Figure 1S. Protein identification by tandem mass spectrometry. MS full scan, MS/MS scan and amino
acid sequence of (A) Dpysl2, (B) Nsf, (C) DpyslI3 and (D) Sept11. Each MS/MS spectrum shows the
predicted peptide sequence and the identified tryptic fragment.



Figure 1S A

+MS, 13.4-13.5min #1332-#1338

[252.

: Dpysi2

Protein

S5

Intens.
%105+

1.5 4

+MS2(654.8), 12.4-13.5min #1333-#1339

[252.

IVFEDGNISVSK

§'G60L

miz

T
1400

T
1200

T
1000

T
800

600

Intens.
x10%
8 -

400



Figure 1S B
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Figure 1S C
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Figure 1S D
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