
Supplementary Figure 1. Localization of ErbB4 JM isoforms at different compartments of the cell surface.
a: Schematic representation of the imaging strategy.
b-d: SIM super-resolution immunofluorescence analysis of colocalization of HA-tagged (red) and EGFP-tagged
(green) ErbB4 JM isoforms in COS-7 cells. The imaging was focused on areas representing cell surfaces in the lateral
periphery of the cell (b) or in the in the bottom of the cell at the surface facing the cover glass on the culture plate (c).
The white boxes highlight the regions of interest in the x-y plane that are magnified below. The white dashed lines
correspond to the position of the x-z (below the magnified view) and y-z (right of the magnified view) projections in
the x-y image. Panel d depicts quantification of co-localization of HA and EGFP epitope-derived signals at the
different cell surfaces in the x-y plane where each dot represents the correlation of the signals in one cell. n=9-13 cells
examined over 2 independent experiments.Two-tailed Mann-Whitney U test. In the boxplots the line represents the
median, the box the interquartile range and whiskers the whole range of values. Source data are provided as a Source
Data file.
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Supplementary Figure 3. Pathway analysis of the mass-spectrometry derived interactomes of ErbB4 JM
isoforms.
Pathway annotations for interactomes of ErbB4 JM-a and JM-b in MDA-MB-468 cells were acquired from the
Molecular Signatures database. Stochastic neighborhood embedding was utilized to estimate an expression value for
each pathway in each sample. The differential expression of a pathway between ErbB4 JM-a and ErbB4 JM-b was
estimated with two-tailed Mann-Whitney U-test. Only statistically differentially expressed pathways are shown (P-
value < 0.05). The color in the heatmap corresponds to the pathway value: dark red, 100; white, 0; dark grey, -100.
β1 integrin pathways are shown in blue. Source data are provided as a Source Data file.
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Supplementary Figure 4. ��� �ina�e p���p��rylati�n in �r��4��timulate� S���� �ignaling.
Phosphorylation of JAK1 and JAK3 in MCF-7 cells overexpressing GFP-tagged TYK! "a#$ JAK1 "%#$ JAK! "c#$ or
JAK3 "d#$ and &A-tagged 'r%() JM-a or JM-%* Cells +ere sti,-lated +ith ./G-1* /epresentative %lots of n0!
independent experi,ents* 1o-rce data are provided as a 1o-rce 2ata 3le*
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Supplementary Figure 5. S��� p���p��rylati�n �y �r��� �� i����rm�.
a��: Densitometric quantification of Western analyses of STAT5 phosphorylation (on Y694/699). Cells were
transfected with constructs expressing ErbB4 JM isoforms in the context of two different cytoplasmic domains, CYT-
1 and CYT-2. Black symbol, MDA-MB-468 cells; blue, HC11 cells; green, MCF-7 cells; magenta, COS-7 cells. n=4-
6 independent experiments. Two-tailed Mann-Whitney U test.
�: Phosphorylation status of STAT3 (on Y705) in MDA-MB-468 cells expressing ErbB4 JM-a or ErbB4 JM-b. Cells
were stimulated with NRG-1 where indicated.
�: Densitometric quantification of STAT3 Western analyses, such as shown in panel c. Black symbol, MDA-MB-468
cells; blue, HC11 cells; green, MCF-7 cells. n=5 independent experiments. Mack-Skillings two-way ANOVA.
e��: Phosphorylation of the indicated STAT5b mutants in MCF-7 cells endogenously expressing ErbB4 JM-a (e) and
in COS-7 cells overexpressing ErbB4 JM-a or ErbB4 JM-b (f). Phosphorylation was detected using a
phosphotyrosine antibody not specific for a single phosphorylation site. Cells were stimulated with NRG-1 where
indicated. Representative blots of n=3 independent experiments.
An the boxplots the line represents the median, the box the interquartile range and whiskers the whole range of values.
Source data are provided as a Source Data file.
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Supplementary Figure 6. ErbB4 cleavage and STAT5 activation.
a-b: Western analysis of the abundance of an 80 kD intracellular domain (ICD) fragment generated from the
indicated ErbB4 JM-a constructs in MDA-MB-468 cells. Panel b depicts densitometric quantification of independent
experiments. Black symbol, MDA-MB-468 cells; blue, HC11 cells. n=6 independent experiments. Two-tailed Mann-
Whitney U test.
c: Phosphorylation of STAT5a and STAT5b (on Y694/699) in HC11 cells expressing wild-type (wt) or a gamma
secretase cleavage-resistant mutant (V675A) form of ErbB4 JM-a.
d: Densitometric quantification of STAT5 Western analyses, such as shown in panel c. Black symbol, MDA-MB-468
cells; blue, HC11 cells; green, MCF-7 cells. n=3 independent experiments. Two-tailed T-test.
e-h: Phosphorylation of STAT5a and STAT5b (on Y694/699) in protease inhibitor-treated MCF-7 cells that
endogenously express ErbB4 JM-a. Cells were stimulated with NRG-1 and ErbB4 cleavage inhibited by GSI IX or
TAPI-0. Panels f and h depict densitometric quantification of independent experiments. Blue symbol, HC11 cells;
green, MCF-7 cells. n=3 independent experiments. One-way ANOVA. Benjamini, Krieger and Yekutieli adjusted P-
values.
i-l: Immunofluorescence analysis of nuclear localization of STAT5a (i,j) and STAT5b (k,l) in MDA-MB-468 cells
expressing ErbB4 JM-a. Cells were treated with GSI IX or not. Confocal microscopy images (i,k) and quantification
of the co-localization of the STAT5 subtype-specific signal and the chromatin stain DAPI (j,l) are shown. n=12
images analyzed over 2 independent experiments. Two-tailed T-test.
In the boxplots the line represents the median, the box the interquartile range and whiskers the whole range of values.
Source data are provided as a Source Data file.
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Supplementary Figure 7. �r��� gly���ylati�n an� S���� a�ti�ati�n.
Phosphorylation of STAT5a and STAT5b (onY694/699) in COS-7 cells e!pressin" #rb$4 %&-a' #rb$4 %&-b or #rb$4
%&-a ()ST or #rb$4 %&-b (S constr*cts +ith ,*tations at p*tati-e "lycosylation sites. Se/*ence ali"n,ents of
#rb$4 %&-a and #rb$4 %&-a ()ST ,*tant ()6061/T6092/S634A/T6392/S640A/T6432)' and of #rb$4 %&-b and
#rb$4 %&-b (S ,*tant (S605A/S609A) are indicated. 1n panel c the plas,ids encodin" +ild-type #rb$4 %&-b and
STAT5b +ere co-transfected in t+o different plas,id 6)A ratios (787 and 780 for #rb$4 %&-b and STAT5b'
respecti-ely). Panels b and d depict densito,etric /*anti9cation of independent e!peri,ents. n.s.' non-si"ni9cant. n:3-
4 independent e!peri,ents. T+o-tailed T-test. 1n the bo!plots the line represents the ,edian' the bo! the inter/*artile
ran"e and +his;ers the +hole ran"e of -al*es. So*rce data are pro-ided as a So*rce 6ata 9le.
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Supplementary Figure 8. ErbB4 eJM sequences regulating isoform-specific STAT5 acti!ation.
a: A schematic presentation and sequence alignment of ErbB4 JM-a, ErbB4 JM-b, and chimeric ErbB4 JM mutants.
ErbB4 JM chimeric mutants were created by exchanging the residues 626-634 (dashed box) between the JM-a and
JM-b isoforms. The ADAM cleavage sites in the JM-a isoform are indicated.
b: Phosphorylation of ErbB4 in COS-7 cells overexpressing the indicated ErbB4 constructs. Cells were stimulated
with NRG-1 where indicated. Representative blots of 2 independent experiments.
c-": Phosphorylation of STAT5a and STAT5b (on Y694/699) in COS-7 cells expressing ErbB4 JM-a, ErbB4 JM-b,
or the chimeric ErbB4 JM-a/b and ErbB4 JM-b/a constructs. Cells were stimulated with NRG-1. Densitometric
quantification of independent experiments is shown in panel d. n=3-4 independent experiments. One-way ANOVA.
Benjamini-Krieger and Yekutieli adjusted P-values. In the boxplots the line represents the median, the box the
interquartile range and whiskers the whole range of values.
e: Sampled conformations of the C617-A648 region in ErbB4 JM-a (red) and JM-b (blue) isoforms during a 100 ns
simulation. The disulfide constrained region (C617-C633) aligns well between the two isoforms in the conformations
sampled at 0 ns, 50 ns and 100 ns simulation time.
Source data are provided as a Source Data file.
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Supplementary Figure 9. Colocalization of other ErbB family members with ErbB4 JM-a and JM-b.
a: STED super-resolution immunofluorescence analysis of COS-7 cells expressing the indicated MYC-tagged (red)
and HA-tagged (green) ErbB constructs. Regions of interest in the x-y plane are shown.
b: Quantification of co-localization of MYC- and HA-specific signals derived from the ErbB constructs as shown in
panelA, where one dot represents the correlation of the signals in one cell. n=8-12 cells examined over 2 independent
experiments. Mann-Whitney U test. In the boxplots the line represents the median, the box the interquartile range and
whiskers the whole range of values. Source data are provided as a Source Data file.
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Supplementary Fi�ure ��� Selecti�e S���� acti�ati�n by di��erent �����
a�b: Phosphorylation of STAT5a (a) and STAT5b (b) (on Y694/699) in COS-7 cells expressing ErbB4 JM-a, ErbB4
JM-b, EPHA2, IRR, FGFR3, TIE1, TYRO3 or EPHA7. Cells were treated with 1A FCS. Representative results of
nB5 independent experiCents.
c�d: Phosphorylation of STAT5a (c) and STAT5b (d) (on Y694/699) in COS-7 cells expressing the indicated wild-
type (wt) or Cutant ErbB4 constructs. Cells were treated with NRG-1. Representative results of nB3-5 independent
experiCents.
Source data are provided as a Source Data Dle.



Supplementary Figure 11. Localization enrichment analysis of the interactomes of ErbB4 JM-a- and JM-b-
like RTKs.
The mass spectrometry-derived interactomes of ErbB4 JM-a and ErbB4 JM-b (Supplementary Fig. 2; Supplementary
Data 1-4), as well as the interactomes of JM-a- and JM-b-like RTKs (Supplementary Data 6) were subjected to
location enrichment analysis with PANTHER Overrepresentation Test (Released 2022-02-02), using GO cellular
component annotation dataset (v 10.5281, Released 2022-03-22) and the Fisher’s Exact test. The enriched locations
of ErbB4 JM-a were found to significantly overlap with locations of the JM-a-like RTKs, and the enriched locations
of ErbB4 JM-b to significantly overlap with locations of the JM-b-like RTKs (P < 0.0001; X² test). The 12 mostly
overlapping location annotations are shown for both JM-a- and JM-b-like receptors. Source data are provided as a
Source Data file.
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c

b

� JM-a peptide: biotin–SGSGCTQGSNGPTSH	C–amide
JM-b peptide: biotin–SGSGCTQGS
GSS
�	C–amide

62�

lin�e� � m�tated to �

JM-a peptide JM-b peptide

Supplementary Figure 12� �ntera�ti�n� �� �r��� i����rm� �it� lipi���
a: The indicated biotinylated peptides including the ErbB4 amino acids 621 to 633 were tested for lipid
interactions. The cysteine residue 625 was mutated to serine to avoid formation of disul!de bridges other than the
natural one between cysteine residues 621 and 633. "soform#speci!c residues are indicated with color and ErbB4#
derived se$uences in bold font.
���: %ipid interaction array. &anel b depicts the template by Echelon Bioscience' panel c images of peptide overlay
e(periments carried out with the peptides indicated in panel a. &hosphatidyl inositol dots interacting with both
ErbB4 isoforms are indicated by !lled circles in panel b. )epresentative blots of n*2 independent e(periments.



Supplementary Figure 13� �ntera�ti�n� �� �r��� i����rm� �it� gly�an��
Peptides representing the amino acid residues 621 to 633 of ErbB4 JM-a and JM-b (Supplementary !ig" 12a# $ere analy%ed for interactions $ith glycans using a mammalian
glycan array &ersion '"2 from (!)" *he results are sho$n as a heatmap demonstrating the relati&e af+nity of the interaction of the t$o peptides $ith the indicated glycan
species" *he 1, oligosaccharides $ith the greatest relati&e af+nity to JM-a-speci+c peptide as compared to JM-b peptide (also sho$n in !ig" 6a# are bounded by a red bo-"
Source data are pro&ided as a Source .ata +le"

�
�g
��
�g JM-a peptide &s" JM-b peptide af+nity log2 fold change

-1"/ 1"//"/
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Supplementary Figure 14� �e�tin��en�iti�ity �� �ele�ti�e S���� a�ti�ati�n an� �ell �ur�i�al �timulate� �y
�����
a��: The indicated lectins were analyzed for their potential to inhibit ErbB-stimulated STAT5 activation. Panels
depict densitometric quantification of data from Western analyses of STAT5b (a) or STAT5a (b and c)
phosphorylation (on Y694/699) in COS-7 cells overexpressing EGFR (a), ErbB2 (b) or ErbB3 (c). Cells were treated
with NRG-1. Mean ± SEM. n=3-4 independent experiments. Mack-Skillings two-way ANOVA.
���: Growth of serum-starved HC11 cells cultured in the presence of the indicated lectins and either PDGF-AA (d),
FGF3 (e) or EGF (f). Cell confluence was measured using live cell imaging with IncuCyte. n=16-33 wells examined
over 3 independent experiments. Brown-Forsythe ANOVA. Benjamini, Arieger and Yekutieli adjusted P-values.
Source data are provided as a Source Data file.
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Supplementary Figure 15. Association of ErbB4 JM isoforms with β1 integrin at different compartments of the
cell surface.
a-b: Representative fragment ion peaks of the unique β1 integrin peptide IGFGSFVEK in anti-ErbB4
immunoprecipitates of MDA-MB-468 cells expressing ErbB4 JM-a (a) or ErbB4 JM-b (b). The peptide was detected
with parallel reaction monitoring (PRM) technique by mass spectrometry and analyzed with Skyline. Included
transitions are indicated above the peak curves. The vertical dashed lines indicate the boundaries of the quantification.
ppm, parts per million.
c: Sums of the areas of the fragment ion peaks of the unique β1 integrin peptide IGFGSFVEK precipitating with ErbB4
JM-a or JM-b in n=3 independent PRM experiments such as shown in panels a and b. Two-tailed T-test.
d: Schematic representation of the imaging strategy.
e-g: SIM super-resolution immunofluorescence analysis of colocalization of endogenously expressed β1 integrin
(green) and ectopically expressed ErbB4 isoforms (red) in COS-7 cells. The imaging was focused at the cell surfaces
representing peripheral cell surfaces at the side (e), and bottom surfaces facing the cover glass at the culture plate (f).
The white boxes highlight the regions of interest in the x-y plane that are magnified below. The white dashed lines
correspond to the position of the x-z (below the magnified view) and y-z (right of the magnified view) projections in
the x-y image. Panel g depicts quantification of co-localization of anti-ErbB4- and anti-β1 integrin epitope signals at
the different cell surfaces in the x-y plane where each dot represents the correlation of the signals in one cell. n=9 cells
examined over 2 independent experiments. Two-tailed Whitney U test. In the boxplots the line represents the median,
the box the interquartile range and whiskers the whole range of values.
Source data are provided as a Source Data file.
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