Supplemental Figures and legends

A 161 EGGPSQIGDALGFAVR B 30; vivepicicDr
~14 —
) 318» g 25 312,
312 / 320 / \
210 2 / \
38 315 /
o \ o v
§° , 510 £ \
g 4 “/ ) g \\ ‘\'y g //“\\ \
Ay %X\
=2 L \\ e 9 é,/ \
0 e ~N ’ 0 ——— e )
305 310 315 320 300 305 310 315
Retention time (min) Retention time (min)
Cn D 35SGFTYVLHEGECCGR
ILAGPAGDSNVVK i
s « = 30 9.
§ 10 182, 5 3\
> [\ X 25 A
Z 8 { \ Py Il
Z // e \ €20 (il
5 6 " Sl o {1
: i\ : 154 i\
64 If \\ 2 10 M
® | \ s AN
. 2 ’9 5 /.,/ i \\\‘
> / \ ry \\‘A:;,;
0 el e 0 S /7 |
17.0 175 180 185 76 78 80
Retention time (min) Retention time (min)

sFigure 1: Detection of VWF tryptic peptides: Mass spectrometry ionizes peptides and
identify the peptide ions based on their mass to a charge ratio (m/z). In SRM analysis,
we first filtered the intact peptide as precursor ion by its m/z, after fragmentation, we
then measured the produced peptides as fragment ions by their m/z(s) named as
transitions. Typical SRM chromatograms are shown for the four VWF peptides (A — D)
in samples collected from a patient under baseline conditions. Curves in each
chromatogram are transition peaks of corresponding peptides. Three to four transitions
in each pepetide are monitored to ensure the target peptide being correctly identified

and quantified.



