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Fig.S1 Generation of the APMAP-KO mouse line. a Schematic representation of the
knockout-first construct (KOMP Repository; www.komp.org) used for the generation of
the APMAP full knockout mouse line. b The deleted APMAP protein expression was
confirmed by Western blot analysis of whole brain extracts from 3-month-old APMAP-
KO mice (ko/ko; n=2) and WT mice (+/+; n=2). B-Actin served as a protein loading

control.
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chow diet high fat diet significance
n per
n per group ‘ grade / score group ‘ grade / score
Lung
leucocytic infiltrates ko4, wt-8 ko 1.8, wt 3.7 ‘ ko-3,wt-1 ko3, wt25 ‘ inflammatory change
Kidney
leucocytic infiltrates, perivascular ko8, wt-10 ko3.8,wt4.1 | ko4,wt3 ko3.7, wt2.8 |background lesion
tubular lipidosis ko-3, wt-3 ko1.2,wt12 | ko5, wt2 ko-1.8 wtl.2 |incidentalfinding
tubular basophilia ko-1, wt-2 background lesion
tubular proteinaceous casts wt-2 wt-1 background lesion
basement membrane thickening wt-1 background lesion
glomerular sklerosis wt-1 ko-1 background lesion
mesangial cell proliferation wt-1 wt-2 background lesion
Liver
leucocytic infiltrates ko-3, wt-7 ko1.1,wt2.5 ko5 wt2 ko4.8,wtl.2 |inflammatorychange
hepatic lipidosis ko-0, wt-0 ko5, wt-5 ko8 wt8 diet related
related to
extramedullary hematopoiesis ko-2, wt-1 wt-2 inflammation
Stomach
leucocytic infiltrates | ko4, wt-4 ko1.3,wtl ‘ ko1, wt-0 ko12 ‘ inflammatory change
Oesophagus
bacteria intracorneal | | ko-1, wt-1 ‘ incidental finding
Spleen
activated lymph follicles ko-0, wt-1 ko-2, wt-2 background lesion
hemosiderosis ko6, wt-3 ko2.7,wt1.7 ko1, wt0 kol2 background lesion
related to

extramedullary hematopoiesis ko-1, wt-1 ko-1, wt-0 inflammation
Salivary gland
leucocytic infiltrates | ko7, wt-8 ko4, wt4.2 ‘ ko3,wt-1 ko3.6,wtl ‘ background lesion
Lymph nodes (mandibular, mediastinal, mesenteric)
activated lymph follicles ko-2, wt-3 background lesion
sinus histiocytosis ko4, wt-7 ko2.5,wt3.7 | koS5, wt12 ko53,wt1l9 |background lesion
Pancreas
leucocytic infiltrates | ko3, wt-6 ko 1.7, wt 3.3 ‘ ko-0, wt-0 ‘ inflammatory change
Testis
leucocytic infiltrates | ko-1, wt-2 ko-1, wt-1.17 \ ko0, wt-1 wtl ‘ background lesion
Seminal Vesicles
histiocytes intraluminal | | ko-1 ‘ incidental finding
Preputial glands
leucocytic infiltrates ko-2, wt-2 ko2.3,wt15 |ko3,wt2 ko28 wtl6 |background lesion
fibrosis ko-0, wt-1 background lesion
cystic dilation ko-1, wt-3 wt-3 background lesion
Skin
leucocytic infiltrates w/wo bacteria | | ko4, wt-3  ko-3.6, wt 2.6 ‘ inflammatory change
Gingiva
leucocytic infiltrates | | ko-1 ko 0.8 ‘ incidental finding
Muscle
leucocytic infiltrates ko1 incidental finding
muscle fiber regeneration ko-1 incidental finding
Urinary bladder
leucocytic infiltrates th—l | ‘ background lesion
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Fig.S2 Morpho-pathological characterization of APMAP-KO mice. a Organs and tissues
analyzed to assess whether the biallelic deletion of the gene coding for APMAP induces
macroscopic and/or microscopic morphological changes. b No significant morphological
changes (graded from 0 to 6 according to their degree of severity) were recorded in the
APMAP-KO groups compared to the age and sex-matched WT control animals, fed with
chow or high fat diets. The phenotypic observations are not related to the specific
genotype, as confirmed by the non-significant semi-quantitative histopathologic scores
among the different groups, and by the intra- and intergroup low incidence. Mice on a
chow diet were aged 7 to 9 months, with n=10 mice/group (equally distributed between
males and females). Mice on a high fat diet were aged 4 months, with n=5 males/group. ¢
APMAP deficiency does not affect morphology of neural tissues. Sagittal brain sections
from 9 month-old WT and APMAP-KO mice stained with hematoxylin and eosin.
Specific tissue is indicated at left of each pair of panels. Scale bars, 1 mm for brain and

200 pm for hippocampus, cerebral cortex and thalamus.
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Gerber et. al., Supplementary Fig.S3
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Fig.S3 Generation and selection of a CHO cell line stably overexpressing APMAP for
the high-grade purification of APMAP and associated proteins. a Clonal selection of a
CHO cell line stably overexpressing APMAP. Chinese hamster ovary adherent cells
were transfected with a plasmid harboring APMAPI1-Flag and selection was performed
in DMEM containing 300 pg/ml Geneticin G418. After 21 days of selection, single cell
cultures were inoculated into 96-well plates by limiting dilution. Of all recovered clonal
cell lines, 26 were screened for APMAP expression and the highest producers were
maintained in culture for further analysis. b, ¢ Whole cell extracts were prepared and
analyzed by Western blot with anti-Flag (b) or anti-APMAP (¢) antibodies. The highest
producer (clone 5) was further adapted for cultures in suspension and used for the

purification of APMAP and associated proteins.
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Gerber et. al., Supplementary Fig.S54

CP1

36 exclusive unique peptides, 50 exclusive unique spectra, 173 total spectra, 212/416 amino acids (51% coverage)

Adipocyte plasma membrane-associated protein OS

Q9HDCI (100%), 46,481.5 Da

e -Z
SU0Udwo
=0=z=x>>
<<Lo O u
OFZ0O2x>
—“u>00E<
W< >0
L OO -
SEowown
F>0Exo-

“ox>Enx
N> AU
S=d0d
<TOdnu
—LC>>uo
S=>0>—-w
L E>S
o - - Y- T
FeaFOxxwn
>00=2—-—-0

X>ZXx =
W oo >
>00wnN=x -
XZ<NWI
VwWweQrFwno
N == a0
[TRRC TR JTI. o
N -d>>0uw
Vo =— . JT
O >=>

OOV L VW
XxUOOuwwn
<I>0QWO—
wyo <o >
QpWo Z -
<Z0O>no <
ok x>
OXxx 00—~
O4dFQ>F0
O>¥Zowno

QLUU>Z=o
Lo 00
>-L0wVnuL>T
>SdnzSx=4
oV Z a>un
ALY OUx
eicvoox
- e
Bl == N
xnFEa>uno

dWp= o wn
oo —w>xn
xQWunw—wun
—_a0wneZzd
(G = -] Sy ay
O=wWd>o
Lo >
w00
NW>>>own
S WwzE>

2

1sv

APMAP PE

Homo sapiens GN

CP2

32 exclusive unique peptides, 40 exclusive unique spectra, 126 total spectra, 196/416 amino acids (47% coverage)

Adipocyte plasma membrane-associated protein OS

Q9HDC9 (100%), 46,481.5 Da
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AHSG PE=1 SV=

Bos taurus GN

3 exclusive unique peptides, 3 exclusive unique spectra, 5 total spectra, 38/359 amino acids (11% coverage)

P12763 (100%), 38,417.4 Da
Alpha-2-HS-glycoprotein 0S
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CP3

22 exclusive unique peptides, 25 exclusive unique spectra, 73 total spectra, 178/416 amino acids (43% coverage)

Adipocyte plasma membrane-associated protein OS

Q9HDC9 (100%), 46,481.5 Da
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Rtn4 PE=1 SV

Rattus norvegicus GN

3 exclusive unique peptides, 3 exclusive unique spectra, 3 total spectra, 29/1163 amino acids (2% coverage)

F1LQN3 (100%), 126,405.1 Da

Reticulon OS
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APMAP PE

Homo sapiens GN

CP4

22 exclusive unique peptides, 27 exclusive unique spectra, 54 total spectra, 173/416 amino acids (42% coverage)

Adipocyte plasma membrane-associated protein OS

Q9HDCI (100%), 46,481.5 Da
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Rtn4 PE=1 SV

Rattus norvegicus GN

3 exclusive unique peptides, 3 exclusive unique spectra, 5 total spectra, 41/1163 amino acids (4% coverage)

F1LQN3 (100%), 126,405.1 Da

Reticulon OS

Yoo dndedddhwoawyQundg
ZAdAd>W>UXWnunnd—owde
LWnaC<LDLU>WEnNZwWwWuwo > Jdx
oL IYVnnwWw Jdo o nm—uw <<
SCAJwazZowloawnwnZ - - w >
wWoapk-x©Ynx <A<t
A WLUOSUNWW—Q>nNLn—=0
WO wWaxO0Z0woa wno >pF—
WAaSSWLZVNW>SSWSYEdJdang
AN FVNLYOD d=X J0WAOX-Z>

OxxLVVVN—=—0FF0QFWINUX>>0
WwnaJ0owxyaeeDCwwawnI T
O2VAESSAZFJJdI0OXYIC>0x
OUVENWRFNW I> Wi — W —
woagJun¥xOunoaxxonxy dxnd >
WOdYWV>WWhWnNAI><<OURFwLWn—
wegLowa JToaoa<nnwWe I>2Z>
QWL INUDZSF>XdX dnik-na
WAL NWSYWZLCZWXENNY > —
W > JnwWwwniununxen

WP e > W Jdd¥Y 0w
WanFwWwO>o wwIdY J0>d> o
whbhwd wyY L ww—T 0O —ddun
OO J I N WLE>WOOO WV b w —
WL 1 QOLWZFnNanNgZ—0dw
Wad>x>>C>00>>nZZnndg
QEHdAENZoaZExXUAZE>CwW—
wawWwe>nNI<F-nNdZnw——F0<—
a0 L wrndJ0wWwue nguwu >
W J0oadqwp-<aQ>Fnoe>uwd

FoocwZoad<-FQRFWAWZYW>N-
SANOFrVnAdd<bFae dNPFELQ A0 W
LU I>nE>Ya dJuwngb- -0
a0 dQF>Ad—wWwunw>unx >»>2
> ANWCEL>NNEFWI WS>
Ynoa>SadnunDuwOune g -dZ —x -
Lo 4 nDICCO>-Z0n0un<g
Ve ZWwDwDw—nN¥Y Jnik-axxa 00
LNAEUX>>FNLI-ZE—=>nSIT>C
Lo NdbF—0QuWoaw>Yw=—>U0>x

a0 >0naCuwyYnduw -
[F AT ETT TN RV b T - W TR gF- ge . TRV
OIS ZY >0 WY A DOn>
oo JdQUWVNSSWOORFXYnN>XY=20
NCeOFXY2NdddURFdJ>>0S 0
OCwIwngcoua<OFnnn —d—
F<O—-wxxO¥a>n—aooQunpk<>x
NMCOX—->W>ZXY>n>—0Dexodag
N WWpRF—LonNFn—wiOxYZun—uwg
noaodU>o W woa > Z W d> N —

S>dvnwwxa x>0 —nnnwodx
ALY VNNWL AL AN S AN
NdnonnDUnN—>wWDCuwwn>n=
NaCa — Nk X©YnNEFEQOFQd—=><
OnNd>>Z>ub-dwnxyxon>e 40
04> quW nWwOO0OwFL>Cu0Ox
— 0 WNS>DWL - FFLC>dnWIunni >
O NI 0—-—C<nNCOITO>I—>0n
WLLCLCZ—>W—woad>d—wWndx
SaaqUCazZ0ZAZoaZ—0x>wZ

2

1sv

APMAP PE

Homo sapiens GN

CPS

24 exclusive unique peptides, 30 exclusive unique spectra, 64 total spectra, 184/416 amino acids (44% coverage)

Adipocyte plasma membrane-associated protein OS

Q9HDCI (100%), 46,481.5 Da
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7918220 PE

H671

Cricetulus griseus GN

15 exclusive unique peptides, 18 exclusive unique spectra, 22 total spectra, 109/1479 amino acids (7% coverage)

AOA06113K8 (100%), 160,726.0 Da

Calnexin OS

FOLEF>YXLWWOUCOIWnLOOxUaIwna
S>Sx0Or<ocwlIoc—FuxoaOcOunadnagU
X001 0ZF<<U oSS0 dnaZaon
AULdTACEAXYIXYUVNEFOZUSL AU
NMoZFO—-YWZ20N0aLO¥JUnoawnang
A ddyoaQud¥doa doang J0>0 A2 w
AWy —ooaZwooO0onaxx<ZOwnZOox o
FFUOCWIW200WO—-—nnXYnoOwngogwnd -
MOFFAWI0WLNI>a J0Z>a0>00now
N¥vYux=0>XuwoaocOwnoFIZoa>Jd-0O

QZvn>www>0vnwya Jungad<nzZn
VWL —00LLDWExCOXVNOOJWOIFA>Z
¥0JdxZ0waQaoaoaxwdIoagOLOZa -
N>YJ0SOQWWYs JwWw-A<¥¥YU0O0axUax
Yw>Quwoaddx WL On>Faowoa o>
NS >FHoWZL>ZUXO>nNUZoxS—-IT 3o
Oxx<<O¥0DaUAxxZynwa JaU0>0nNIoOwn >
wWwoLVaOZ—0aadd-qCWa>JIXEZI20L
Pl " NaNaRVE- do ILEVEVETRVRVEV N a RV No IRV R do
wWwrUxuwweddete>ddnNdaddxc0-<a<<-

wYwgaonaYLdZnaNaloa>wuO0UnzZou

——-—IO¥Y¥Y¥0QDJd—ux¥OUX<eJa<O<IT O
S=UXWOSJF—-—0aZdawlEZ40C0ndn
OQWZW—<C>0¥WJwAwLLUISOZLagUVLL
OQQOWwWAUEx¥0oaZwWwi-OoaZadOwa SIS <
—S0uw>xadU>wWwILaO0VN>ZC<I>a <0
OFZ>un0>QwuwwZaDoa>yOa<sniD
00>V ZZIAxnN>CLL>nNO¥adn=zZ0
WOWRZ—odd<bnnn>0nxexsua>a =
—¥>N¥>>Z2Za0xU>103E>n>xxxOw

OO0 quWDOVNXXYZZdNaZdqn—0annzZ
—<>Zoo—00Xddxdndu<Z0O>a - —
S —-¥FWE>SYOIITW>JdIZJd00nad=ZIn=
OQUaISa>YwWwUU—woadnumnmnda dngunw
QOQhdoaxxOoaxxOwoaun—axoaaZogLULUXXOOW
O=YuLZa¥nQundnodLVoWVnJdnEFELn®n
IZS+-——222 0004 0WUCCOWNZ - -
LLUOWLJUXLLUVNOCXY JIZOITZLZ-0VO0OCx
OVMLIZWOVNWLUOUES2 00OV >=0aguZ
T a0 —adpF>0uwuwg2ad400>00dx

CNULXYNXY>——0D0UX 000 ~-ITuna ddowd
OLA>ZFZL>UZXWWICNZa N>V —0o o
>SEXO>CAZI00ZZLndnNdZ4nOxOn
CNZW>WZOuLuwW—Jd<<0ITO0I <O 2O
Sk JU>wOuL>woaeZ<a OO ZI o —
FynxUO0O=wogUOJdo oo dJT <
VRE¥YDad—dDZd0NILCOALENO OO0
40> —a 00U LZa d>>00000
Sh—=— JdN¥xxnNn>Yo JdJZwWwoaLd>dnNnuwLnn=o I
AU - 0VO0OFFOVNAdFFVNVNAaZES>00U LT 40

A>TLWAaSTSTA¥CIZXYa <O InNOFRLOLLU L
AWISLLC>DN—WAIXYN—ZCUCa XL <NnD>
VO —-un0U=>wWwnuodzZzodacowdnundn
AFCFZWUA>Hd00n—a<0xex00<0aan
AR >000W>SY Jn>00oenNEF-W> JdC <<
Z>naaZTadZWZONTaZnoUIONIIO
A0S HFZOCLV AW JUCOOVNU>dxZu0On
UL I 10— WY U010 I nZa00aawn
WyY>0—-owCawWw>0<a-SZ0C<I00wna0
S>d A UnEWRUOUFFO>aFOa>><a

1

=H671_191762 PE=4 SV

Cricetulus griseus GN=

2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 23/407 amino acids (6% coverage)

Lysosome-associated membrane glycoprotein 1 OS

AOA061IM78 (100%), 43,787.5 Da
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=179_006475 PE

Cricetulus griseus GN
3 exclusive unique peptides, 3 exclusive unique spectra, 3 total spectra, 35/615 amino acids (6% coverage)

G3H7X9 (100%), 68,661.3 Da

Nicastrin OS
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Rtn4 PE=1 SV

Rattus norvegicus GN

2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 22/1163 amino acids (2% coverage)

F1LQN3 (100%), 126,405.1 Da

Reticulon OS
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CPé6

Q9HDC9 (100%), 46,481.5 Da

=2

APMAP PE=1 SV

Homo sapiens GN=,

Adipocyte plasma membrane-associated protein OS

31 exclusive unique peptides, 37 exclusive unique spectra, 59 total spectra, 204/416 amino acids (49% coverage)
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AOA061IM78 (100%), 43,787.5 Da

=1

=H671_191762 PE=4 SV

Cricetulus griseus GN

Lysosome-associated membrane glycoprotein 1 OS

2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 23/407 amino acids (6% coverage)
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AOA06113K8 (100%), 160,726.0 Da

Calnexin OS

=1

=3 SV

7918220 PE

=H671

Cricetulus griseus GN

21 exclusive unique peptides, 24 exclusive unique spectra, 30 total spectra, 141/1479 amino acids (10% coverage)
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G3H7X9 (100%), 68,661.3 Da

Nicastrin OS

=1

=4 SV

179_006475 PE

Cricetulus griseus GN=

4 exclusive unique peptides, 4 exclusive unique spectra, 4 total spectra, 44/615 amino acids (7% coverage)
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1

4 SV

179_006863 PE

Cricetulus griseus GN=

2 exclusive unique peptides, 2 exclusive unique spectra, 4 total spectra, 20/830 amino acids (2% coverage)

Prostaglandin F2 receptor negative regulator OS

G3H902 (100%), 93,714.9 Da
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1sv

APMAP PE

Homo sapiens GN

CP7

19 exclusive unique peptides, 22 exclusive unique spectra, 26 total spectra, 146/416 amino acids (35% coverage)

Adipocyte plasma membrane-associated protein OS

Q9HDCI (100%), 46,481.5 Da
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7918220 PE

H671

Cricetulus griseus GN

10 exclusive unique peptides, 12 exclusive unique spectra, 14 total spectra, 115/1479 amino acids (8% coverage)

AOA06113K8 (100%), 160,726.0 Da

Calnexin OS
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179_009791 PE

Cricetulus griseus GN

14 exclusive unique peptides, 14 exclusive unique spectra, 14 total spectra, 152/1700 amino acids (9% coverage)

Cation-independent mannose-6-phosphate receptor OS

G3HGQ1 (100%), 186,663.3 Da
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=CLU PE=1 SV

Homo sapiens GN

2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 19/449 amino acids (4% coverage)

P10909 (100%), 52,495.0 Da
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Tmem259 PE=1 SV

Rattus norvegicus GN

3 exclusive unique peptides, 3 exclusive unique spectra, 3 total spectra, 30/574 amino acids (5% coverage)

F1LPCS5 (100%), 63,343.8 Da
Protein Tmem259 OS
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APMAP PE

Homo sapiens GN

CP8

8 exclusive unique peptides, 10 exclusive unique spectra, 10 total spectra, 100/416 amino acids (24% coverage)

Adipocyte plasma membrane-associated protein OS

Q9HDCI (100%), 46,481.5 Da
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AOA096P063 (100%), 34,826.0 Da
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ARG1 PE=3 SV

Papio anubis GN
2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 22/323 amino acids (7% coverage)

Arginase OS
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G3HZES (100%), 69,919.3 Da
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179_016446 PE

Cricetulus griseus GN=

Heat shock 70 kDa protein 1A OS

6 exclusive unique peptides, 6 exclusive unique spectra, 14 total spectra, 81/641 amino acids (13% coverage)
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P29508 (100%), 44,565.9 Da

Serpin B3 OS

=2

=SERPINB3 PE=1 SV

Homo sapiens GN

22 exclusive unique peptides, 27 exclusive unique spectra, 28 total spectra, 194/390 amino acids (50% coverage)
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G3HYQ1 (100%), 27,689.8 Da
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179_016192 PE

Cricetulus griseus GN
6 exclusive unique peptides, 8 exclusive unique spectra, 9 total spectra, 51/248 amino acids (21% coverage)

14-3-3 protein sigma OS
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Fig.S4 Mass spectrometric identification of APMAP-interacting proteins. Peptides

identified by LC-MS/MS after tryptic digestion of eight different APMAP-containing

low and high molecular weight protein complexes (CP1-CP8) from selected SEC

fractions resolved by native-PAGE (see Fig.3) are highlighted in yellow in the primary

sequences. Modifications are highlighted in green.
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Gerber et. al., Supplementary Fig.S5
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Fig.S5 Treatments with siRNAs targeting fetuin-A, serpinB3, stratifin, LAMP-1 and
membralin do not affect APP-FL, APP-CTFs, or APMAP. The knockdown of the
indicated APMAP-interacting proteins was performed as described in Fig.4 by small
interfering RNA (siRNA) in HEK cells overexpressing APP bearing the Swedish
mutation that causes early-onset familial Alzheimer’s disease (HEK-APPSwe). Cells
were treated for 3 days with siRNA duplexes (listed in the Materials and Methods
section) complexed with Lipofectamine RNAiMax (Invitrogen). Whole cell extracts were
prepared in HEPES buffer containing 1% NP40 and analyzed by Western blot for the
siRNA protein targets APP-FL, APP-CTFs and APMAP. Cells transfected with the
allstar control siRNA (scramble) served as negative controls while actin served as a
protein loading control. APP-FL: APP full-length; APP-CTFs: APP-C-terminal

fragments.
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Gerber et. al., Supplementary Fig.S6
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Fig.S6 Depletion of individual APMAP interacting proteins does not affect the level of
a-, B- or y-secretases. a The same whole-cell extracts as in Fig.4a, prepared from
biological triplicates of HEK-APPSwe cells treated for three days with siRNA duplexes
targeting the indicated APMAP-interacting proteins were analyzed by Western blot for
the siRNA proteins targets, a-secretase ADAMI10, p-secretase BACE1 and y-secretase
catalytic site protein presenilin-1 N-terminal fragment (PS1-NTF). Cells transfected with
the allstar control siRNA (scramble) served as negative controls while actin served as a
protein loading control. b Densitometric analysis of the ADAM10, BACE1 and PS1-
NTF Western blot bands in (a). Student’s #-test was applied for statistical analysis;
significance is shown as the mean + SEM, *P<0.05; ADAM10, BACE1 and PS1-NTF:
n=3/group.
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Gerber et. al., Supplementary Fig.S7
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Fig.S7 N-linked glycosylation of APMAPI and absence of glycosylation of APMAP2.
The glycosylation profiles of APMAP1 and APMAP2 were estimated by Western blot
analysis of denatured human cortical lysates of two control brains and three
neuropathologically verified AD brains treated for one hour at 37°C in the presence (+)
or absence (-) of Peptide-N-glycosidase F (PNGase F) to catalyze the cleavage of N-
linked oligosaccharides. For APMAPI1, the PNGase-dependent band shift (from
APMAPI to Deglyc APMAPI) reveals an N-linked glycosylation. For APMAP2, the

absence of a band shift confirms an unglycosylated protein.
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Gerber et. al., Supplementary Fig.S8

Threshold (Threshold=0.5)
Potential
1 SegName Position Potential Jury N-Glyc
agreement result
Sequence 160 NGTL 0.7040 (9/9) ++
0.751 Sequence 196 NMSF  0.3401 (9/9) -
0.5
0.25
0 T T T T T T T
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Sequence position
APMAP1:

MSEADGLRQRRPLRPQVVTDDDGQAPEAKDGSSFSGRVFRVIFLMLAVSLTVPLLGAMMLLESPIDPQP
LSFKEPPLLLGVLHPNTKLRQAERLFENQLVGPESIAHIGDVMFTGTADGRVVKLENGEIETIARFGSG
PCKTRDDEPVCGRPLGIRAGPNGTLEFVADAYKGLFEVNPWKREVKLLLSSETPIEGKNMSEVNDLTVTQ
DGRKIYFTDSSSKWQRRDYLLLVMEGTDDGRLLEYDTVTREVKVLLDQLRFPNGVQLSPAEDFVLVAET
TMARIRRVYVSGLMKGGADLFVENMPGFPDNIRPSSSGGYWVGMSTIRPNPGFSMLDFLSERPWIKRMI
FKLFSQETVMKEFVPRYSLVLELSDSGAFRRSLHDPDGLVATYISEVHEHDGHLYLGSFRSPFLCRLSLQ
AV

c N160
|
APMAP1 (416aa) — 1 | 2 3 | 4 {5 {6 7

APMAP2 (307aa) {HE } 6 H 7

Fig.S8 APMAPI1 predicted N-glycosylation at residue Asnl160, while APMAP2 is
unglycosylated. a Glycosylation site prediction in human APMAP1 with NetNGlyc 1.0
(http://www.cbs.dtu.dk/services/NetNGlyc/), by using artificial neural networks that
analyzed the sequence context of Asn-Xaa-Ser/Thr. Asn160 was the only site with a
predicted high probability N-glycosylation (potential > 0.5 and Jury agreement 9/9). b
Primary sequence of human APMAP1 with the cytosolic N-terminal domain underlined,
the transmembrane domain in bold and exons 3, 4 and 5 in yellow. The predicted N-
glycoylated residue Asnl60 on exon 5 is displayed in red. ¢ The human alternative
splicing variant APMAP2 lacks exons 3 and 4 and exon 5 containing the predicted
glycosylation site Asn160.
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Gerber et. al., Supplementary Fig.S9
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Fig.S9 The protein levels of the APMAP interactomers clusterin, calnexin, Argl,
PTGFRN and CI-M6PR are unchanged in AD brains. a The protein levels of the
indicated APMAP interactomers were estimated by Western blot analysis in cortical
lysates of 14 control brains and 14 neuropathologically verified AD brains (same samples
as in Figure 5). b The densitometric analysis of the Western blot bands in (a) revealed no

statistically relevant changes (Student’s t-test) in the control and AD brains.

17



