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Supplementary Data S1: Sequence of RvMP

a. Protein identification for RvMP. Q7LZ61 was determined to be the identity of the heavy chain subunit identity and Q4PRD1 was determined as light
chain subunit identity. The determination was made based on analysis of -10lgP value, number of unique peptides and matched origin species.

Protein | Protein . Coverage | Coverage Area . . #Spec Avg. I
A ion -10IigP #P i #Uni PTM D ription
Group ID ccessio Olg (%) (%) SVMP | symp |#Peptides| #Unique| o, yp Mass |DeScriptio
Coagulation factor X-activating enzyme h
1 21019 Q7LZ61|VM3CX DABSI 209.89 26 26 0 29 11 119 Y 69648 | eavy chain OS=Daboia siamensis PE=1 SV
=2
2 21020  |tr|K9JAWO|K9JAWO DABRR| 189.84 29 29 0 23 5 %6 v 69521 | Factor X activator heavy chain O5=Daboi

a russelii PE=2 SV=1

Snaclec coagulation factor X-activating e
3 21021 QAPRD1|SLLC1 DABSI 149.91 36 36 0 9 9 36 Y 16871 | nzyme light chain 1 OS=Daboia siamensi
s GN=LC1 PE=1 SV=2

Factor X activator light chain 2 OS=Daboi

5 21022 |tr|T1P647|T1P647 9SAUR | 121.68 4 4 0 10 2 2 ¥ 18324 y
a russelii PE=2 SV=1

7 21036 |tr|K9JDJ1|K9JDJ1 DABSI 108.36 52 52 0 10 2 15 Y 1847g | Factor X activator light chain 2 OS=Daboi
a siamensis PE=2 SV=1

9 21042 |tr[K9JCB2|K9JCB2 DABRR | 104.50 18 18 0 3 2 8 % 18273 | F3ctor X activatorlight chain 2 OS=Daboi

a russelii PE=2 SV=1

i. Matched peptides for RvMP heavy chain subunit (Q7LZ61).

Supporting Peptides:
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Area

#Feature

tion

Peptide Uniq | -10IgP | Mass | Length | ppm m/z RT |Scan | cyup | #Feature | 'gymp | Start | End |PTM Found By
Carbamid
R.ANVAKDSC(+57.02)FQENLKG 2629. i
SYGYC(457.02)R.K Y 62.51 | igs 22| -8.7| 877.3893 7.42 [ 1680| 0 0 0 518 | 539 g;nnethyla PEAKS DB
K.DSC(+57.02)FQENLKGSYYGY 2145 Carbamid
Cl+57.07)R.K N 59.31 | ‘gasa 17| -3.2| 716.3011 7.83 |1802| 0 0 0 523 | 539 ?i:)nnethyla PEAKS DB
R.ANVAKDSC(+57.02)FQENLK 1622 Carbamid
G : : Y 55.11 |5 14|  2.1| 812.3951 5.86 | 1184 | 0 0 0 518 | 531 |omethyla| PEAKS DB
tion
R.ARDEC(+57.02)DVPEHC(+57. 4053 Carbamid
02)TGQSAEC(+57.02)PRDQLQQ| Y 51.44 | 000 34| 6.3| 811.7581 502|912 | 0 0 0 462 | 495 |omethyla | PEAKS DB
NGKPC(+57.02)QNNR.G tion
K.LKPGAEC(+57.02)GNGLC(+5 5013 Carbamid
7.02)C(+57.02)YQC(+57.02)K. | N 50.91 | o5 17| -1.7| 672.2905 5.69 [ 1127] 0 0 0 435 | 451 |omethyla | PEAKS DB
I tion
Carbamid
K.LKPGAEC(+57.02)GN(+.98)G 5014 omethyla
LC(+57.02)C(+57.02)YQC(+57 | N 49.78 ' 17| 0.2| 672.6197 5.85|1177| 0 0 0 435 | 451 |tion; PEAKS PTM
8369 .
.02)K.I Deamidat
ion (NQ)
Dehydrat
R.ANVAKDS(- 2611 ion;
18.01)C(+57.02)FQENLKGSYYG| Y 49.40 | eon 22| -10.9| 653.7898 7.47 | 1692| 0 0 0 518 | 539 |Carbamid|PEAKS PTM
YC(+57.02)R.K omethyla
tion
R.ANVAKDSC(+57.02)FQENLKG 2757 Carbamid
SYYGYC(457 02)RK.E Y 48.03 |23 23| -15.8| 552.4514 6.94 | 1523| 0 0 0 518 | 540 ggqnethyla PEAKS DB
K.DSC(+57.02)FQENLKGSYYGY 2273 Carbamid
Cl+57.02)RK E N 46.62 | “Sg3a 18|  0.9| 759.0024 7.31 | 1643 | 0 0 0 523 | 540 ?i:)nnethyla PEAKS DB
1139 Carbamid
K.DSC(+57.02)FQENLK.G N 46.22 |50 9| -3.1| 570.7513 6.05 | 1245| 0 0 0 523 | 531 |omethyla | PEAKS DB
tion
1119 Carbamid
R.LFC(+57.02)LNNSPR.N N 46.06 | 'C 04 9| 3.8] 560.7841 8.34 [ 1952 | 0 0 0 558 | 566 |omethyla | PEAKS DB
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Peptide Uniq | -10IgP | Mass | Length | ppm m/z RT |Scan | cyup | #Feature | 'gymp | Start | End |PTM Found By
Carbamid
R.NQC(+57.02)ISLFGSRANVAK 2785. )
DaCts57 03 FOENLK & vo| aa27 |7 24| -3.3| 697.3369| 4| 9.14 | 2193| o 0 0o | so08 | 531 g;nnethyla PEAKS DB
R.NQC(+57.02)ISLFGSRANVAK 3701 Carbamid
DSC(+57.02)FQENLKGSYYGYC(| Y | 43.75 ' 32|  7.6| 948.9456|4 | 9.52 | 2313| o 0 0 | 508 | 539 |omethyla| PEAKS DB
7241 .
+57.02)R.K tion
Formylati
on;
RIN(+27.99)QC(+57.02)ISLFG |\ | 4373 | 1208, 10| -2.9| 605.2859| 2 | 9.41 |2277| o 0 0 | 508 | 517 |carbamid|PEAKS PTM
SR.A 5608
omethyla
tion
K.SHDNALLFTDMR.F N | 43.66 | 1415 12| -5.9| 710.3337| 2| 9.14 | 2194| o0 0 0o | 282 | 293 PEAKS DB
K.SHDNALLFTDM(+15.99)R.F N | 43.35 16453;1' 12| -4.4| 718.3322| 2| 7.56 | 1723| © 0 o | 282 | 293 ?Ijl‘;dation PEAKS PTM
R.SVEIVQEQGNR.N v | 4328 127 11| -2.6| 629.8213| 2| 5.76 | 1148| 0 0 o | 313|323 PEAKS DB
R.SVEIVQEQGNRNFK.T vy | 41.84 186;76é 14| -3.1| 824.4235|2|6.08 | 1253 o0 0 0o | 313 | 326 PEAKS DB
Dehydrat
R.ANVAKD(- 611 ion;
18.01)SC(+57.02)FQENLKGSYY | Y | 40.85 |20 22| -10.5| 653.7900| 4 | 7.49 | 1698 | 0 0 0 | 518 | 539 |carbamid| PEAKS PTM
GYC(+57.02)R.K omethyla
tion
1180 Carbamid
R.NQC(+57.02)ISLFGSR.A N[ 4020 | 10| -5.1| 591.2872| 2| 8.43 | 1977| o0 0 0 | 508 | 517 |omethyla| PEAKS DB
tion
Carbamid
1120 omethyla
R.LFC(+57.02)LN(+.98)NSPR.N | N | 40.10 1120 9| 5.3 561.2770| 2| 8.31 | 1944 | o0 0 0 | 558 | 566 [tion; PEAKS PTM
Deamidat
ion (NQ)
Formylati
on;
RE(H27 99FCHS7.0INNSPR |y | 39,42 | 1147 9| -5.6| 574.7763| 2 |10.56| 2623 | o0 0 0 | 558 | 566 |Carbamid|PEAKS PTM
' omethyla
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Peptide Uniq | -10IgP | Mass | Length | ppm m/z RT |Scan | cyup | #Feature | 'gymp | Start | End |PTM Found By
Carbamid
N.VAKDSC(+57.02)FQENLKGSY 2444, )
YGYC(257.00R K N 38.29 | “geo 20| -28.5| 815.6804|3 | 7.88 [1817| 0 0 0 520 | 539 g;nnethyla PEAKS DB
Carbamid
R.ARDEC(+57.02)DVPEHC(+57. 4054 omethyla
02)TGQSAEC(+57.02)PRDQLQQ| Y 37.14 |00 34| 5.6| 811.9542 514|957 | 0 0 0 | 462 | 495 [tion; PEAKS PTM
N(+.98)GKPC(+57.02)QNNR.G Deamidat
ion (NQ)
R.KIPC(+57.02)APQDVKC(+57 1527 Carbamid
: : | N 36.91 ' 13|  2.1| 510.2634|3|4.86| 862 | © 0 0 545 | 557 |omethyla | PEAKS DB
02)GR.L 7650 oo
1154 Carbamid
R.KIPC(+57.02)APQDVK.C N 36.61 | ¢7r5 10| o0.8| 578.3136 507|933 | 0 0 0 545 | 554 |omethyla | PEAKS DB
tion
R.GYC(+57.02)YNGDC(+57.02) 1504 Carbamid
. . . N 36.46 . 12| -5.9| 753.2977 7.04 | 1553| 0 0 0 | 496 | 507 |omethyla | PEAKS DB
PIMR.N 5897 oo
S.Q(-17.03)LVSTSAQFNK.I N 36.44 | 1204, 11| -2.3| 603.3103 7.90 | 1823| 0 0 0 188 | 198 |PYO-9U | pEaks pTM
: : : : 6088 : : : from Q
R.KSHDNALLFTDMR.F N 35.58 17554662' 13| 3.3| 516.5944|3|8.33 |1947| © 0 0 281 | 293 PEAKS DB
K.LKPGAEC(+57.02)GNGLC(+5 - Carbamid
7.02)C(+57.02)YQC(+57.02)KI | N 35.58 | ‘5350 19| -2.3| 564.7640 6.22 [1302| © 0 0 | 435 | 453 |omethyla | PEAKS DB
K.T tion
Carboxyl
1461 modificat
K.SHDNALLFTDMR(+43.04).F N 34.81 | s 12| -31.4| 488.2264|3|7.78 |1790| © 0 0 282 | 293 |ion with | PEAKS PTM
ethanola
mine
Carboxyl
1589 modificat
R.KSHDNALLFTDMR(+43.04).F N 34.30 | oo 13| -26.7| 795.8853 7.11 [1579| o0 0 0 281 | 293 |ion with | PEAKS PTM
ethanola
mine
R.KSHDNALLFTDM(+15.99)R.F | N | 33.62 17556121' 13| 3.2| 521.9260| 3| 6.85 | 1495| 0 0 o | 281 | 293 ?Ijl‘;dation PEAKS PTM
R.S(+27.99)VEIVQEQGNRNFK.T| Y | 33.62 186;2“5' 14| -7.9| 838.4169 7.60| 1734| 0 0 o | 313 | 326 Eﬁrmy'a“ PEAKS PTM
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Area
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Peptide Uniq | -10IgP | Mass | Length | ppm m/z RT |Scan | cyup | #Feature | 'gymp | Start | End |PTM Found By

Dehydrat

ion
K.C(- 1417 (C@N-
18.01)GRLFC(+57.02)LNNSPR. N 32.74 6707. 12 10.4| 709.8500 7.59| 1732 0 0 0 555 566 |[term); PEAKS PTM
N Carbamid

omethyla

tion

Formylati

on;
R.N(+27.99)QC(+57.02)ISLFG 1691. i A
SRANVAK.D Y 30.39 8413 15 0.1| 846.9279 9.08| 2172 0 0 0 508 522 |Carbamid| PEAKS PTM

omethyla

tion

Carbamid
KIPC(+57.02)APQDVKC(+57.0 |\ | 3077 [1399 12| 3.9 467.5658|3| 5.15| 958 | 0O 0 0 | 546 | 557 |omethyla | PEAKS DB
2)GR.L 6700 tion
R.RARDEC(+57.02)DVPEHC(+5 4209 Carbamid
7.02)TGQSAEC(+57.02)PRDQL Y 29.59 | ooy 35 5.7| 842.9779 4.831 853 | © 0 0 461 | 495 |omethyla | PEAKS DB
QQNGKPC(+57.02)QNNR.G tion

Carbamid

omethyla

tion
K.LKPGAE(+57.02)CGNGLC(+5 2013 (DHKE,
7.02)C(+57.02)YQC(+57.02)K. N 29.24 | “goog 17 2.4| 672.2932 5.68| 1122 | 0 0 0 435 | 451 |X@N- PEAKS PTM
I term);

Carbamid

omethyla

tion

Carbamid

omethyla
R.GYC(+57.02)YN(+.98)GDC(+ |y | ;g gg |1505 12| -3.3| 753.7917 7.02| 1550 | 0 0 0 | 496 | 507 |tion; PEAKS PTM
57.02)PIMR.N 5737 .

Deamidat

ion (NQ)

Dehydrat

ion;
R.ANVAKDS(- 1604. ! .
18.01)C(+57.02)FQENLK.G Y 28.26 7616 14 7.3| 535.9317 5.95| 1212 0 0 0 518 531 |Carbamid| PEAKS PTM

omethyla

tion
R.NQC(+57.02)ISLFGSRAN(+.9 3792 Carbamid
8)VAKDSC(+57.02)FQENLKGSY Y 28.19 7083; 32 10.4| 759.5568 9.50| 2304 0 0 0 508 539 |omethyla [ PEAKS PTM
YGYC(+57.02)R.K tion;
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Area

#Feature

Carbamid

Peptide Uniq | -10IgP | Mass | Length | ppm m/z RT |Scan | cyup | #Feature | 'gymp | Start | End |PTM Found By

Deamidat

ion (NQ)

Carbamid
R.GYC(+57.02)YN(+.98)GDC(+ 2668 omethyla
57.02)PIMRNQC(+57.02)ISLFG N 27.91 1292' 22 1.7| 890.3851 10.45| 2592 0 0 0 496 517 |[tion; PEAKS PTM
SR.A Deamidat

ion (NQ)

Carbamid

omethyla
R.GYC(+57.02)YNGDC(+57.02) | | 5763 |1456. 12|  3.5| 486.5378 5.54| 1075 | 0 0 0 | 496 | 507 |tion; PEAKS PTM
PIM(-48.00)R.N 5864 .

Dethiome

thyl

Carbamid
R.ARDEC(+57.02)DVPEHC(+57. 2372. _
02)TGQSAEC(+57.02)PR.D Y 27.62 9531 20 7.2 594.2413 4.20| 738 0 0 0 462 481 ?iglnethyla PEAKS DB

Carbamid

omethyla
K.DSC(+57.02)FQENLKGSYYGY 2731. ) =
C(+57.02)RKEN(+.98)GR.K N 27.48 1755 22 1.3| 683.8003 7.11| 1578 0 0 0 523 544 tlon,_ PEAKS PTM

Deamidat

ion (NQ)

Carbamid
R.GYC(+57.02)YNGDC(+57.02) 2667.
PIMRNQC(+57.02)ISLFGSR.A N 27.35 1450 22 0.2| 890.0558 10.33| 2559 0 0 0 496 | 517 ?i;nnethyla PEAKS DB

Carbamid
K.LKPGAEC(+57.02)GN(- 1996 omethyla
17.03)GLC(+57.02)C(+57.02)Y N 27.15 826?; 17 3.7| 666.6185 6.12| 1268 0 0 0 435 451 |tion; PEAKS PTM
QC(+57.02)K.I Ammonia

-loss (N)

Carbamid

omethyla
R.LFC(+57.02)LN(- 1102. ) =
17.03)NSPR.N N 26.31 5229 9 6.0 552.2654 7.65| 1749 0 0 0 558 566 [tion; _ PEAKS PTM

Ammonia

-loss (N)

Levuglan

dinyl-

lysine
R.ANVAK(+298.19)DSC(+57.02 2927. _
JFQENLKGSYYGYC(+57.02)R.K Y 25.63 3621 22 27.7| 732.8275 7.52( 1710 0 0 0 518 539 ?rrglré/ropy PEAKS PTM

adduct;
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Area

#Feature

Peptide Uniq | -10IgP | Mass | Length | ppm m/z RT |Scan | cyup | #Feature | 'gymp | Start | End |PTM Found By
omethyla
tion
Carbamid
omethyla
R.GYC(+57.02)YNGDC(+57.02) 1520. =
PIM(+15.99)R.N N 25.20 5846 12 1.7 761.3008 6.08| 1255 0 0 0 496 507 thI:\, ) PEAKS PTM
Oxidation
(M)
R.NQC(+57.02)ISLFGSRANVAK 1663 Carbamid
D. ' ) Y 25.15 8464 15 6.4| 832.9359 8.03| 1863 | O 0 0 508 | 522 |omethyla | PEAKS DB
tion

total 52 peptides
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ii. Matched peptides for RvMP light chain subunit (Q7LZ61).

Carbamidomethy
lation

Peptide Uniq | -10IgP Mass Length | ppm m/z RT | Fraction |[Scan S?Ir:naP #Feature #Fsc\ela'\tnu;e Start| End [PTM FO::d
AVLDC(+57.02)PSGWLSYEQHC(+S7.0| | 1 4 | 11409346 I N oss| 5 22| o 0 20 | 4o |Carbamidomethy | PEAKS
2)YK.G 2 lation DB
K.ALAEESYC(+57.02)LIMITHEKEWK.S | Y | 56.33 |2350.1338 19| 1.6]784.3865 1063| 5 224 0 0 0 114 | 132 E;irgsm'dmethy PEDABKS

Carbamylation;
K.S(+43.01)MTC(+S7.02NFIAPWC(+ |y | 4 46 | 1568.7150 13| 0.9]785.3655 g7o| s |28 o 0 0 133 | 145 |carbamidomethy | PEAKS
57.02)K.F 7 ' PTM

lation

Propionamide (K,
K.S(+71.04)MTC(+57.02)NFIAPVVC(+ 302 X@N-term); PEAKS
57 02)KF Y | 4697 |1743.8147 14| -22.4|872.8951 1212 s . 0 0 0 133 | 146 | ethy | PTM

lation
KYKALAEESYC(+S7.02)LIMITHEKEWK | | o o e oo 51| 096613297 wssl s 122 o 0 0 112 | 13, |Carbamidomethy | PEAKS
.S 2 lation DB

Carbamylation;
KS(+43.01MTC(+57.02NFIAPVVC(+ | | 4c 54 [1715 7833 14| 4.1|572.9374 11| s [28] o 0 0 133 | 146 |carbamidomethy | FEAKS
57.02)KF 9 ' PTM

lation
KSMTC(+S7.02NFIAPWCES7.02K. | o | 41 oo | 1e0e 701 | 2107638602 oas| 5 28] o o 133 | 145 |Carbamidomethy | PEAKS
F 8 lation DB
K.SMTC(+57.02)NFIAPVWWC(+57.02)KF | Y | 41.55 |1672.7776 14| -3.8|837.3929 11.67| 5 231 0 0 0o |133| 146 giirgsm'dmethy P%ABKS

Oxidation (M);
KSM(+15.99)TC(+57.02INFIAPWC(+ |y | 1 55 | 1541 7041 13| -0.4|771.8590 s7o| 5 |%%] o 0 0 133 | 145 |Carbamidomethy | FEAKS
57.02)K.F 0 ' PTM

lation
K.SM(- 177 Dethiomethyl; PEAKS
48.00)TC(+57.02)NFIAPWC(+57.02)k | Y | 3635 |1477.7058 13| -0.2|493.5758 772| s ) 0 0 0 133 | 145 |carbamidomethy [ ' "
.F lation

Oxidation (M);
K-SM(+15.99)TC(+57.02NFIAPVVC(+ |y | 53 50 | 1688 7725 14| 2.2|845.3953 07| s [%%| o 0 0 133 | 146 |carbamidomethy | PEAKS
57.02)KF 2 ' PTM

lation

Carbamidomethy

lation (DHKE,
E?V\L/AKESE(+57'°2)SYC(+57'02)L'M'THE Yy | 3148 |2407.1553 19| 0.1]602.7961 923| s Ziz 0 0 0 114 | 132 |X@N-term); Prff,\'zs
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Carbamidomethy
lation

Peptide Uniq | -10IgP Mass Length | ppm m/z RT | Fraction |Scan SI'\\;::P #Feature #I;e\:la“tllu;e Start| End [PTM FO::d
Carbamidomethy
KALAEESYC(+57.02)LIMITHEK(+43.0 | | 3045 | 1949.9226 16| -0.9]650.9809 992 5 [ o 0 0 114 | 129 |lation; PEAKS
1).E 4 _ PTM
Carbamylation
Carbamylation;
Carbamidomethy
K.S(+43.01)MTC(+57.02)NFIAPVVC(+ 278 lation; PEAKS
57.02)K(457.021F Y | 2679 |1772.8048 14| -2.2|887.4077 1113| 5 o 0 0 0 183 | 146 | omethy | PTM
lation (DHKE,
X@N-term)
K.SM(- 249 Dethiomethyl; PEAKS
48.00)TC(+57.02)NFIAPWC(+57.02)K | v | 26.43 |1624.7742 14| -2.8|813.3921 1009| 5 s 0 0 0 133 | 146 |Carbamidomethy | ' o"
F lation
Carbamidomethy
lation (DHKE,
267 PEAKS
N.F(+57.02)IAPVVC(+57.02)KF Y | 2600 |1136.6052 9| -4.3|569.3074 1077| 5 . 0 0 0 138 | 146 |X@N-term); o
Carbamidomethy
lation
Methylmalonylati
K.S(+100.02)MTC(+57.02)NFIAPVVC( 211 on on Serine; PEAKS
+57.02)KF Yy | 2588 |[1625.7252 13| 7.5/813.8760 890| 5 5 0 0 0 133 | 145 | omethy | PTM
lation
A.VLDC(+57.02)PSGWLSYEQH.C vy | 2578 |1689.7457 14| -0.2|845.8800 979 s 2§9 0 0 0 24 | 37 lcaiir::m'dmethy P%ABKS
Carbamidomethy
lation (DHKE,
KS(+57.02)MTC(+57.02NFIAPWC(+ |y | e 26 | 1799 7900 14| 1.6|865.9081 18| s |2 o 0 0 |133| 146 |X@N-term); PEAKS
57.02)KF 0 _ PTM
Carbamidomethy
lation
Carbamidomethy
lation (DHKE,
M.T(+57.02)C(+57.02INFIAPWCST. |y | 55 29 | 1511.7264 12| -3.2|756.8680 119 s [20 o 0 0 |135| 146 |x@N-term); PEAKS
02)KF 0 _ PTM
Carbamidomethy
lation
Acetylation (N-
K.S(+42.01)M(+15.99)TC(+57.02)NFI 196 M GTCAEN || b
Pl Y | 2570 |1583.7146 13| -4.6]792.8610 838| s 5 0 0 0 133 | 145 |(Mm); oTM

total 21 peptides
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Supplementary Data S2: Sequence of RvPLA2

a. Protein identification for RvPLA2. P31100 was determined to be the identity of PLA2. The determination was made based on analysis of -10IgP value,
number of unique peptides and matched origin species.

Protein | Protein . _ Coverage | Coverage | Area . . #Spec Avg. I
Group 1D Accession 10igP (%) (%) P1 P1 #Peptides|#Unique P1 PTM Mass Description
Acidic phospholipase A2 RV-
1 5933 |P31100|PA2A7 DABSI 220.06 88 88 0 17 13 80 Y 15421|7 OS=Daboia siamensis PE
=1Sv=1
Acidic phospholipase A2 OS
1 5932 |tr|B3RFI6|B3RFI6 9SAUR |220.06 88 88 0 17 13 80 Y 15421 |=Daboia russellii limitis PE=
2SvV=1
Basic phospholipase A2 OS=
2 5929 |tr|B2YHV1|B2YHV1 DABSI|199.54 75 75 0 18 18 77 Y 15555|Daboia siamensis GN=PLA2
S1 PE=2 SV=1
Basic phospholipase A2 RV-
2 5930 |Q02471|PA2B4 DABSI 199.54 75 75 0 18 18 77 Y 15555|4 OS=Daboia siamensis PE
=1Sv=1
Vaspin acidic subunit (2) iso
3 5935 |tr|Q6A3N6|Q6A3N6 VIPAZ|121.89 50 50 0 6 2 13 Y 15421 |form OS=Vipera aspis zinnik
eri PE=2 SV=1
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Supporting Peptides:

luL.d

Peptide Uniq | -10igP |Mass| Length | ppm | m/z RT |Fraction | Scan S'::‘i’l':e A::a #Feature| Start | End |PTM Fo;;d
P1-
K.EVVHSYAIYGC(+57.02 2317 ) Carbam
)YC(+57.02)GWGGQGR. | Y | 72.37 | .999 20| 52| /73:|3| 87| 3 |1977|3MSMS-| 0 32 | 51 |idomet | PEAKS
6779 7 30(47)- ; DB
A 8 hylation
luL.d
P1-
K. TGKEVVHSYAIYGC(+5 2604 ] Carbam
7.02)YC(+57.02)GWGG | Y | 70.21 | .163 23| 0.3 889|383 3 |1ga7|3MSMS-| 0 29 | 51 |idomet | PEAKS
0621 0 30(47)- ; DB
QGR.A 8 hylation
lulL.d
Deamid
P1- ation
K.TATYSYSFEN(+.98)GD 2670 ] _
IVC(+57.02)GDNDLC(+5| Y | 52.73 | .121 23| o0.0] 8L 3| 10| 3 |p457|3MSMS-1 0 77 | o9 |(NQ)i | PEAKS
0477 32 30(47)- Carbam| PTM
7.02)LR.T 3 (
lulL.d idomet
hylation

1753 P1-

877.| - | 13. aMSMS- PEAKS

G.NLFQFGEMILEKTGK.E | Y | 52.50 .90; 15| 2.0( gozel2| 5a| 3 |3183|3P0T| o 0 17 | 31 o
luL.d
R.TVC(+57.02)EC(+57.0 P1-

4736 1185 Carbam
2)DRAAAIC(+57.02)LGQ ] 9.2 aMSMs- ( PEAKS
UNTYDKNYEYYSIatc | Y | 47:30 .943 39| -3.7 .232 i3 (2117|5009 | © 0 100 | 138 Ir:jC)ngt?cfn -
57.02)TEESEQC(+57.02) 1uL.d y
D.ATDRC(+57.02)C(+57 P1-

2748 Carbam
.02)FVHDC(+57.02)C(+ 688.| | 6.0 aMSMS- ( PEAKS
57.02)YGTUNDC(+57.02 | ¥ | 4262 | 000 22| 3-8| g250 of 3 |172|30(47)-| © 0 >3 | 76 [idomet | " pg
YNPK.T tuL.d Y
R.C(+57.02)C(+57.02)F P1-

2304 Carbam
VHDC(+57.02)C(+57.02 ARANER aMSMS- \ PEAKS
WGTVNDG ey ompk | Y | 4506 | 847 18| -0.4| SO ol 3 |1237|300m. | © 0 59 | 76 |idomet | PAY

9 hylation
T 1uL.d
R.AAAIC(+57.02)LGQNV 3816 1273 | aMPSII\;IS— Carbam | pe o
NTYDKNYEYYSISHC(+57 | Y | 41.95 | .597 32| -1.3| .204 I 3 (2283|550 | O 0 107 | 138 |idomet | "0
.02)TEESEQC(+57.02) 7 8 hylation
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Peptide Uniq | -10IgP |Mass| Length | ppm | m/z RT |Fraction | Scan S(;:'i'l':e A;ia #Feature| Start | End |[PTM FOBu;d
1467 734.| _ | 13 aMaMS- PEAKS
G.NLFQFGEMILEK.T Y 41.68 .743 12 7.1 8841 59 3 [3242 30(47)- 0 0 17 28 DB
luL.d
1603 P1- Carbam
Y.AIYGC(+57.02)YC(+57 802. 7.7 aMSMS- ) PEAKS
.02)GWGGQGR.A N 41.01 .666 14 3.0 8427 5 3 1692 30(47)- 0 0 38 51 Idom_et DB
0 hylation
luL.d
2197 1099 P1- Carbam
K.NYEYYSISHC(+57.02) _ 6.8 aMSMS- . PEAKS
TEESEQC(+57.02) N 40.36 .820 17 2.2| .915 9 3 1442 30(47)- 0 0 122 138 |dom_et DB
6 2 hylation
luL.d
Deamid
ation
N (NQ);
K.TATYSYSFEN(+.98)GD 2652 P1 Carbam
IVC(+57.02)GD(- 885. 10. aMSMS- ) PEAKS
18.01)NDLC(+57.02)LR. | Y | 3671 | 110 23| 11l g455| 3| s3] 3 [2522|30(47)-| © 0 77| 99 |idomet | pny
8 hylation
T luL.d .
Dehydr
ation
Carbam
idomet
P1- hylation
K.EVVH(+57.02)SYAIYG 2375 _ (DHKE,
C(+57.02)YC(+57.02)G Y 32.74 .021 20| -1.1 792 8.7 3 1973 aMSMS 0 0 32 51 |X@N- PEAKS
6801 6 30(47)- . PTM
WGGQGR.A 2 term);
luL.d
Carbam
idomet
hylation
P1-
R.TVC(+57.02)EC(+57.0 2557 ) Carbam
2)DRAAAIC(+57.02)LGQ | Y | 31.80 | .136 22[-15.5 833:|3| 78| 3 |1714|3MSMS-| 0 100 | 121 |idomet | PEAKS
3727 2 30(47)- . DB
NVNTYDK.N 0 hylation
luL.d
K.EVVHSYAIYGC(+57.02 2315 P1- Carbam
)Y(- _ 772. 8.8 aMSMS- idomet | PEAKS
2.02)C(+57.02)GwWGGq | ¥ | 3196 '98‘1‘ 201 -6.21 9975 2| 3 [199%%|30047)-| O 0 32 >l |hylation| PTM
GR.A iuL.d ; 2-




Toxins 2021, 13, 521

13 of 14

Peptide Uniq | -10IgP |Mass| Length | ppm | m/z RT |Fraction | Scan S(;:'i'l':e A;ia #Feature| Start | End |[PTM FOBu;d
amino-
3-oxo-
butanoi
c_acid
Carbam
idomet

R.AQD(+57.02)ATDRC(+ 3119 P1- ?gﬁ&'g”
57.02)C(+57.02)FVHDC( 780. 6.1 aMSMS- " | PEAKS
+57.02)C(+57.02)vGTV | T | 3113 .20;1 25| 62| gy33 3| 3 12121 30047)-| © 0 22 | 76 i(ec‘:’r':)_ PTM
NDC(+57.02)NPK.T luL.d Carban
arbam
idomet
hylation
Deamid
P1- ation
Y.SFEN(+.98)GDIVC(+5 1983
992. 9.2 aMSMs- (NQ); | PEAKS
7.02)GDNDLC(+57.02)L N 30.37 .830 17| 4.7 9271 9 3 2148 30(47)- 0 0 83 99 Carbam PTM
R.T 2 .
luL.d idomet
hylation
Carbam
R.C(+57.02)C(+57.02)F J344 p1- :‘(]j;)l?tle(:n
VH(+40.03)DC(+57.02) ) 782. 7.7 aMSMs- . PEAKS
C(+57.02)YGTVNDC(+5 Y 30.30 '872 18]-11.5 6246 1 3 |1679 30(47)- 0 0 >3 76 ﬁ’ro ion PTM
7.02)NPK.T 1uL.d P
aldehyd
e +40
Carbam
idomet
hylation
R.AQDATDRC(+57.02)C( 3119 P1- ;
+57.02)FVH(+57.02)DC( 780. 6.1 aMSMs- Carbam | PEAKS
+57.02)C(+57.02)YGTv | ¥ | 2273 .203 251 80| 8147 1| 3 1209 300a7)-| © 0 52 | 76 lidomet | PTM
NDC(+57.02)NPK.T iuL.d hylation
(DHKE,
X@N-
term)
Y.SFED(sub 1983 992 9.2 P1- Carbam
N)GDIVC(+57.02)GDND N 29.68 | .830 17| 5.5 9279' '7 3 2143 aMSMS- 0 0 83 99 |idomet | SPIDER
LC(+57.02)LR.T 2 hylation
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Peptide Uniq | -10IgP |Mass| Length | ppm | m/z RT |Fraction | Scan S(;:'i'l':e A;ia #Feature| Start | End |[PTM Fol;';d
30(47)-
lulL.d
Carbam
R.AQDATDRC(+57.02)C( P1- Jomet
+57.02)FVHDC(+57.02) 3044 ) .
C(+57.02)YGT(- Y | 27.36 | .172 25| 9.9 0756;6 6'% 3 |1230 a3|\(/)|(s4|v7|_;,_ 0 0 52 | 76 |NYlation PE%[;S
18.01)VNDC(+57.02)NP 9 !
luL.d Dehydr
K. T -
ation
1636 P1- Carbam
R.AAAIC(+57.02)LGQNV 819. 7.5 aMSMS- . PEAKS
NTYDK.N Y 26.88 .787 15 3.0 4037 > 3 1627 30(47)- 0 0 107 121 |dom_et DB
8 hylation
luL.d
Carbam
idomet
hylation
R.C(+57.02)(+57.02)C( 2361 P1- ;
+57.02)FVHDC(+57.02) _ 788. 6.5 aMSMS- Carbam | PEAKS
C(+57.02)YGTVNDC(+5 Y 25.46 '862 18| -2.6| 5950 3| 3 |1344 30(47)- 0 0 22 76 lidomet | PTM
7.02)NPK.T luL.d hylation
(DHKE,
X@N-
term)
D.RC(+57.02)C(+57.02) P1-
2460 Carbam
FVHDC(+57.02)C(+57.0 616. 5.7 aMSMs- . PEAKS
2)YGTUNDC(+57.020NpK| ¥ | 25:37 | 949 19| 10.1| 2 0% 2| 3 [1084|3557| © 0 58 76 |idomet DB
0 hylation
T luL.d
p1- Iodinati
K.EVVHSY(+125.90)AIY 2443 _ on;
GC(+57.02)YC(+57.02) | Y | 25.14 | .896 20 43| 313197 3 | 2340 ""3"6'(54"’7'?_ 0 0 32 | 51 |Carbam| PEAXS
GWGGQGR.A 2 idomet
luL.d 3
hylation

total 27 peptides




