| 859.3376351716.683977| 838 845627 |11
11|1424.575336 | 712.791306 | 1406.564771 | 703.786024) D | 1605.651949| 803.329613|1588.625400) 794.816338|1587.641384| 794.324330/10
12(1553.617929 | 777.312603 | 1535 607364 768307320 E | 1490.625006| 745816141 1473.598457| 737.302867|1472.614441| 736.810859 9
|1311713.648578 | 857327927 1695 638013 | 848322645 C 1361582413 | 681204845 1344 555864 672.781570|1343 571848 672289362 8
14|1841.707156 | 921.357216]1824 680607 912.843942|1823 696591 912351934 Q |1201.551764 | 601279320|1184 525215 5927662461183 541199| 592274238 7
151956.734099 | 978 870688 1939.707550 970.357413|1938.723534| 969.865405| D |1073.493186 | 537.250231/1056.466637 528 736957 1055482621 528244949 6
16 2085.776692|1043.391984 2068.750143 1034 878709 | 2067.766127 1034 386701 E | 958.466243 | 479.736760| 941439694 471223485| 940455678 470.731477 5
17| 2214 819285 1107.913280 2197 792736/ 1099 400006 2196 808720 1098 907998| E | 829.423650 | 415215463 812397101| 406702189 811413085| 406210181 4
18] 2328 862212 /1164934744 2311 835663 | 1156.421469 2310.851647 1155929461 N | 700.381057 | 350.694167| 683354508 | 342180892 | 3
19| 2768.087538 1384.547407 | 2751.060989 |1376.034132 2750.076973| 1375542125 Q | 3586.338130  293.672703| 569.311581| 285.159429 |2
20| | | | | K | 147112804 74060040 130.086255 65.346765| |1
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NCBI BLAST search of DTWVEHWPEEDECQDEENQK
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this guery

{Smm| Mr(calc):

Delta

Sequence

664 2913.185776

0.010376 DTWVEHWPEEDECQDEENQK

130.0 |2913.185776

0.010376 iDT‘ﬁWEHWPEEDECDDEENOK

Mascot: http/www matrbiscience.com’




{sciners Mlascot Search Results

Peptide View

MSMS Fragmentation of GQAGLQR
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GIN=C4A PE=1 SV=1

Match to Query 16000: 1039 547608 from{520.781080,2+) rtinseconds(1452) index(47728)
Title: Locus:1.1.1.3149 7 File:"2013-07-02 CLN EXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from ]1[][] to 11[][][] Da Full range

Label all possible matches (' Label matches used for scoring @
|‘|.|‘. N AT H N1 50 T i (S Y AP YR ) (S
16 20 300 Ll alelv] B0 i S0 Q) 1660
Monoisotopic mas= of nentral peptide Mr(cale): 1039.559677
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
06 ! Biotin:Thermo—-21345 ()
Ion=s Score: 33 Expect: 0.0068
Matches : 7/46 fragment ions using 9 most intense peaks (help)
# b bt b* b*"  Seq. g yo . | =
(1| 58.028740( 29518008 | G ' Q?'
2 186 D8?318 93 547297 | 169 D607 69 85034023 Q 983 545498 | 492 2?638? 956 13949 -183 763113 E
3 I:? 124432 128 [}6*?8*?-1 ”4[} 09?883 120.552580| A '35'T 486920 4”8 2-1?(]98 838 4603?1 -119 ?338’?4 5|
4 314 14“895 1*? *‘?6‘86 ’*9? 11934? 1—19 053312 G ?34 44‘?3&6 39" ?284—!-1 ?6? 4"'32% 38—1 ”1‘25? 4
|5 4’*? 22996[1 ’*14 118618 —HD 2[}3411 "D* 6[1‘:344 L f” 7 12334‘2 36—1 21?8&9 ?1{] 401?93 355 ?04435 3
6;866_455286 433_?31281 849_428?3? 1425.218007| Q |614.344278 30? 6?“??? *‘9? 31??29,299 162503 | 2
17| ' : | R | 175.118952] 88. 063114 1<3 092403 79.549840 1
§ 0.02——. —————————————————————————————————————————————— %:_\_ Zl
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RAS error 6d ppm Mazs cDal RMS error &d pom Mazs cOal

NCBI BLAST search of GQAGLOR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

,Scure Mr{ca]c} [ Delta [ Seqnence
33.1 11039.559677 -0.012069 GQAGLQR

11.6 |1039.559677|-0.012069| GOQIQR

182 |1039.5410610.006547 |GQGDLLQPGR
45 1039.559677 0. DIZDEQ:KGGPSQ

3.6 1039541046 0.006562 NATTAPNPVR
33 |1039.552277/-0.004669 QRAALDGGPR

Mascot: http/www matriiscience.com
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Peptide View

MSMS Fragmentation of VQQPDCR
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GIN=C4A PE=1 SV=1

Match to Query 22007 1212573488 from(607.294020 2+) rtinseconds(1298) index(46941)
Title: Locus:1.1.1.3095.9 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff'

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from ]1[][] to 113[][] Da Full range
Label all possible matches (' Label matches used for scoring @
S 8 5
1! | %
i 5 E
| ||||l| N ||‘I|| . Ii . .u||‘|| "".' . a . .
16 200 30 Ll alel] el oy S Q) 1060 1160 1200 1300
Monoisotopic mas= of nentral peptide Mr(cale): 1212.574356
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
02 ! Biotin:Thermo—-21345 ()
Ion=s Score: 36 Expect: 0.0026
Matches : 15/58 fragment ions using 26 most intense peaks (help)
4 b h—H— b* h*-H- -hﬂ hll}-H- Seq. v F-H— v f*-H- }Tﬂ . F-I}-H- #|
1| 100.075690| 50.541483 v _ . | |7|
(2 539.301015;2TD.154146; 522.2?446?;261_5408?2 | Q \1114.513212 ,55?.?50244?109?_4856535549_2469?0'1096.5[1264?5548.?5496256;
;3, ﬁﬁ?.359594§334_183435: 650.333045|325 670161 | | Q | 675287886 338147581 658.261337?329.6343(]? 65?.1??321;329_1-12299?5;
|4 ?64.412358:382.?0981?2 747.385809 374.196543 P | 547229208 (274118292 530.2&2?59?255.6&5(]18 529.218?435265.113010%4i
5| 879.439301 440223289 862.412752|431.710014 861_428?365431_2180[}6f D | 450.176544 (225.591910 433_149995;21?&?8635 432_1659?9?216_58652753?
ﬁ?1[}39_459950:520_23361351022_4—13401;511_?25339?1[}21_459385:511_233331: C | 335149601 168.078438 318.123652?159_565164 : |2
17| ' : : | R | 175.118952 | 88.063114 158.092403 79.549839] 11
=L L
e ﬂﬂﬁt ----------------------------------------------- § il =
= L T e e e e hed
5 1 e L S e
& A R T EEET E i
0 £ R e e e 5 S e e .______' _____ .._' _________ G e e el AT o 3]
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250 By Fa0 1060 250 RiCacy Fa0 fLelie]
FME error 42 ppm Mazs cha FMz ertar 49 ppm Mazs Cha

NCBI BLAST search of VOQOQPDCE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

,-Scureg Mr(calc): [ Delta .Se’qnem:e
135.7 |1212.574356|-0.000868 | VQQPDCR |
17.8 |1212.574356 -0.000868 VQQPDCR |

Mascot: hitp/'wvw_matrixscience.com/




MATRIX
{S{‘IENE’E} MHSCOt SEHI'C]] Results

Peptide View

MS/MS Fragmentation of VEYGFQVK
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1

Match to Query 23926: 1279 659428 from(640 836990, 2+) rtinseconds(2011) index(51285)
Title: Locus:1.1.1.3343.11 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Flot from |1[]EI to IMUU Da Full range

Label all possible matches (' Label matches used for scoring @

|‘ |||‘ | "'.| ‘|| . |||||||\|‘| I T T .4 ! . L

100 2000 F00 i el G0 Fan S0 Qi 1000 1100 1200 1300 1400
Monoisotopic mas=2 of nentral peptide Mr(cale): 1279.663483
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
06 ! Biotin:Thermo—-21345 (0}
Ion=s Score: 28 Expect: 0.0068
Matches : 12/60 fragment ions using 22 most intense peaks (help)
u | ++ | " | W 0 | 04+ | + = e | 0 [T
|ﬁ B | b Lk o . | b [ ¥ ¥ y | ¥ R ¥ #
1) 100.075690| 50541483 | | | |V | | | | | | '8
2| 229.118283(115.062780 | 211.107718|106.057497 E | 7181602344 591304810 1164575795 582791536 1163 591779 582 2995287
13| 392.181612/196 594444 | 374.171047|187.589162| Y |1052.559751 |526 783514|1035 533202 518270239 | | 6
4| 449.203076|225.105176 | | 431.192511/216.099894 G | 889.496422 445251849 872.469873|436.738575 | 5
5| 596271490 298 639383 578.260925289.634101| F | 832.474958 |416.741117| 815448409 408227843 4
| 1 | 1
6/1035.496816 | 518.252046 1018 470267 509.738772 1017.486251 509.246764 Q | 685.406544 [343.206910| 668379995 334.693636| | 3
711134 565230|567.786253 | 1117538681559 2729791116 554665 |558.780971| V | 246.181218 |123.594247| 229 154669 115.080973| 2
8| | | | | K | 147.112804| 74.060040 130086255 65546765 1
§ 0.02__-----------------------------: ----------------- § |:| __________ e A e e T T ..F ______ -
E 0 ___l._ ________ e e e e e e e e e e e e E T T e e
R e EEEEE SRR R ——

_0.04___I___I__I__I___I__I__I___I__I___I__I__I___I__I__I___I_rl__l___l__l T I'I___I__I__I___I__I__I___I__I___I__I__I___I____I _____ T __I___I__I

250 S0 Fa0 uRelile] 250 S Fa0 i Lelile]

FMs error 46 ppm Mazs cha EMs erior 46 ppm Mazs cha

NCBI BLAST search of VEYGFQVE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

Score Mr(cal)): Delta  Sequence
283 |1279.663483|-0.004055 VEYGFQVK
49 |1279.659424 0.000004 VECIYEALKR
08 |1279.652039/0.007389 |VERAITEASPAH

| Mascot: hitp//www matrixscience com/
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Peptide View

MS/MS Fragmentation of LGQYASPTAK

Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1

Match to Query 25390 1345 703568 from(673.859060,2+) rtinseconds(1636) index(48921)
Title: Locus:1.1.1.3213.10 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IEUU Da Full range

Label all possible matches (' Label matches used for scoring @

. ||‘ |!‘I|||I|‘ L I|‘|‘IHII ||.| |H I||||||I‘ !|| 11| . 11| . . . .

100 2000 il iy Giacy B Fac a1l Qi 1000 1100 1200 1300 1400 1500 1600
Monoisotopic mas=2 of nentral peptide Mr(cale): 1345.706390
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
03 ! Biotin:Thermo—-21345 ()
Ion=s Score: 52 Expect: 0.0001
Matches : 9/90 fragment ions using 11 most intense peaks (help)
|# b | B b* | bt | B0 | B+ Sﬂq.‘ . G ‘ 4 5+ §0 S ‘#
| 1 114.091340| 57.549308 | | | L | | 10
| 2] 171.112804] 86.060040 | | | G |1233.629622 |617.318449|1216 603073 608 8051751215 619057 608 313167 9
| 3 610.338130/305.672703 593.311581 297.159429 | Q | 1176608158 588 807717|1159 581609 580.204443 1158 597593 579 802435 8
| 4 773.401459 (387204368 756.374910/378.691093 | | Y | 737.382832 369.195054| 720.356283360.681780| 719.372267|360.189772 7
| 5| 844.438573 |422.722925| 827.412024 414209650 | A | 574.319503 |287663389| 557.292954/279.150115| 556.308938 |278.658107 6
| 6| 931.470601 |466.238939| 914.444052|457.725664| 913.460036457.233656| S | 503.282389 |252.144832| 486.255840|243.631558| 485271824 243.139550 5
| 711028 523365|514.765321 1011 496816 506252046 1010.512800 505760038 P | 416250361 208628818  399.223812|200 115544 398239796 199623536 4
| 8| 1129571044 /565.289160 1112 544495 556 775886 1111 560479 556 283878 T | 319.197597 160.102436 302.171048|151589162| 301187032 151097154 3
| 9|1200.608158 |600.807717 1183 581609 592 294443 1182 597593 591802435 A | 218.149918 109578597 201123369/101065322] | | 2
10| | | | K | 147.112804| 74.060040  130.086255 65.546765 | | | 1
E 0'01____________________________________________.____ -‘%_ 2|:| ______________________________________________
E T E e
L ) s B I e

_0'01 | | | | | | | I | | | | I I | | | | | | | I |

200 iy Qi G 1emcy 1200 200 iy G G 10y 1200

RMS error 9 ppm Mazz (Dal RMS error 9 ppm Mazs (Dal

NCBI BLAST search of LGQYASPTAK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

|Smre: Mr(calc):  Delta Sequence
520 |1345.706390|-0.002822 LGQYASPTAK
189 |1345.706406 -0.002838 QGLYTPQTK

173 |1345.706390|-0.002822 LGQYDQALK

6.7 1345713608 |-0.010040 NGMLLTGGGKDRK
5.8 |1345.692474/0.011094 [ VASCRYPALGPR
54 |1345.717636|-0.014068 QMPQPTFTLRK
149 |1345.683746/0.019822 |QDASTLISDLQR
141 |1345.694977/0.008591 | TQKDTGVNEKAR
33 |1345.720993|-0.017425 | QVGMICERLLK
119 |1345.720139|-0.016571 |ASAVLSSVPTTASR

| Mascot: hittp/www matriiscience.com/
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Peptide View

MS/MS Fragmentation of TEQWSTLPPETK
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1

Match to Query 37538: 1726 847728 from({864.431140,2+) rtinseconds(2017) index(51328)
Title: Locus:1.1.1.3345.15 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘IBUU Da Full range

Label all possible matches (' Label matches used for scoring @

3 ‘; g @'aaﬂj $ *-“‘ 3
7 : - 8l 7 s g S
1L ||| | . AR |ﬂh| |I |hH|||I L4 nl il ” N W '|'"| nIJ i —— i ia - : o= o :
200 iy B0 Lslils] 1200 1 1600 1800

Monoisotopic mas= of nentral peptide Mr(cale): 1726.260001

Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
03 ! Biotin:Thermo—-21345 (0}

Ion=s Score: 3B Expect: 0.0059
Matches : 21/126 fragment ions using 41 most intense peaks (help)

I # b | b | b | - B0 | B lse,q_ > o S ‘ 30 ‘ > i
| 1) 102.054955| 51531116 | 84.044390| 42525833 T | | 2
| 2| 231.097548|116. D<2412| 213.086983|107.047130| E | 1626 819607|813 913442|1609 793058 805 400167 1608 809042 804 908159 11
| 3| 670.322874/335.665075 653. 295325|32? 151801| 652312309(326.659793| Q |1497.777014 |749 392145|1480 750465 | 740.878871 1479 766449 740.386863 |10
| 4| 856.41]218?|428.?t}4?32! 839375638 420.191457| £38391622 419.699449| W |1058.551688 |529.779482 1&41.525139|<212552|:}8|m40 541123/520. ??4ZDD| 9
| 5| 943434215/472.220746 926407666 463 707471 925423650 463.215463| S | 872.472375 |436.739826| 855445826 428226551 854.461810|427. :'34543|
| 6/1044.481894|522.744585|1027.455345 514231311 1026471329 513.739303| T | 785.440347 [393.223812| 768.413798 384.710537| 767.429782|384.218529| 7
| 7/1157.565958 579.286617|1140.539409|570.773343 1139.555393 570.281334| L | 684.392668 [342.699972| 667.366119 334.186698| 666.382103|333.694690| 6
| 8/1254. 513?22|52? 812999 1237592173 619.299725| 1236 5&315?|513 807716 P | 571.308604 286157940, 554 .282055(277.644666| 553 ’rggmm:ﬂ 152658| 5

9/1351.671486676.339381|1334.644937|667.826107 1333.660921 |667.334098| P | 474.255840 |237.631558| 457.229201 229.118284| 456245275 228.626276| 4
|1u:14su.;141];91?4&3595?3|1453_53?530|?32_34?433 1462.703514|731.855395| E | 377.203076 189.105176 360.176527 180.591902| 359.192511|180.099894| 3
11/1581.761758|791.384517 | 1564.735200 | 782.871243 |1563.751193|782.379235 | T | 248.160483 |124.583879 231.133934 116.070605| 230.149918|115.578597| 2

K

12 | | | | |

147.112804, 74.060040| 130.086255| 65.546765 1

5 L. . BECSS, 1 R g_; 0 commoro oo Mo W e e e e P o e e o o
= R e e
|8 |8
R & :
L e e L S e
T T T T T T T T T T T T 1 _150 T T T = T T T T T T T T T T 1
200 iy i} el 1000 1200 100 200 i el el 1060 1200 10
REMs errar 37 ppm Mazs cha RMZ ertar 37 ppm Mazs cha

NCBI BLAST search of TEQWSTLPPETEK
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this guery

Score  Mr(calc):  Delta Sequence |
37.6 |1726.860001|-0.012273 | TEQWSTLPPETK

129 |1726.867188 |-0.019460 KDHAEMQAVIDAKQK
8.1 [1726.849960|-0.002232| TEREGQGGAGPVGGQGPR
2.1 |1726.853485|-0.005757 MASGHAFQPDLVK

110 |1726.831009/0.016719 |MLPVDEFLPVMYNK

0.1 [1726.871216/-0.023488 NLNTKLQMYFQSPK

| Mascot: hitp://www matrixscience com/
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Peptide View

MSMS Fragmentation of GLEEELQFSLGSK
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1

Match to Query 38088: 1746 884142 from({583.301990,3+) rtinseconds(2555) index(53815)
Title: Locus:1.1.1.3533 3 File:"2013-07-02 CLN EXII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

to |1400

Full range

Da

Label all possible matches (' Label matches used for scoring @
E
5 g2 8 S, o
MH

|||||| I !II||| | !|| |Iil||l| 'h""|"l |I||||I| || |||i|||| || |I|||I|| L1 Ll b || Iil L - I:. |

100 2000 F00 i el 600 ?CICI S0 Qi 1000 1100 1200 1300 1400
Monoisotopic mas= of nentral peptide Mr(cale): 1746.286200
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
o7 ! Biotin:Thermo—-21345 (0}
Ion= Score: 31 Expect: 0.022
Matches : 29/126 fragment ions using 76 most intense peaks (help)
[ 4 - | W 0 0t | - 7y = W | 0 ol
i | S b LS B s B ¥ LGNNI e SO .
| 1 58028740/ 29518008 | | | | G | | 51:«i
| 2| 171.112804| 86.060040| | | L | 1690.872035 845 939656 1673 845486 837 4263811672 861470 836 934373 |12
| 3| 300.155397|150.581336 | 282.144832(141.576054| E | 1577.787971|789 397624 |1560. ?514”2|TED 884349/ 1559777406780 39234111
| 4| 429.197990(215.102633 | | | 411.187425/206.097351| E | 1448.745378 724 876327 |1431.718829 | 716. 363053 | 1430. 734813|715.871043 |10
| 5| 558.240583 279623930 540.230018|270.618647 E |1319.702785 660355031 1302 676236 651.841756|1301.692220 651 349748 9
| 6| 671.324647|336.165962 | 653.314082327.160679| L |1190.660192 |595.833734|1173.633643 587320460 1172.649627|586.828452 | 8
| 7/1110.549973 555.778624|1093.523424 547.265350 1092.539408 546.773342| Q |1077.576128 |539.291702|1060.549579 530.778428| 1059.565563|530.286419| 7
| 8/1257. 51333?|529 312832 1240 591838 620.799557 1239.607822 620 307549 F | 638.350802 |319. 5?9039| 621. 3:4253|311 165765| 620.340237|310.673757| 6
| 9/1344.650415|672.828846|1327.623866 664315571 |1326.639850|663 823563 § | 401282388 |246.144832 474255839 237.631557| 473.271823/237.139549| 5
10 145?.?344?9!?29.3?&8?8|144D_?D?930|?ID_85?6[}3 1439.723914|720.365595| L | 404.250360 |202.628818| 33?.223311;194.115543] 386239795 193.623535| 4
11/1514.755943|757.881609|1497.729394 740 368335 | 1496.745378 748.876327| G | 291.166296 |146.086786| 274.139747137.573512| 273.155731|137.081504] 3
12/1601.787971 |801.397624 | 1584.761422 792.884349 1583777406 792.392341| S | 234144832 217.118283 109.062780| 216.134267 108.570772| 2
13 | | K | 147112804 | T4. n}snn4t}| 130086253 65346763 | 1
- 0'04'_ """""""""" B S g 50 e
T e = .
sﬁ i 5 L] - ¥ sﬁ i el S T s T S S T S S S S S S TS el b o e e e e e e e S e e S e e e W oo
t mE L - T '. R = t
w0 S e A G i, A e A H R, e L 1

4" A B e e e e
-0.02 T T T T T T T T T T T T 1 : T T T T T T T T T T T 1
2000 i G0 G jLelile] 1200 1400 2000 i G0 G0 1600 1200 1400

RMZ ertar 22 ppm Mazs cDa? RMZ ertar 22 ppm Mazs CDa?

NCBI BLAST search of GLEEEL QFSLGSK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this gquery

Score  Mr(calc):

Delta

Sequence

1308 |1746.886200

-0.002058

GLEEELQEFSLGSK '

Mascot: hitp/vwww matriscience.com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of EPFLSCCQFAESLR
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1

Match to Query 44806: 2053 939488 from(1027 977020 2+) rtinseconds(2502) index(53566)
Title: Locus:1.1.1.3514.16 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or.
Label all possible matches O

Plot from |1EIEI

to [1900 Da

Full range

Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(calc):

Fixed modifications: Carbamidomethyl (C)

Variable modifications:

Q8

Ion=s Score:

! Biotin:Thermo—-21345 (0}
62 Expect: 1.3e-005

2053.5942368

(apply to specified residues or termini only)

Matches : 19/138 fragment ions using 34 most intense peaks (help)
# s | v | e | w B b Ses v ¥ <l o
| 1) 130.049869| 65.528572] | 112.039304| 56.523290 E | | 14
| 2| 227.102633|114.054954] | 209.092068|105.049672| P | 1925.907059 963 457168| 1908 880510 954.943893 | 1907 896494 954 45188513
| 3| 374.171047|187.589161| | 356.160482|178.583879| F |1828.854295 |914.930786|1811 827746 906417511 | 1810.843730|905 925503 |12
| 4| 487.255111|244.131193| | | 469.244546235.125911| L |1681.785881 841396579 |1664. 759332832 383304/ 1663. 775316 /832.391296 |11
| 5| 574287139(287 647208 | 556276374 |278.641925| S |1568.701817 | 184.854547|1551 675268 | 776.341272 | 1550.691252|775.849264|10
| 6 734317788(367.662532| | 716.307223|358.657250| C |1481.669789 |741.338533|1464.643240 732.825258|1463.659224|732.333250| 9
| 7| 894348437(447. 5??35?| | 876.337872|438.672574 € |1321.639140 661.323208 1304.612591 652.809934|1303.628575/652.317926| 8
| 81333, 5?3?53|55? 29051n|1315 547214(658.777245 1315 563198|658.285237| Q |1161.608491 |581.307884| 1144 581942 572.794609 | 1143.597926 572.302601| 7
| 9/1480.642177|740.824727|1463 615628 732311452 | 1462 631612 |731.819444| F | 722.383165 |361.695221| 705. 3%5515|3*=3 181946 704372600 352689938 6
Iﬁ1551_5?92911??5_343234i1534_552?41;?5?_330009 1533.668726|767.338001| A | 575.314751 [288.161014| 558288202(279.647739| 357. 394135'2?9155?31| 5
11 1680.721884 840, 354530|1553 695335(832.351306 1662.711319(831.850298| E | 504.277637 |252.642457) 487251088 |244.129182| 486.267072 243.637174] 4
112(1767.753912 884 380594 1750. 727363 |875.867320|1749.743347(875.375312| S | 375.235044 |188.121160| 358.208495(179.607885 | 357.224479(179.115877| 3
13[1880.837976 940 9226261863 811427932 409352 1862827411 931 917344| L | 288.203016 144 605146 271176467 136091871 | 2
14 | | i | | 'R | 175.118952| 88.063114| 158092403 79.549839 E
% ™ L
i P | B PR, ;:f g g s N s g
5 A 2N | i S
008+ ===-msmmsmsssssssssssssssssssssssssossosnoooos
—— -0 +—7— — — —

RMS

errar 31 ppmn

NCBI BLAST search of EPFLSCCQFAESLE
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query
Score  Mr(calc): Delta Sequence |
|61.9 20353 942368 |-0.002880 EPFLSCCDFAESLR!

Mazs cDa

EM= errar 31 ppm

Mazz CDa

Mascot: hitp? www_matrmscience com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of LLATLCSAEVCQCAEGK
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1

Match to Query 47566: 2220.032952 from(741.018260.3+) rtinseconds(2131) index(64602)

Title: Locus:1.1.1.3221.14 File:"2013-07-02 CLN FXIII 30 min 3rd FT wiff"

Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

to |2200

Da

Label all possible matches (' Label matches used for scoring ®

Full range

| : :
| E g
| 2 7
| itk |/ I\ i Ll iwe L Al i . -
0 200 i =1l S0 1600 1200 1400 1600 1500 20000 2200
Monoisotopic mas= of nentral peptide Mr(cale): 2220.041082
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
Q12 ! Biotin:Thermo—-21345 (0}
Ion=s Score: BE Expect: 1.5e-008
Matches : 27/160 fragment ions using 37 most intense peaks (help)
++ | + | e 0 O+ | - ++ - e 0 0+ |u
# B | b b b R Seq. ¥ ¥ ¥ v | ¥ ¥ [
| 1) 114091340 57549308 | | | L | 7
| 2| 227.175404| 114091340 | | | | L |2107.964318 |1054 485797|2090. 937769 1045 972522 2089953753 1045 48051416
| 3] 298212518| 149609897 | | | | A | 1994 880254| 997943765 1977.853705 089 430491 1976 869689| 988 938483 15
| 4 399.260197| 200.133737| | 381249632 191128454 T | 1923.843140| 962425208 1906816591 953.911934 1905832575 95341992614
| 5| 512344261 256675769 494333696 247.670486) L 1822.795461 | 911901369 1805768912 903388094 1804.784896 902896086 13
| 6 672.374910| 336691093 654364345 327.685811) € |1709.711397 | 855359337|1692 684848 846 8460621691 700832| 846.354054|12
| 7| 759.406938| 380.207107 741396373 371201825 S |1549.680748 | 775344012|1532.654199| 766.830738|1531.670183| 766.338730|11
| 8 830.444052| 415.725664 812.433487| 406.720382| A |1462.648720 | 731.827998 1445 622171| 723.314724 (1444 638155| 722.822716(10
| 9 959.486645 480246961 941476080 471241678 E |1291.611606 | 696309441|1374 585057 687.796167|1373 601041 | 687.304159| 9
10/1058.555059| 529.781168 | | 1040 544494 520775885 V |1262.569013 | 631788145 1245542464 623.274870(1244 558448 622782862 8
11/1218.585708| 609.796492 | | 1200575143 | 600.791210| C |1163.500599 @ 582253938 1146474050 573.740663 1145490034 573248655 7
12/1657.811034 820409155 1640.784485| 820.895881|1639.800469| 820403873 Q |1003.469950 | 502238613 986443401 493.725339| 985459385 493233331 6
113/1817.841683 | 909.424480|1800.815134| 900.911205 1799.831118| 900419197| € | 564244624 282625950 547.218075| 274.112676| 546.234059 273620668 5|
14)1888.878797| 944.943037 1871.852248 936429762 1870.868232| 935937754 A | 404.213975 | 202.610626| 387.187426 194.097351  386.203410| 193.605343| 4|
152017.921390 1009464333 2000.894841 1000.951059 1999.910825 1000459051 E | 333.176861| 167.092069  316.150312| 158578794  315.166296 158.086786| 3
16 2074.942854 1037.975065 2057.916305 1029.461790 2056.932289 1028969782 G | 204.134268 | 102.570772| 187.107719 94.057497| | 2
17| | | K 147112804 74060040 130086255 65546765 | 1|
I = = = == == = m e m e - ;
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REMS error 12 ppm Mazs (Dal RMS error 12 pom Mass (Dal

NCBI BLAST search of LLATLCSAEVCQCAEGK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

|Soure

Mr(cal): ~ Delta

Sequence

87,

. "

2220.041092 |-0.008140 | LLATLCSAEVCQCAEGK

3.9

2220.048080 | -0.015128 !EPDEGAELPEATGTTSI{R

04

2220.048752 ! -0.015800 |ADDDAF\1"L QSLITDAFHDK

Mascot: hitp/www matriscience.com/
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Peptide View

MS/MS Fragmentation of AACAQLNDFLQEYGTQGCQV
Found in CO4A HUMAN, Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=2

Match to Query 53263: 2583 155502 from{862. 059110 3+) rtinseconds(2740) index(54999)
Title: Locus:1.1.1.3596.12 File"2013-07-02 CLN FXIII 30 min 3rd F 4 wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfi3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |EI

to |2200

Full range

Da

Label all possible matches (' Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carkbamidomethyl (C)

Variable modifications:
! Biotin:Thermo-21345 ()

Q5

Ion=s Score:

61 Expect: 2.2e-006

2583.155624

[apply to specified residues or termini only)

Matches : 13/194 fragment ions using 17 most intense peaks (help)
# v | B b bt b ™ Ses v v v i ¥’ A
1| 72044390 36525833 | | | A | 20
| 2] 143.081504] 72.044390 | | | A | 2513.125782|1257.066529|2496.099233 | 1248 553254 |2495.115217 | 1248.061246 |19
| 3] 303.112153| 152.059714| | | | | € | 2442088668 1221.547972(2425.062119]1213.034697|2424.078103 1212.542689 18
| 4| 374.149267| 187.578271| | | | | A | 2282.058019|1141.532647|2265.031470|1133.019373|2264.047454 1132.527365 17
| 5| 813.374593 | 407.190935 796 348044| 398 677660 Q | 2211020905 1106014090 /2193994356 1097 500816|2193 0103401097 008808 16
| 6| 926.458657 | 463.732967| 909.432108| 455.219692 | L | 1771.795579| 886.401428 1754.769030| 877.888153/1753.785014| 877.396145 15
| 7/ 1040.501584| 520.754430 1023475035 512.241153 N | 1658711515 829.859396|1641684966 821 346121/1640.700950| 820.854113 14
| 811155.528527 | 578.267902|1138.501978| 569.754627|1137.517962| 569.262619| D | 1544.668588| 772.837932)1527.642039 764.324658|1526.658023| 763.832650/13
| 911302.596941 | 651.802109|1285.570392| 643.288834/1284 586376 642.796826 F | 1429.641645| 715324460 1412.615096 706.811186/1411.631080| 706.319178 12
10 1415.681005 | 708344141 |1398.654456| 699.830866 1397.670440 699.338858 L | 1282.573231| 641.790253 1265546682 633.276979|1264.562666  €32.784971 11
111543.739583 | 772.373430|1526.713034 | 763.860155 1525.720018| 763368147 Q | 1169.489167| 585.248222(1152.462618 576.734947|1151.478602| 576.242939 10
12[1672.782176 | 836894726 1655.755627| 828.381452|1654.771611  827.889444| E |1041.430589 | 521218932/1024 404040 512705658 1023.420024| 512213650 9
13(1835.845505 | 918426391 1818 818956 909.913116 1817.834940) 909421108 Y | 912.387996 456697636 895361447| 448 184361 894377431| 447692353 8
14| 1892.866969| 946.937123|1875.840420| 938.423848|1874.856404| 937.931840 G | 749.324667| 375.165971 732298118 366.652697| 731.314102| 366.160689 7
15| 1993 914648 997 460962 1976 888099 988 947688 1975904083 988455680 T | 692.303203 346655239 675276654 338141965 674292638 337649957 6
16| 2121.973226|1061.490251 | 2104.946677|1052.976976 2103.962661 1052484968 | Q | 591.255524| 296.131400) 574.228975  287.618125| | 5
17| 2178.994690|1090.000983 2161.968141 1081 487708 | 2160.9841251080.995700) G | 463.196946 | 232.102111  446.170397| 223588836 | 4
18 2339.025339|1170.016307 2321.998790|1161.503033|2321.014774 1161.011025| C | 406.175482| 203.591379 389.148933| 195.078104| 3
19| 2467.083917|1234.045596 2450.057368 | 1225.532322|2449.073352|1225.040314| Q | 246.144833 | 123.576054| 229.118284  115.062780] E
20| | | | | | |V | 118086255 59.546765| | | | 1

e e e L e
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errar 9 ppm

Mazs cDa? RMz errar 9 ppm

NCBI BLAST search of AACAQLNDFLQEYGTQGCQV
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this gquery

Score  Mr(calc):

Delta

Sequence

609 12383.155624

-0.000122

AACAQLNDFLOEYGTOQGCOQV

116.7 |2583.155624|-0.000122

| AACAQLNDFLQEYGTQGCQV

05 |2583.1477050.007797

MYAMESSLEDMDAT ET DEEME

Mazs C0al

Mascot: hiipy/weww matriscience com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of AASGTQNNVLR
Found in CO7 HUMAN, Complement component C7 OS=Homo sapiens GN=C7 PE=1 S§V=1

Match to Query 29445: 1440 766932 from(481 262920 3+) rtinseconds(1580) index(2835)

Title: Locus:1.1.1.3120 .9 File:"2013-07-02 CLN EXII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to |13[][] Da Full range
Label all possible matches (' Label matches used for scoring @
% E
. -t
ﬁ — + oo
— bt =+ + ~ | —
i m e o I o
= t i e T o ®
- £l & g ! £
I|‘|||1||‘ o II‘ 1L ‘|I|I 71 Y T P FCRPE 17 UL 1§ NG |
100 il iy Gy B Fac S Qi 1000 1100 1200 1300
Monoisotopic mas= of nentral peptide Mr(cale): 1440.750717
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
06 ! Biotin:Thermo—-21345 (0}
Ion= Score: 26 Expect: 0.016
Matches : 15/94 fragment ions using 30 most intense peaks (help)
[ 4 | - | W 0 0t | - 7y = W | 0 ol
i | S b LS N o B ¥ G ¥ SO .
| 1 72.044390| 36525833 | | A | | 11
| 2| 143.081504| 72044390 | | | A | 1370.720895 685.864086| 1353694346 677.350811|1352.710330|676.858803 |10
| 3] 230.113532|115.560404 | 212.102967|106.555121| S | 1299.683781 630 345520 1282 657232 641.832254|1281.673216 641. 340245I 9
| 4 287.134996|144.071136 | | 269.124431|135.065854| G |1212.651753 |606.829515|1195. 5’?5204|-’~93315’*40|1194 641188 597. 324232|
| 5| 388182675194 594976 370.172110|185.589693| T | 1155.630289 578.318783 | 1138.603740| 569.805508 | 1137619724 569. 3135m}| 7
| 6| 827408001|414.207639| 810.381452 405.694364) 809.397436/405.202356| Q |1054.582610 |527.794943 1037 556061 519281669 | |6
| 7) 941.450928471.229102| 924.424379|462.715828 | 923440363 462.223820| N | 615357284 |308.182280| 598330735 299.669006| | 5
| Bi1D53_493855|528_25l}566 1038.467306/519. ?3?291|m3=433*90i519245133 N | 501.314357 [251.160816| 484 287808 242 647542 | 4
| 911154.562269|577.784773|1137.535720569.271498 1136551704 568.779490| V | 387.271430 |194.139353| 370.244881185.626078| | | 3|
10|1267 646333634 326805 1250.619784 625 813530 1:49_535?53!525_321521| L | 288.203016 |144.605146| 271.176467 136.091871| | 2|
11| | | | | | R | 175.118952 | 88.063114| 158.092403| 79.549839| | 1
: 0.05—5 ————————————————————————————————————— e % o I
TR IS SN i R
R A - mmm-m- - el e S S
200 iy i) LAl 1000 1200 20 iy B Ll 1000 1200
RMS error 27 ppm Mazz cDal RHS error 27 ppm Mazz cDal

NCBI BLAST search of AASGTQNNVLRE

(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM3()

Other BLAST web gateways

All matches to this query

Score  Mr(calc): ~ Delta |

Sequence

1261 |1440.750717

0.016215 IAAS GTQNNVLE

69 |1440.754745

0.012187  WEATQQVLR

150 1440754745

0.012187 |$.'EATD QVLR

Mascot: hitp/vwww matriscience.com/
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Peptide View

MS/MS Fragmentation of WLVGEMHCQK

Found in CO7 HUMAN, Complement component C7 OS=Homo sapiens GN=C7 PE=1 S§V=1

Match to Query 34025: 1597 772472 from(533 598100,3+) rtinseconds(1890) index(4501)
Title: Locus:1.1.1. 3228 14 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1EIEI

Label all possible matches O

to [1500

Da

Full range

Label matches used for scoring @

| | II}\ i o
160 260 360 4 ?60 860 950 1060 1150 1200 1350 1450 1560

Monoisotopic mas= of nentral peptide Mr(cale): 1597.756744
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable modifications:
05 ! Biotin:Thermo-21345 ()
Ion=s Score: 30 Expect: 0.0017
Matches : 12/74 fragment ions using 22 most intense peaks (help)
[ i - | W 0 0t | - 7y = e | 0 ol
i | s b LS B s B ¥ G ¥ SO .
| 1) 187.086589| 94046932 | | W | | 10
| 2| 300170653 |150.588965 | | | L |1412.684711 |706 845994(1395 658162 698 332719 1394 674146 697. 340?11| 9
| 3| 399.239067/200.123172 | | | |V | 1299.600647 630.303962|1282.574098 641.790687 | 1281.590082 641 298679 8
| 4 456260531|228633904, | | | | G |1200.532233 |600.769755|1183.505684 592.256480 | 1182.521668 | 591.764472| 7
| 5| 585303124 293155200 $67.292559|284.149918| E | 1143 510769572 250023 | 1126 484220 563 745748 | 1125 500204563 253740/ 6
| 6| 716343609358 675443 | 698.333044 349.670160| M |1014.468176 |507.737726| 997 441627 499224452 | | 5
| 7| 853.402521(427.204899 | 835.391956(418.199616| H | 883.427691 |442217484| §66.401142 433.704209| | 4
| 811013 .433170|507.220223 | 995422605 (498214941 C | 746.368779 373688028 729 34223D|355 174753 | | 3
| 911452658496 726.832886 1435.631947 | 718319612 1434.647931 717.827604| Q | 586.338130 |293.672703| 569.311581285.159429 | | 2
10| | | | K | 147.112804] 74.060040 130.086255 65.546765] | | 1
L L EEE LR TP e R EE LT e = T
Sl < R — .
R e S S e

0 _________________________________ J_- ___________ |:| _________________________________ £ G e RO CE GO O Ol S ek

| I 56(:' I | I I ?5I|:| | | | Iicll:"::l | | | I12I50 I I | | | | 560 | I I | ?5I|:| | | | Iicl::"::l I I | I12I50 | | I |

REMS error 48 ppm

NCBI BLAST search of WLVGEMHCQEK

Mazs CDal

(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)

Other BLAST web gateways

All matches to this query

Score  Mr(cal):  Delta |

Sequence

1207 |1597.756744/0.015728 | WLVGEMHCQK

03 |1597.763718/0.008754|LWKDEGRWEHDK

RMS error 48 ppm

Mazs CDal

Mascot: hitp/www matriiscience.com/
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Peptide View

MS/MS Fragmentation of LSGNVLSYTFQVK
Found in CO7 HUMAN, Complement component C7 OS=Homo sapiens GN=C7 PE=1 S§V=1

Match to Query 38468: 1765 945788 from(883 9801702+ riinseconds(2479) index(7849)
Title: Locus:1.1.1.3433.17 File"2013-07-02 CLN FXIII 30 min 3rd F 1 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to I‘ITUU Da Full range

Label all possible matches (' Label matches used for scoring @
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100 200 300 [1el8] FO0 aon Q00 1000 1160 1200 1300 1400 1500 1a00 1700

Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)
Variable modifications:

011 ! Biotin:Thermo—-21345 (0}

Ion=s Score: 66 Expect: L.3e-006
Matches : 12/128 fragment ions using 15 most intense peaks

1765.943680
(apply to specified residues or termini only)

(help)

HE3

l'.ﬂ

b | b | b* b=t b? | e !Sm;'- ¥ ¥ | v ‘ v’ 3

114.091340| 57.549308 | | | L | 13
|
|

1

201123368101 065322 183.112803| 92060039 S | 1653.866891|827.437084|1636.840342 818.923809 | 1635.856326 818.431801 12|
258.144832129.576054 240.134267/120.570771| G | 1566.834863 783.921070|1549.808314 775407795 | 1548 824298 | 774.915787 11
| 372. 187759 186. 59?51?| 355.161210 178.084243| 354.177194(177.592235| N | 1509.813399 755410338 1492.?8685Di?46.89?[}63I1491.802834'?464DSD<5|1I}
471.256173|236 131724| 454229624 (227 618450 453 243608 (227 126442 V |1395.770472 |698 388874 |1378.743923 689 875600 1377.759907 689 383592 9
584.340237(292.673757 567313688 284.160482| 566.329672|283.668474) L [1296.702058 648.854667 1279.675509 640.341393 |1278.691493 639.849385 8
671.372265(336.189771| 654345716 327.676496 653.361700 327.184488| S |1183.617994 |592.312635 1166591445 583.799361|1165.607429|583.307353 | 7

817.409045 409.208161 816425029 408.716153| Y |1096.585966 548796621 1079.559417 540.283347|1078.575401 539.791339| 6

834 435594 417 721435
935.483273|468.245275| 918.456724 459.732000| 917.472708(459.239992| T | 933.522637 |467.264957) 916.496088 458.751682| 915.512072|458.259674| 3

sl

Blelw _'_i_'_ o] [
'=|"~9W‘-IG'HUI|&HN|—'
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Q
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NCBI BLAST search of LSGNVLSYTFQVE
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this gquery

Score Mr(calc):  Delta
66.2 1765943680 0.002108
1120 |1765.931763/0.014025 NMIEVVTSEMKTLKK
70 |1765.921005(0.024783 |VENTLNIHEDLDKVK
32 |1765.950882|-0.005094 VIGNVSKKTNYLVMGR

0.1 |1765.940262|0.005526 EAKLYLFQAQEWLK

Sequence
LSGNVLSYTEQVK

| Mascot: hitp://www matrixscience com/
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Peptide View

MS/MS Fragmentation of IACVLPVLMDGIQSHPQKPFYTVGEK
Found in CO7 HUMAN, Complement component C7 OS=Homo sapiens GN=C7 PE=1 §V=1

Match to Query 59974: 3237682216 from(810.427830 4+) rtinseconds(2583) index(8288)

Title: Locus:1.1.1.3469 9 File:"2013-07-02 CLN EXII 30 min 3rd F 1 wiff"
Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |EI

to |3000

Da

Full range

Label all possible matches (' Label matches used for scoring @
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Monoisotopic mas= of nentral peptide Mr(calc):

Fixed modifications: Carkbamidomethyl (C)

Variable modifications:

3237.675262

[apply to specified residueses or termini only)

Q17 : Biotin:Thermo-21345 (Q)
Ion=s Score: 33 Expect: 0.012
Matches : Z4/256 fragment ions using 59 most intense peaks (help)
8 B | ¥t | B et B ™ Seq. ¥ ¥ = = ¥ o |
| 1| 114.091340| 57549308 | E 26
| 2| 185128454 93.067865| | | A | 3125.598471/1563 302873 3108.571922 | 1554.789599 3107.587906 1554 297591 |25
| 3| 345.159103| 173.083190| | | | | € | 3054.561357|1527.7843163037.534808|1519.271042|3036.550792 | 1518.779034 |24
| 4] 444.227517| 222617397 | | | |V 12894530708 |1447.768992|2877.504159|1439.255717|2876.520143 | 1438.763709 23
| 5| 557.311581| 279.159429 L | 2795.462294/1398 234785 2778 435745 |1389.721510 2777451729 1389 229502 |22
| 6 654364345| 327685811 | P |2682.378230 |1341 692753 2665 351681 1333.179478 | 2664 367665 |1332.687470 21
| 7| 753432759| 377.220018 V | 2585325466 1293 166371 /2568298917 |1284.653096 2567.314901 1284 161088 20
| 8 866516823| 433762050 | | L |2486.257052 |1243 632164 2469.230503 | 1235.118889 | 2468 246487 1234 626881 |19
| 9| 997.557308| 499282292 | | M |2273.172988 |1187.090132|2356.146439 | 1178 576857 | 2355.162423 | 1178.084849 18
110/1112.584251| 556 795764 1094573686 547.790481| D | 2242.132503|1121 569889 2225.105954 | 1113.056615|2224.121938 | 1112.564607 |17
11/1169.605715| 585306495 | 1151.595150| 576301213 G | 2127.105560|1064.056418/2110.079011 |1055.543143 [2109.094995 1055.051135|16
12/1282.689779| 641.848527| | 1264679214 632843245 T | 2070.084096 1035.545686]2053.057547 1027.032411 |2052.0735311026.540403 |15
13[1410.748357| 705.877816 1393 721808| 697 364542(1392.737792 696872334 Q | 1957.000032) 979.003654 1939 973483 970.490380 1938 989467  969.99837114
14/1497.780385| 749.393830|1480.753836 740.880556/1479.769820 740388548 S | 1828.941454] 914974365 1811914905 906461091 1810.930889| 905969083 |13
151634 839297| 817.923286|1617.812748| 809410012 1616.828732| 808.918004) H | 1741.909426| 871458351/1724 882877 862.945077|1723.898861 862453068 12
16/1731.892061| 866449668 |1714.865512| 857.936394 1713.881496| 857444386 P |1604.850514 | 802928895 1587823965 794.415621|1586.839949| 79392361211
117/2171.117387|1086.062331|2154.090838 | 1077.549057|2153.106822|1077.057049| Q | 1507.797750| 754.402513|1490.771201 | 745.889239|1489.787185  745397230/10
118/2299.212350|1150.109813 [2282.185801 | 1141.596538| 2281201785 |1141.104530| K | 1068.572424| 5347898501051 545875 526.276575|1050.561859 525784567 9
192396265114 1198636195 2379.238565|1190.122920|2378.254349|1189.630912| P | 940.477461 | 470.742368 923450912| 462.229094| 922466896 461.737086| 8
202543 333528 1272.170402 [2526.306979 | 1263.657127 2525322963 | 1263.165119| F | 843424697 422215986| 826.398148| 413.702712| 825414132 413210704| 7
212706 396837 | 1353 702066 2689.370308 1343 188792 2688 386292 1344 696784 Y | 696356283 | 348681779 679329734 340168303 678343718 339676497 6
1222807 444536|1404 225906 2790.417987 1395 712631 2789 433971 1395220623 | T | 533.292954| 267.150115| 516266405 258.636840| 515282389| 258144832 5
12312906.512950|1453 760113 | 2889 486401 | 1445 246838 | 2888 502385 |1444.754830| V | 432.245275 | 216.626275| 415218726 208.113001| 414234710 207620993 4
1242963 534414| 1482 270845 | 2046 507865 | 1473 757570 2945 523849 1473265562 G | 333.176861| 167.092069| 316.150312| 158.578794| 315.166296 158086786 3
125/3092.577007|1546 792141 |3075.550458 | 1538 278867 | 3074.566442|1537.786859| E | 276.155397| 138.581337| 259.128848 | 130.068062| 258144832 129576054 2
26 | | | K | 147.112804] 74.060040| 130.086255| 65.546765 | E
8 PR . EIRRERE TN, D
5 0 Fortoeoooo... D .= . ® 5
5 e e e o

-0.1 _-___I____I___I___I____I___I____I___I__'I""I"'I"'I""I"' =100 | “I‘“‘I“‘I“‘I‘“‘I“‘I “““““““““““““““

RMs

error 36 ppm

Mazs CDad

1
Foac
RHs

NCBI BLAST search of [ACVLPVLMDGIQSHPQEPEFYTVGEK
(Parameters: blastp, nr protein database, expect=20000, no filter, PANM30)
Other BLAST web gateways

All matches to this query

Score  Mr(calc):

Delta |

Sequence

1333 [3237.6752620.006954 [IACVLPVLMDGIQSHPQKPFYTVGEK

1234 |3237.675262|0.006954 IACVLPVLMDGIQSHPQKPFYTVGEK

error 36 ppm

1
FOac

Mazs (Dal

Mascot: hitp/'www matriscience.com/




MATRIX

Y Mascot Search Results

SCIENCE.

Peptide View

MS/MS Fragmentation of AGIQER
Found in COSA HUMAN, Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=1

Match to Query 14214: 983 535228 from(492 774890 2+) rtinseconds(1412) index(16301)
Title: Locus:1.1.1.3054.14 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |1[]EI to !95[]

Label all possible matches (' Label matches used for scoring @

Da

Full range

o
B
P
3
= -
o It > 3
S T o ]
i Ijn, \—"m
I|| .|‘ . .|||.| : ‘ . ‘.‘ ||I||||| I. | 1 I|||||||||I‘ L . o -
16 150 200 280 1ol 380 i 4a0 ale] 550 GO0 i} Fo) FE0 S Sa0 Q) Q50
Monoisotopic mas= of nentral peptide Mr(calec): 983.522217
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
04 ! Biotin:Thermo—-21345 (0}
Ion= Score: 25 Expect: 0.066
Matches : 7/44 fragment ions using 17 most intense peaks (help)
= il
# b | Wt | b b b’ bt Sea ¥y | 7 | vt | Y | M
11| 72 |

2/129.063854 65.036565

| G |913.492399 |457 249838 /896 465850 448736563 | 895.481834 448 2445555

3242

044390 36.525833 |
|
|

149918121 578597 |

| | A | | | | | 6
|
|

| I |856.470935 |428.730106|839.444386 420.225831|838.460370 419.733823 |4

4/681.375244/341.191260 664348695 |332.677986

| | Q |743.386871 |372.197074|726 360322 363.683799 725 376306 363.191791 |3

15/810.417837 405712557

793 391288 397 199282 792 407272(396.707274 E |304.161545

152.584411 287.134996 144.071136 286 150980 143 5791282

6

| | | | | | R |175.118952 | 88.063114/158.092403 | 79.549840 | | I
Qe = = m e -
§ § bl
L 0L Z m e e mm e P e
o [u])
I o L e
0 e . L 0 SRaRuaphaglehegribetit iRt biber pelptu R eghagRphep oo R e RegRegRagh e oo e R e Reg R e
T T T T T T T T T T T T T T 1 I T T T T T T T T T T T T T T T 1
ZA0 el 7a0 280 el Fa0
EMZ erraor 17 ppm Mazs cDa EME ertar 17 ppm Mazs CDa

NCBI BLAST search of AGIQER
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

!.Scom.

l'v.'[r(c:]c}: Delta | Sequence

1251

983.522217|0.013011 !AGIQER

1234

983.52221?!&.01301 1 EQIQER

123.4

983.5222170.013011 | QLQER

141

983 522217/0.013011  AGLEQR

1112 983522202(0.013026 KLMENPPR

112

1983.522217(0.013011 |QLEQR

11.2 |983.530090/0.005138 | QLLNHEGR

[ !

93 983.522217 0.013011 !r[_Q_QER
93 983.5222170.013011|LQQER
189 |983.522217/0.013011 | QQLER

Mascot: httpy'woww matrixscience. com/




licivers Mascot Search Results

Peptide View

MS/MS Fragmentation of LGSLGAACEQTQTEGAK
Found in COSA HUMAN, Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=1

Match to Query 44293: 2030 978548 from(1016 496550 2+) rtinseconds(1708) index(18087)
Title: Locus:1.1.1.3157.12 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgfi3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or

: Plot from |EI

to |4200

Da

Full range

Label all possible matches (' Label matches used for scoring ®

- : 3
M — %‘. o
i i S
2 = S 2 8 Jid " E
> - o E P2 mpE g n
-"‘J: G: S -y r: a ] : E;qd —l k1 I: -0 :‘j ﬂl
& [ BLE > B o9 il 2 gl
2 e Aok i % ; :|“§’1u T ‘
| ||lI|Ii .|J|..m|.|i 1 I||| |I| i [ a : ; L I ; ; | : i : i | i
0 i S0 1200 1600 2000 2400 2800 F200 3600 LAelie]
Monoisotopic mas= of nentral peptide Mr(cale): 2030.3976501
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q10 ! Biotin:Thermo—-21345 ()
Ion=s Score: Lo Expect: 7.3e-006
Matches : 29/164 fragment ions using 55 most intense peaks (help)
- | e | wt 1] 0+ | : ++ . =t (1] 'I}'H" el
# B | ®*t | B b B b Seq. ¥ ¥ ¥ ¥ | ¥ ¥ [
| 1) 114.091340| 57549308 | | | L | 7
| 2| 171.112804| 86.060040| | | | G | 1918 899727 959.953502|1901 873178 951 440227 1900889162 950.948219 16
| 3| 258.144832|129 576054 | 240.134267(120.570772| S | 1861 878263 931 442770|1844 851714 922 929495 | 1843 867698 922 437487 |15
| 4 371.228896|186.118086 | 353218331|177.112804| L | 1774.846235|887.926756 1757 819686 |879.413481|1756.835670|878.921473 |14
| 5| 428250360 214 628818 410.239795|205.623536| G |1661.762171 831384724 1644735622 822 871449 1643 751606(822 379441|13
| 6 499.287474/250.147375 481276909 (241142093 | A |1604.740707 |802.873992|1587 714158 | 794.360717 | 1586.730142| 793 86870912
| 7| 570.324588 285 665932 552314023 276.660650) A |1533.703593 |767.355435/1516 677044 758 8421601515 693028 |758.350152|11
| 8 730.355237|365.681257 712.344672 356 675974 C |1462.666479 |731.836878 1445 639930 (723323603 |1444 655914 |722.831595 |10
| 9 859397830 430202553 841387265 421197271 E |1202.635830 651821553 1285 609281 643 3082791284 625265 642 816270| 9
101298 623156|649 815216 1281 596607 6413019421280 612591 640809934 Q |1173.593237 587300257 1156 566688 578 786982|1155 582672 578 204974 8
11 1399 670835 | 700.339056 1382 644286 691 825781 1381 660270 691333773 T | 734367911 367.687594 717.341362 359.174319 716.357346 358 682311 7
12/1527.729413 | 764 368345 | 1510.702864 755.855070|1509.718848|755.363062| Q | 633.320232 317163754 616.293683 308.650480| 615.309667 308.158472 6
113/1628.777092 |814.892184 | 1611.750543 806.378910|1610.766527|805.886902| T | 505.261654 |253.134465 488235105 |244.621190| 487.251089|244.129182| 5|
14/1757.819685|879.413481 |1740.793136 870.900206 | 1739.809120 870.408198| E | 404.213975(202.610625 387.187426 194.097351| 386.203410193.605343| 4|
151814 841149 907 924213 1797 814600 899 410938 1796 830584 898 918930 G | 275.171382 |138.089329 258 144833 129576054 i 3
16/1885.878263 943 442770 1868851714 934.929495 | 1867.867698 (934437487 A | 218.149918 109.578597 201.123369 101.065322| | z‘
17| K | 147.112804 | 74060040 130086255 65546765 | 1|
n 0'1 ______________________________________________ E 5[:] ————————————————————————————————————————————— k |
?D_ e e e b b S S ?D_ AT e e N B R
£ I > Eomnmees
0 Fomoo oo S e e R g R e e
I T T T EI:!"::I T T T T 10:::":;| T T Ilﬁ:::":;| T T T 1 1 T T T EI:!"::I T T T T 10:::":;| T T T Ilﬁ:::":;| T T T 1
REMS error 25 ppm Mazs (Dal RMS error 25 pom Mass (Dal

NCBI BLAST search of LGSLGAACEQTQTEGAK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All

matches to this query

|Soure

Mr(cal): = Delta

Sequence

55

&

2030.976501 ED.DDZEMT

LGSLGAACEQTOTEGAK

35,

3 ZDED_Q?ESDIID.DDZM?

LGSLGAACEQTQTEGAK

0.8

2030.958710 | 0.019838 i.DPLﬂ\IAAS GAAMSLAGAEK

Mascot: hitp/www matriscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of AIDEDCSQYEPIPGSQK
Found in COSA HUMAN, Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=1

Match to Query 48073: 2247 026232 from(750.016020,3+) rtinseconds(1893) index(19151)
Title: Locus:1.1.1.3222 10 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point
to |2400

Or, Flot from |EI

Label all possible matches O

Full range

Da

Label matches used for scoring ®
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)
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:
! Biotin:Thermo—-21345 ()
Ion=s Score: 45 Expect: 0.00038

Q16

2247.018753

(apply to specified residues

or termini only)

Matches : 21/170 fragment ions using 48 most intense peaks (help)
|# b | pH b* | pett | B0 | b+ Sﬂq.‘ y ‘ 5 ‘ - = ‘f" ‘ FM ‘ 4
|1 72044390 36525833 | | | Al | | | 17
| 2| 185.128454] 93.067865 | | | I | 2176.988934 1088.998105|2159.962385 1&39.4343302&158_9?335951[}?9_991322llﬁ
| 3| 300.155397| 150581336 | | 282.144832| 141576054 D | 2063904870 1032456073 2046 878321 1023 942798| 2045 894305 1023 450790 15
| 4] 429.197990 | 215.102633 | | | 411.187425 206.097351 E 11943.3??92?| 974, 9425&1|1931 851378 966.429327|1930.867362| 965.937319 14
| 5| 544.224933 | 272616105 | 526214368| 263610822 D | 1819.835334| 910.421305 1802.808785 901908031|1801824769 901416022 13
| 6| 704.255582 | 352.631429| | 686.245017| 343626147 € | 1704.808391 852907833 1687.781842| 844 3945391686 797826 843902551 12
| 7| 791.287610 | 396.147443 | | 773.277045| 387.142161| S | 1544777742 772.892509|1527.751193| 764.379235|1526.767177| 763.887227|11
| 8 919.346188 | 460.176732| 902.319639| 451.663458| 901.335623| 451.171450 Q | 1457.745714| 729.376495 1440.719165  720.863221|1439.735149| 72037121210
| 911082409517 | 541708397 1065.382968| 533.195122)1064.398952| 532.703114| Y |1320.687136 | 665.347206 1312.660587 656.833931|1311.676571  656.341923| 9
1101211.452110 | 6062296931194 425561| 507.716419|1193 441545 597.224410 E |1166.623807 | 583.815541|1149.597258 | 575.302267|1148.613242| 574.810259| 8
111308.504874 | 654.756075|1291.478325 | 646.242801 1290.494300| 645.750792| P |1037.581214 | 519.294245/1020.554665 510.780971|1019.570649| 510288963 7
|12|1421.588938 | 711298107 |1404.562389| 702.784832|1403.578373| 702292824 1 | 940.528450 | 470. ?6?863| 923501901 462.254589| 922.517885| 461.762581) 6
13| 1518.641702| 7598244891501 615153 751.311215/1500.631137| 730819206 P | 827.444386 414225831 810417837 405 ?1155?] 809 433821 405220349 5
14) 1575.663166| 788.335221 1558.636617| 779.821946|1557.652601| 779.329938| G | 730.391622 | 365.699449| 713365073 357.186175| 712.381057 35559415?i_4
15 1662.695194| 831.851235|1645.668645 823.337961|1644 684629 822.845952 § | 673.370158 | 337.188717| 656343609 328.675443| 655359593 328.183435| 3
16| 2101.920520 | 1051.463898 | 2084.893971|1042.950623 | 2083.909955 1042458615 Q | 586.338130 | 293.672703| 569.311581| 285.159429| B
17| | | ' K | 147112804 74.060040 130.086255 65546765 1
R % S——. L Ll S
< ] L OH s R RS RS S R R e R RS
s ——— R R -
I R e

iy G g fRelile] 1200 140 1650 diacy 1ol g Relie] 1200 140 1500

RMS errar 27 ppm Mass ¢Da)  RMS error 27 ppm Mazs (Dad

NCBI BLAST search of AIDEDCSQYEPIPGSQK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

IS-uurE

Mr(calc):

D

Sequence |

449

2247 018753 D DD?4?9|AD}EDCSUYEP[PGSOR|

Mascot: hitp/www matritscience.com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of AIDEDCSQYEPIPGSQK
Found in COSA HUMAN, Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=1

Match to Query 53096: 2558 213922 from(853.745250.3+) rtinseconds(2168) index(36211)

Title: Locus:1.1.1 3388 24 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point
to |2600

Or, Flot from |EI

Label all possible matches O

Da
Label matches used for scoring ®

Full range
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:
! Biotin:Thermo—-21345 (0}
! Biotin:Thermo—-21345 (0}

Ion=s Score: 28

Expect: 0.0044

2558.185501

(apply to specified

regidues or termini only)

Matches : 20/170 fragment ions using 46 most intense peaks (help)

A bW b et Y b Sy v S
|1 72044390 36525833 | | | Al | | | 17
| 2| 185.128454] 93.067865 | | | I | 2488.155682 1244.581479 |2471.129133 1235.[}532&4;'24?[1_14511?51235_5?5195|15
| 3| 300155397 | 150581336 | | 282144832 141576054 D | 2375071618 1188.039447 2358.045069 | 1179.526172|2357.061053|1179.034164|15
| 4 429197990 215.102633| | | 411187425 206.097351 E |*150:}445?<|113D<1<9?<|2*43 018126/1122.0127012242.034110|1121.520693 14
| 5| 544.224933 | 272616105 | 526214368| 263610822 D | 2131002082 1066.004679 2113 975533 1057 491404 |2112.991517 1056 999396 13
| 6 704255582 352.631429] | 686245017 343.626147 C | 2015975139 1008491208 1998948590 999977933 1997964574 99943<925i1_z
| 7 791.287610| 396.147443 | | 773.277045| 387.142161 S | 1855.944490 928475883 1838.917941| 919.962609|1837.933925| 919.470601 11
| 811230512936 | 615.760106|1213.486387| 607.246832|1212.502371| 606.754824| Q | 1768.912462| 884.959869 1751.885913| 876.446595/1750.901897| 875.954587 10
| 911393.576265 | 697291771 1376.549716| 688.778496 1375.565700| 688.286488| Y |1320.687136 | 665.347206 1312.660587 656.833932|1311.676571| 656.341924| 9
10 1522.618858 | 761.813067|1505.502309| 753.299793|1504.608293| 752.807785 E |1166.623807 | 583.815541)1149.597258 575.302267|1148.613242| 574.810259| 8
11] 1619.671622] 810.339449 1602.645073| 801.826175|1601.661057| 801334167 P |1037.581214 | 519294245/1020.554665 510.780971|1019.570649| 510.288963| 7
12|1732.755686 | 866.881481 1715.729137 858.368207|1714.745121| 857.876198 I | 940.528450 | 470.767863| 923501901 462.254589| 922517885 461762581 6
13| 1829.808450| 915.407863|1812.781901| 906.894589|1811.797885 906.402581 P | 827.444386 | 414.225831 810417837, 405. ?1255?] 809433821 405220349 5
14/ 1886.829914| 943.918595 1869.803365 | 935405321 |1868.819349| 934913312 G | 730.391622 | 365.699449 713365073 357.186175| 712.381057 35559415?i_4
15 1973.861942| 987.434609|1956.835393| 978.921335]1955.851377 978.429327 § | 673.370158 | 337.188717| 656343609 328.675443| 655359593 328.183435| 3
16| 2413.087268 | 1207.047272|2396.060719|1198.533997 2395.076703 | 1198.041989| Q | 586.338130 | 293.672703| 569.311581| 285.159429| B
17| | | ' K | 147112804 74.060040 130.086255 65546765 1

R e L T
R e e e R

Error tDa?

Ertror Cppm)

I
a0

EMS error 34 ppm

Mazs CDal

NCBI BLAST search of AIDEDCSQYEPIPGSQK
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this gquery

IS-uurE

Mir(calc):

. Delta

Sequence

1285

2558185501 50.028421 !AD}EDCSO’&:’EPIPGSOK

33

12558214981 | -0.001059 lTSPOSAPPS SPLSPNWVSPSDHQR

I
00

RMS error 34 pom

Mazs (Dal

Mascot: hitp/www matrixscience.com/




MATRIX
{SCIENEE} MHSCOt SEHI'C]I RESllltS

Peptide View

MS/MS Fragmentation of FGGTICSGDIWDQASCSSSTICVR
Found in COSA HUMAN, Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=1

Match to Query 57023 2962279722 from(988 433850 3+) rtinseconds(2368) index(21827)

Title: Locus:1.1.1.3387.19 File:"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"

Data file C-\Program Files (x86) Matrix Science'Mascot Daemon'mgfl3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom i by factor of two about that point

Or, Plot from |1EIEI

to |2000

Da

Full range

Label all possible matches (' Label matches used for scoring ®

- bS]

L peagyes

Syclo)

- -ReLF I+

-y(9)

-yi11)

Y019+ Sye1TaH

2 : & . 3 T f "
s | @ s | T gt 2E 2
s | B g ® ol & 3 =
- Al o A1 8 g 2 ol &l slE & z oy
% Y I S = I S - - I T E L
R NN O Y e
] ] | i | = %I Ij‘lﬁl uj‘.
TR O T A o (he  F.
20 400 B0 S jielile] 1200 1400 1600 1800 20000
Monoisotopic mas= of nemntral peptide Mr(cale): 2962.271835
Fixed modifications: Carbamidomethyl (C) (applyv to specified residues or termini only)
Variable modifications:
Q13 ! Biotin:Thermo—-21345 ()
Ions Score: B6 Expect: 9.Be-009
Matches : 42/240 fragment ions using 60 most intense peaks (help)
| 1| 148.075690| 74.541483 | | | F 24
| 2| 205.097154| 103.052215| | | G | 2816210649 1408 6089622799 184100 1400.095688 | 2798 200084 139960368023
| 3| 262.118618| 131562947 | | | | | G | 2759.189185 1380.098230|2742 162636 1371 584956 2741.178620/1371.092948 |22
| 4 363.166297| 182.086786 | | 345155732 173.081504| T | 2702.167721|1351.587498 2685.141172|1343.074224 2684.157156| 1342.582216|21
| 5| 476.250361| 238628818 458239796 229.623536) 1 | 2601.120042|1301.063659 2584.093493 1292 550384 2583.109477 1292.058376/20
| 6| 636.281010| 318.644143 | 618270445 | 309.638861| C | 2488.035978|1244 521627 |2471.009429 1236.008352(2470.025413 | 1235 516344 (19
| 7| 723.313038| 362.160157 | 705302473 353.154875| S | 2328.005329 1164 506302 (2310978780 1155.993028 2309994764 1155501020 |18
| 8 780.334502 390670889 | 762323937 381665607 G | 2240.973301 1120.990288 2223 946752|1112.477014|2222.962736|1111.985006|17
| 9] 895361445 448.184361 877.350880  439.179078| D | 2183.951837|1092.479556 2166 925288 1083 966282 2165941272 1083 47427416
10 1008.445509| 504 726393 | 990434944 495.721110) T | 2068924894 1034 966085 2051 898345 1026 452810(2050.914329 1025 96080215
11(1194.524822| 597.766049| | 1176.514257| 588.760767| W |1955.840830 | 978.424053|1938.814281 | 969.910778|1937.830265 969.418770|14
12|1309.551763| 655279521 | 1291.541200| 646.274238| D |1769.761517 | 885384396|1752.734968| 876.871122|1751.750952| 876.37911413
13[1748.777091| 874.892184 1731750542| 866.378909|1730.766526 863886901 Q |1654.734574 | 827.870925|1637.708025| 819.357630 1636 724009| 818 863642(12
14/1819.814205| 910.410741 |1802.787656, 901897466 1801 803640, 901405458) A |1215.509248 | 608258262 1198 482699  599.744987 1197498683 599.252979|11
151906 846233 953 926755 1889.819684 945413480 1888 835668 944921472 S |1144.472134 | 5727397051127 445585 564.226430|1126 461569 563 734422|10
16 2066 8768821033 942079 2049 850333 1025 428804 2048 866317 1024936796 C |1057.440106 | 529223691 1040413557 520710416 1039429541 520218408/ 9
1172153 908910 | 1077.458093 2136 882361 1068 944818 2135 898345 1068452810, S | 897.409457 | 449208366 880382908 440695092  879.398892| 440203084 8
18 2240.940938 |1120.974107 2223 914389 1112 460832 2222930373 1111968825 S | 810.377429 | 405692352 793350880 397.179078 792366864 396687070 7
119(2327.972966|1164.490121|2310.946417 1155.976847 2309.962401 | 1155.484839| S | 722.245401 | 362.176338) 706.318852| 353.663064| 705334836 353.171056 6
20 2429.020645|1215.013960 2411.994096|1206.500686 2411.010080 1206.008678| T | 636.313373 | 318.660324 619.286824| 310.147050| 618302808 309.655042| 5
21|2530.068324 1265.537800 2513.041775|1257.024525|2512.057759|1256.532517| T | 535.265694 | 268.136485 518239145| 259.623210 517.255129 259.131202| 4
|2212690.098973|1345.553124 | 2673.072424  1337.039850 2672.088408 |1336.547842| C | 434218015 | 217.612645 417.191466| 209.099371 | 3
232789 167387 |1395.087331 2772.140838 1386 574057 2771156822 1386.082049 V | 274.187366 137.597321  257.160817| 129.084046 | 2
24| | | | | R | 175.118952 | 88.063114| 158092403 79.549839 | 1
e A B00 mssssssgessssssssssssssssssssssssssssssssnoes
?.:.- GG § EHRREE R R :"'. """ ; 100-: -----------------------------------------------
8 O - o EE & &
e S i e o Tz Ak RGN A i R s
- % IEI:?IIOI w8 I:LI:'JIC"DI g I:I.E::'JI:?II I IEO:DO AN IEI:?IIOI o I:LI:'JIC"DI L4 |15::'J¢II i IEO:DO
FMS error 42 ppm Mazs cha FME errar 42 ppm Mazs CDal

NCBI BLAST search of FGGTICSGDIWDQASCSSSTTICVR
(Parameters: blastp, nr protein database_ expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

iSOGI‘E

Mr(calc):

Delta

Sequence

186

2

2962271835

0.007887 !P GGTICSGDIWDOASCSSSTTCVE, |

Mascot: hitp'worw matrivscience. com/




MATR!X

) Mascot Search Results

S CIENCE.

Peptide View

MS/MS Fragmentation of SLPVSDSVLSGFEQR
Found in CO8G_HUNMAN, Complement component C8 gamma chain OS=Homo sapiens GN=CE&G PE=1 5V=3

Match to Query 41586: 1930 998868 from{966.506710,2+) rtinseconds(2523) index(38066)
Title: Locus:1.1.1.3512 24 File"2013-07-02 CLN FXIII 30 min 3rd F 3 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point
Da

Or.

Plot from |1EIEI

Label all possible matches O

to [1800

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):
Fixed modifications: Carbamidomethyl (C)

Variable modifications:

1930.582254

(apply to specified residues or termini only)

014 : Biotin:Thermn-21345 (Q)

Ion=s Score: 105 Expect: B.4e-010

Matches : 13/138 fragment ions using 17 most intense peaks (help)

# s | & | » | w B b Sea ¥ ¥ r [yt S o |

|1 88.039304| 44.523290] | 70.028739| 35518008 S | 15

| 2| 201.123368|101.065322] | 183.112803| 92.060039| L | 1844.957496 922 982386 1827.930947 914.469112 | 1826.946931|913.977104|14

| 3] 298.176132|149.591704 | 280.165567|140.586422| P |1731.873432 |866.440354|1714.846883 |857.927080  1713.862867 | 857. 435072[13

| 4 397.244546|199.125911 | | 3?9233981|190 120519| V |1634.820668 |817.913972 151?.?94119'3094{:-[:-593|1515 810103 808.908690 12

| 5| 484276574 (242 641925 466266009233 636643 | § |1535.752254 |768 379765|1518.725705 759.866491 | 1517.741689 759.374483 11

| 6 599.303517|300.155397 | 581292952(201.150114| D |1448.720226 724863751 1431.693677 716.350477| 1430.709661|715 85846910

| 7| 686.335545(343.671411 | 668.324980 334.666128| S |1333.693283 667350280 1316.666734 658.837005 1315.682718 |658.344997| 9

| 8 785.403959|393. 205618 | 767.393394|384.200335| V |1246.661255 623.8342661229.634706 615.320991|1228.650690 614.828983 | 8

| 9 898 488023|449 747650 | 880.477458/440.742367) L |1147.592841 |574.300059 1130.566292 565.786784|1129.582276|565.294776| 7

10 935_520051!493_253564} | 96?.5&9486!484_258381| S |1034.508777 |517.758027|1017.482228 509.244752| 1016 498212 | 508.752744| 6

11|1042.541515|521.774395 | | 1024.530950512.769113| G | 947.476749 4?4.242&13! 930.450200 465.728738| 929.466184)465.236730| 5

12/1189.609929 595 308603 | 1171.599364586.303320| F | 890.455285 445731281  873.428736 437.218006| 872.444720 436. ?25993|_

|13/1318 652522 659. 329399i 1300641957 650.824617| E | 743.386871 |372.197074| 726.360322|363.683799| 725.376306/363.191791 3

114/1757.877848 |879.442562|1740.851299 870.929288 1739.867283 870.437280| Q | 614.344278 |307.675777| 597.317729|299.162503 E

15 i | | | | R | 175.118952 | 88.063114) 158.092403| 79.549839] | |1
0 0BT === === mmmmmmmmme oo B TR i
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Mazs cha

NCBI BLAST search of SLPVSDSVLSGFEQR
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gatewavs

All matches to this query

iSmre Mr(calc): | Delta Sequence

1105 4 |1930.982254|0.016614 |SLPVSDSVLSGFEQR

9.1 |1931.000885/-0.002017 |LSPVTACAGQTLQFK
53 |1930.989410/0.009458 \EAQSQLIKSDEMQRLR
113 [1930.978210/0.020658 |VIDLVNQQQTLEEKMR
08 |1930.997513|0.001355 |SLPPVPPMGLPPPQEEGR
105 |1931.000885|-0.002017 LSPVTACAGQTLQFK
0.1 |1930.985580|0.013288 |LSPLQKLSSMDPAMLER

RFMs ertar 37 ppm

T
1500

Mazs cha

Mascot: hitp/vwww . matriscience.com/




MATRIX
{SCIENE’E} MHSCOt SEHI'CII RESllltS

Peptide View

MS/MS Fragmentation of VQEAHLTEDQIFYFPK

Found in CO8G_HUNMAN, Complement component C8 gamma chain OS=Homo sapiens GN=CE&G PE=1 5V=3

Match to Query 48632: 2275 148052 from(759 389960 3+) rtinseconds(2371) index(21848)
Title: Locus:1.1.1 3388 22 File"2013-07-02 CLN FXIII 30 min 3rd F 2 wiff"
Data file C:\Program Files (x86) Matrix Science'Mascot Daemon'mgf\3 FXIII 30 min 3rd'mascot daemon merge mgf

Click mouse within plot area to zoom in by factor of two about that point

Or, Flot from |EI

Label all possible matches O

to

|2200

Da

Full range

Label matches used for scoring ®
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Monoisotopic mas= of nentral peptide Mr(calc):

2275.134720

Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)

Variable modifications:

010 : Biotin:Thermn-21345 (Q)

Ion=s Score: 36 Expect: 0.00066

Matches : 21/160 fragment ions using 47 most intense peaks (help)

|# b | pH b* | pett B0 | b Sﬂq.‘ y e ‘ - = ‘f" ‘ riH ‘#
|1 100075690 50.541483 | | V| | | 16
| 2| 228.134268 | 114.570772| 211.107719| 106.057498)| | Q | 2177.073591|1089.040433 2160.047042 1080 527159|2159 063026 1080.035151 15
| 3| 357.176861| 179.092069| 340.150312| 170.578794] 339.166296) 170.086786 E | 2049.015013|1025.011144]2031.988464 1016.497870|2031.004448 1016.005862 14
| 4 428213975| 214610626 411.187426| 206.097351  410.203410, 205.605343 A | 1919.972420 960489848 1902945871 951976573 /1901961855 95148456513
| 5| 565.272887 | 283.140082 548246338| 274626807  547.262322) 274134799 H | 1848935306 924971291 1831908757 916458016 1830.924741| 915966008 12
| 6| 678.356951 | 339.682114] 661330402 331168839 660346386 330676831 L | 1711876394 836441835 1694 849843 8479285611693 865829 847436552 11
| 7| 779.404630 | 390.205953| 762.378081| 381.692679 761394065 381200671 T | 1598.792330| 799.899803 1581.765781  791.386529|1580.781765 790.894521|10
| 8| 908.447223 | 454.727250| §91.420674| 446213975 890436658 445721967 E | 1497.744651| 749.375963 1480.718102) 740.862689|1479.734086  740.370681 9
| 911023.474166 | 512.240721/1006.447617| 503.727447|1005.463601| 503235439 D |1368.702058 | 684.854667 1351.675500) 676.341392|1350.691493 | 675.849384 8
10| 1462699492 | 731853384 1445 672043| 7233401101444 688927 722848101 Q |1233.675115 | 627.341195/1236.648566 618827921 |7
11| 1575.783556| 788.395416|1558 757007 779.882141|1557.772991| 779.390133| I | 814.449789 | 407.728533| 797.423240| 399215258 6
12| 1722851970 861929623 1705825421 853416349 1704841405 852924340 F | 701365725 351186501 684339176 342673226 s
13| 1885.915299 | 943 461288 | 1868 888750 934 948013 |1867.904734| 934456005 Y | 554297311 | 277652294 537270762 269139019 |4
14 2032.983713 | 1016.995495|2015.957164| 1008482220 2014.973148 1007.990212| F | 391.233982 | 196.120629) 374.207433| 187.607354| E
15| 2130.036477|1065.5218762113.009928 | 1057.0086