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Legends
For ETD data
• z* = z+1; 
• c* = c-1;
• = charge reduced ions
• * = 2x precursor ion;
• bold = z ion detected;
• underlined = c ion detected;
• italic = b or y ion detected



T8110317 #3466 RT: 39.40 AV: 1 NL: 4.12E4
T: ITMS + c NSI d Full ms2 1134.15@etd100.00 [50.00-2000.00]
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Supplemental Figure 1
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Katalin_Szuszanna_53 #2537 RT: 28.86 AV: 1 NL: 1.54E3
T: ITMS + c NSI d sa Full ms2 616.30@etd90.00 [150.00-2000.00]
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T8110317 #2727 RT: 33.97 AV: 1 NL: 7.20E3
T: ITMS + c NSI d Full ms2 880.85@etd100.00 [50.00-2000.00]
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T8110317 #2726 RT: 33.96 AV: 1 NL: 2.53E3
T: ITMS + c NSI d Full ms2 880.85@cid35.00 [230.00-2000.00]
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T8110317 #2726 RT: 33.96 AV: 1 NL: 2.53E3
T: ITMS + c NSI d Full ms2 880.85@cid35.00 [230.00-2000.00]
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T8110313 #2371 RT: 32.79 AV: 1 NL: 5.91E3
T: ITMS + c NSI d Full ms2 767.12@etd100.00 [50.00-2000.00]
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Katalin_Szuszanna_53 #3785 RT: 41.46 AV: 1 NL: 1.09E3
T: ITMS + c NSI d sa Full ms2 767.12@etd90.00 [150.00-2000.00]
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T8110314 #1483 RT: 25.77 AV: 1 NL: 1.98E3
T: ITMS + c NSI d Full ms2 718.09@etd100.00 [50.00-2000.00]
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T8110316 #2794 RT: 34.84 AV: 1 NL: 5.92E3
T: ITMS + c NSI d Full ms2 755.57@etd100.00 [50.00-2000.00]

200 400 600 800 1000 1200 1400 1600 1800 2000
m/z

0

10

20

30

40

50

60

70

80

90

100

R
el

at
iv

e 
A

bu
nd

an
ce

754.52

1258.33

1131.23

1007.64
1509.68932.24

1741.72
1878.21

876.53 1307.79 1635.28654.92
1935.06503.40246.13 393.19

x5 x5 x5

755.1714 (5+)

LVVSSVQHQSALELSEAGVQAAAATST(HexNAcHexSA)AM(Oxidation)SR

z1
159 z2 z3 c5

z4
464

 *also overlapping (3+)

*2+




944

* (2+)-SA
z26(2+)

c6
602

If the ID is accepted, still seven potential glycosylation sites

Supplemental Figure 11



QVPS(HexNAcHex)HAVVAR

476.9216 (3+)
B3VTM3, Lactoferrin

This is NOT a glycopeptide!

(C) YLAM(O)VPSHAVVAR

Q29443, serotransferrin

T8110314 #1227 RT: 23.82 AV: 1 NL: 4.82E3
T: ITMS + c NSI d Full ms2 476.92@etd100.00 [50.00-1445.00]
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