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Figure S1: analysis of COS7 cells for Golgi fragmentation by IFC
COS7 cells were treated with 0.3 μM nocodazole for the indicated times, then 
fixed and stained for GM130 and Draq5. (A) The 3 populations of the Golgi 
structure were analyzed at each time point. (B) Representative images of cells 
from each treatment. 
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Figure S2: Increasing nocodazole concentration has no 
further effect on Golgi fragmentation
HeLa cells were treated with 0.3 or 10 μM nocodazole for 16 
h, then fixed and stained for GM130 and Draq5. (A) IFC 
analysis of the Golgi structure for each treatment. (B) 
Representative histograms of PulSA values (the width of the 
GM130 signal)  for each treatment of two independent 
experiments (Shown is the single width of the Golgi 
staining). (C) Representative images of cells from each 
treatment. 
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Figure S3: In mitosis, the Golgi fragmentation 
starts at Prophase, and the Golgi assembly 
starts at Telophase
HeLa cells were synchronized with the double 
thymidine block protocol. The cells were fixed at 
the G1/S border, or released for 9 hours, at the 
peak of mitosis, and fixed. The cells were stained 
for GRASP65 and Draq5 and analyzed by IFC. (A) 
Cell cycle histogram of the cells from the G1/S 
border (0 h) or at the peak oh mitosis (9 h). (B) The 
3 populations of the Golgi structure were analyzed 
at each phase of the cell cycle. (C) Representative 
images of cells from the cell cycle phases. 
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Figure S4: Increasing BFA 
concentration has no further 
effect on Golgi fragmentation
HeLa cells were treated with 0.2  
or 2 μM BFA for 60 min, then fixed 
and stained for GM130 (A-C) or 
Giantin (D-F) and Draq5. (A, D) 
IFC analysis of the Golgi structure 
for each treatment. (B, E) 
Representative histograms of 
PulSA values (the width of the 
signal) for each treatment of two 
independent experiments (Shown 
is the single width of the Golgi 
staining). (C,F) Representative 
images of cells from each 
treatment. 
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