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Figure 2:
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Figure 3:
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Figure 4.
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A Mass intensities x 10-8

Figure 5:
) Ctrp5Wt/Wt Ctrp5s163R/Wt Ctrp5s163R/S163R Ctr swywl Ctrp5$163R/wt Ctrp5$163R/S163R
Proteins P
5 mo 5 mo 5 mo 18 mo 18 mo 18 mo
CTRP5 | 0.82(0.1) | 8.1(0.9) 18.4 (1.7) 1.14 (0.2) 14 (4) 31 (4)
HTRA1 (0.15(0.04)| 0.8 (0.07) 2.3 (0.05) 0.4 (0.08) 3(0.2) 9.5 (0.2)
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Figure 6:

x
i g
© 2
- K
% R B 7 3
% % :
b | ! | £ A
% 2 Sy
% 1 2 ﬁ 3
2 ! _ S
E m | ————
3 5 ex8sg83g-°
_.m I
m @) abBueyo pjo) aAneey
© [0}
. § 2 ¢ 2 ¢
R X o ~
% 5 8 » B g
o \rﬂ—s
sl ([ ML
R L4
o [ ¢ oin!
s |
[=2] c
£ = £ 8 F
P23 ° %
3 <« &
© S
<

ADAM9

Clusterin

...........
22222222222
T nnm N o e 2es
00000000

ps R/S163R

1%l
&
©
-
1]

s

Wit Ctrp5$16‘.’1‘R/Wt Ctl

163R/S163R

Wt Cup5S153RW™ Cpss

abueyo ploj aAne|ey

Vitronectin

)

C3

abueyo p|o} aaleey

E
2
s
2
S
2
e
?

Wt  Ctrp5stesrw



Supplementary Figure S1.

XN
S
NEA
ST
Oxn)x‘b;’b'v.
SLELE
,Q}}}?\:}b\})’;"\’
S S

EEEE o +BD
EEEE > +BD-WT-CTRP5
BEEE o.\wrcTRP5 +BD
BBEEE ,o-wrcTrPs5 +BD-WT-CTRP5
BEEE AD +BD-MFRP
BEBEE rovrrP  +BD
BERME AD-VFRP +BD-MFRP
EIEB M A0 WT-CTRP5 +BD-MFRP
BEEME A0VFRP  +BD-WT-CTRP5




Supplementary Figure S2:

Mean Fluorescence Intensity
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Supplementary Figure S3:
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Supplementary Figure S4:
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Supplementary Figure S5:
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Supplementary table S1.:

Saccharomyces cerevisiae strains

Strain Genotype Reference
MATa, trp1-901, leu2-3, 112, ura3-52, his3-200, gal4A,
AH109 gal80A, LYS2::GALL os-GALL p7a-HIS3, GAL2 j,¢- TaKaRa
GAL21,7,-ADE2, URA3::MEL1,,,-MEL1,7,-1acZ
MATa, trp1-901, leu2-3, 112, ura3-52, his3-200, gal4A,
Y2HGold gal80A, LYS2::GAL1 ja5-CALLp7a-HIS3, GAL2 jpq- TaKaRa
Gal2;,74-ADE2 URA3::MEL1, yo-MEL1;,14 AURL1-C MEL1
Plasmids for Y2H screening
AD-fusi BD-fusi I |
Plasmid name us.lon us.lon Background Selectab Reference
protein protein e marker
WT-CTRP5
KZR042 DEST-AD Amp/L hi
p 0 (1-243 aa) pDES mp/Leu this study
WT-CTRP5
KZR04 DEST-BD Kan/T hi
p 043 (1-243 aa) pDES an/Trp this study
WT-CTRP5 .
pKZR044 (1-243 aa) pGBKT7 Kan/Trp this study
S163R-
pKZR045 CTRP5 pGBKT7 Kan/Trp this study
(1-243 aa)
TaKaRa
CL53 (Universal
HTRAl1 Human
KZR046 GADT7-RecAB | Amp/L .
P (306-480 P ec MU Normalized
aa) Mate & Plate™
Library)
WT-CTRP5
APDZ-
KZR047 BKT7 Kan/T hi
p 0 Ligand (1- pG an/Trp this study
238 aa)
pPKZR048 MFRP pDEST-BD Kan/Trp this study
PKZR049 MFRP pDEST-AD Amp/Leu this study
AFS-
HTRA1
pKZR050 (144-480 pGADT7 Amp/Leu this study
aa)
Plasmids for protein expression in E.coli
. . Selectabl
Plasmid name Protein Back ground eleca Reference
e marker
Stant t al
PDEST14-C1QTNF5 WT-CTRP5-His pDEST14 Amp ar128£17e a
pDEST14-C1QTNF5- . Stanton et al
S163R-CTRP5-H DEST14 Al
S163R 'S P mp 2017




Supplementary table S2:

Mass intensities x 108

Peptide Sequence Ctrp5WWi| Ctrp5S163RWt | Ctrp5S163R/S163R| Ctrp5WYWt | Ctrp5S163RWH| Ctrp5S163R/S163R
5mo 5 mo 5 mo 18 mo 18 mo 18mo

128-142 | VLLNEQGHYDPTTGK | 1.3 4.9 8.2 1.4 10.0 21.0

162-170 | ASLQFDLVK 0.5 0.6 0 0.4 1.2 0

164-170 | LQFDLVK 0.1 1.8 2.1 0 2.1 6.5




