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Supplemental Figure 1. Detection and validation of the purity of isolated microsomes. A. Electron microscope
image. A representative area of ER vesicles was shown without apparent other apparatus contamination, observed with
electron microscope. B. Western blotting image. A amount (50 pg) of proteins were loaded at each lane, and lanes 1, 2, 3
and 4 were sequentially detected with anti-endoplasmin (92.5 kDa; ER marker), anti-OxPhos Complex IV subunit | (56.9
kDa; mitochondrial marker), anti-Catalase (59.8 kDa; peroxisomal marker), and anti-cadherin (98.3 kDa; cytoplasmic
marker), respectively.
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Supplemental Figure 2. Distribution of subcellular locations of 2DE-derived proteins. The subcellular locations
were derived from Swiss-Prot Dadabase and the Gene Ontology.
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Supplemental Figure 3. Distribution of 1DE-derived proteins over the GRAVY scores.
The value (-0.4) is the mean GRAVY score for cytosolic proteins; it is the borderline between
cytosolic proteins and membrane proteins. A score >-0.4 indicates probability for membrane
association (the higher the score is, the greater the probability is).
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Supplemental Figure 4. Distribution of 1DE-derived proteins over the pl values.



binding

catalytic activity

A oxidoreductase activity
structural molecule activity,

hydrolase activity, acting on acid anhydrides

hydrolase activity acting on acid anhydrides in phosphorus-containing anhydrides
pyrophosphatase activity,

nucleoside-triphosphatase activity.

iron ion binding

electron carrier activity

structural constituent of ribosome

GTPase activity

tr; ter activity
tetrapyrrole binding

heme binding

monovalent inorganic ti tran smery tr; ter activity
hydrogen lon transmern tr porter activity
oxidoreductase activity, acting on NADH or NADPH

metal cluster binding

iron-sulfur cluster binding

oxidoreductase activity

NADH dehydrogenase activity.

oxidoreductase activity, acting on NADH or NADPH

NADH dehydrogenase (quinone) activity

MNADH dehydrogenase (ubigquinone) activity.

rRNA binding

4 iron, 4 sulfur cluster binding

0.0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9

inorganic ti tran smernr

intracellular

B intracellular part,
organelle

intracellular organelle
membrane-bounded organelle
intracellular membrane-bounded organelle
cytoplasm

cytoplasmic part

organelle part

intracellular organelle part
macromolecular complex
mitochondrion

endoplasmic reticulum
organelle membrane

cell fraction

insoluble fraction

membrane fraction

envelope

organelle envelope
mitochondrial part
mitochondrial envelope
mitochondrial membrane,
organelle inner membrane
mitochondrial inner membrane,
ribosome

vesicular fraction

microsome

mitochondrial membrane part
cytosolic part

ribosomal subunit,
mitochondrial respiratory chain
emall ribosomal subunit,
cytosolic ribosome

cytosolic small ribosomal subunit

00 0.1 0.2 0.3 04 05 0.6 0.7 0.8 0.9
metabolic process
C cellular metabeolic process
localization
tofl

transport,

oxidation reduction

translation

generation of precursor metabolites and energy.
purine ribonucleotide biosynthetic process
oxidative phosphorylation
protein polymerization
transmembrane transport,

0.0 0.1 0.2 0.3 04 05 0.6 0.7 0.8 0.9

E microsome protein list
R clorence proiein list

Supplemental Figure 5. Significant enrichment of GO terms for mouse liver microsome proteins (n = 259) that
were derived from 1DE and 2DE strategies. The set of identified microsome proteins was compared with the
reference list of IPI entries (provided by BinGO), and significantly over-represented GO terms (P < 0.01) are shown.
The ratio shown is the number of microsome and reference IPI proteins annotated to each GO term divided by the
number of microsome and reference IPI proteins linked to at least one annotation term within the indicated GO cellular
component(A), molecular function(B), and biological process categories(C).



	幻灯片编号 1
	幻灯片编号 2
	幻灯片编号 3
	幻灯片编号 4
	幻灯片编号 5

