
Supplemental Fig. S1

Supplemental Figure S1 | Peptide spectrum match identification details of a NACA2 peptide. Though
a total of 110 spectral counts were measured for the NACA2 protein, it was identified with a single-
peptide match. Here, we show a representative MS/MS spectrum of a Q2-deamidated peptide from
NACA2 (128-142) with annotated fragments. The mother ion is +3 charged with monoisotopic
m/z=538.95.
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Supplemental Figure S2 | Patch-clamping analyses of the BirA*-FLAG tagged Kir2.1WT or Kir2.1Δ314-315 bait
proteins. Current traces and I/V relationships from WT (A) or mutant (B) Kir2.1 are shown. *P<0.05 vs.
control. N: number of transfected cell batches; n: number of cells.
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Supplemental Fig. S3

Supplemental Figure S3 | Immunofluorescence (IF) staining analyses of the subcellular localization of the
BirA*-FLAG tagged Kir2.1WT, Kir2.1Δ314-315 or TM-CTRL bait proteins. GM130 was used as a marker for the

Golgi apparatus and DAPI as a nuclear marker. Kir2.1WT is detected at the plasma membrane, as well as in
the cytoplasm, including the Golgi apparatus. Kir2.1Δ314-315 is detected in the cytoplasm and overlaps

almost exclusively with GM-130, in agreement with the previous reports of its trapping in the Golgi
apparatus (Bendahhou et al, 2003, Ma et al, 2011, Plaster et al, 2001). TM-CTRL is detected at the plasma

membrane as well as in the cytoplasm, including the Golgi apparatus. Scale bars: 10 μm.

Kir2.1 WT Kir2.1Δ314,315

DAPI

FLAG

GM130

DIC merged

Merged

DAPI

FLAG

GM130

DIC merged

Merged

DAPI

FLAG

GM130

DIC merged

Merged

TM-CTRL



WB: α-Biotin

WB: α-FLAG

Tet (10 µg/ml)
Biotin (50 µM)

37 kDa

- - +  +
- +  - +

Kir2.1Δ314-315

75 kDa

100 kDa

75 kDa

50 kDa

150 kDa

100 kDa

250 kDa

37 kDa

25 kDa

20 kDa

Supplemental Fig. S4

Kir2.1WT

- - +  +
- +  - +

75 kDa

50 kDa

150 kDa

100 kDa

250 kDa

37 kDa

25 kDa

20 kDa

TM-CTRL

- - +  +
- +  - +

Supplemental Figure S4 | Western blot analyses of the BioID bait protein expression and biotinylated
proteins. Expression of the BioID bait proteins was induced by tetracycline and cells were treated with
supplemental biotin for 24 hours. Expression of the BirA*-FLAG tagged Kir2.1WT, Kir2.1Δ314-315 or TM-
CTRL bait proteins is verified by Western blotting using FLAG antibody. The presence of the biotinylated
proteins is assessed by Western blotting using α-biotin antibody. CTRL: control; Tet: tetracycline; TM:
transmembrane; WB: Western blot; WT: wild type.


