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Translational Studies Reveal the Divergent Effects of Simtuzumab
Targeting LOXL2 in Idiopathic Pulmonary Fibrosis

Supplementary Information
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Figure S1. LOXL?2 interaction network on sorted SSEA4- fibroblasts in Slow and Rapid-IPF progressors versus Normal cells
The mean FPKM counts and fold-change for interaction molecules from slow-IPF and rapid-IPF SSEA4- fibroblasts vs Normal

is shown below each gene.

SSEA4+ (Progenitor)
Slow Progressor vs Normal

N1 ,
KLK , 5 EM25
1&4435\315.190 e 67 EGFL7
- ":’E 2.309
CSH1/CSH2 2516
4123

Plasma Membrand-629

DH1
8.688

SSEA4+ (Progenitor)
Rapid Progressor vs Normal

EM25

11,927 -EGFL7
-1.105 1.831
1.995

KLKS. 214. a
0.004 \tes aso N\ 55

CSH1/CSH2

Plasma Membrane

DH1
0.018
-2:658

Cytoplasm 178.629 Cytoplasm
S* DS+
MARCKSL1 ‘:M / 2 ; MARCKSL1 OV \
26.479 o " B 6.164 24.051 " 11.510
2.059 149% ‘4121 1.451 1.870 2.709
Nucleus \ Nucleus \
EPAS1 “:J":f X ERASI ?J::f
108.393 oy 225.848 1.920
SUPTBH HIFTA 1016 e RBBP7 HISTIH3,  sypTi6H HIFIA 2117 EXIM1* Ffi‘if: kit H'ST1H3A
136/721 4,606 143.674 20612 ATgr16 2248 1.852
ey SiNGA ot Eaiip | 318 SMARCA4 1% HDAC1 S SIN3A Y2z Eaip | 1604 SMARCA4 HDAC1
R 7.199 11010 20.770 49.040 7 71.?;5 28is 13:‘1& 40979
ssorUESRA AIRAR OfTAL .102 wrs SR 49K ATy TA1 4319
e . 24.874
o e s st
-1.396 1.191 i . -1.030

Figure S2. LOXL2 interaction network on SSEA4+ progenitor cells in Slow and Rapid-IPF progressors versus Normal cells
The mean FPKM counts and fold-change for interaction molecules from slow-IPF and rapid-IPF SSEA4+ progenitors vs Normal

is shown below each gene.



Table S1. Mean FPKM counts and fold-increase expression of LOXL2 in normal vs slow-IPF and normal vs rapid-IPF SSEA4+
progenitors (a) and SSEA4— fibroblasts from previously analyzed publicly available dataset GSE103488.

Cell type LOXL2 expression (Meifg\:ms) FOl?;L':)?;::se
Fit?rS;Eb?:;ts Slow Progressor vs Normal | 347.64 vs 86.60 4.014
Fit?rsoEbﬁl\:;ts Rapid Progressor vs Normal |274.11 vs 86.60 3.165
Progntars | SOV Pogresrvetomal zsotvsss 2
priizﬁﬁ;rs Rapid Progressor vs Normal |270.38 vs 85.84 3.14

Figure S3. Mask for Picrosirius quantification.



