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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]

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

1093.88

997.28

943.01828.49
1190.84

414.91

573.51 914.42
660.46

764.14
1271.84292.12

1698.941457.83479.84313.51 1581.73 1847.86 1984.07

x2 x5

880.2454 (5+)
A4IFA5, VASN protein

VRPGPRPS(HexNAcHexSA)PAPAT(HexNAcHexSA)PRPLPLGIEPASPTSLR

CID !

y5

y8

y8(2+)

y6

b22(3+)

b22-SA(3+)

b22-2SA(3+)

b22-2SA-Hex(3+)
b22-SAHex(3+)
1039.8

M-2SA(5+)

731.4, y7

b21(3+)
1148

b21-SA(3+)
1051

y5y8

b22

b22-SAHexHexNAc(2+)

M-2SA(3+)

Supplemental Figure 5A



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]
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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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