1. Sequencing analysis
in ten MRONI patients
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3. Compared with two data sets
(KOVA and GSK)
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Figure S1: Outline of experimental design and analysis workflow for this study.



- N\
bt Wy i ’ extace A matk corstient,

\ WBRaltac iy
lamenalside of e ydo|
BiEvm membrase

E %B\ g
perceptoy of

ot ok Ve e g1 iAtg) of protEaE
2 T
gating calcim 01 ran sport

kirgenseory perception
ling oftast

cakhm chanelactitty
celimotiy ffoled I cerb
Lovencaistm s &Ptk m RaiRm EONE NKE £ ) Bato) corkx @dial fla geikdm g

D keratin filament

dection ofchem kcal stinalis A
Iwoled In sersory perception modulation of

microtubule

2 0000000 0 ¢
e

phenylp pwm’v! bk perm pregeifaiondyTidimolight atetate egbérve redudatophilic éeitctpositiv ffeebral
metaboljgaproce piece volumeby binding transpofttransforméhgsion viz:c hof mammary giatd ofish
FIIREG SR ETY enin-angiotensin growth faptasinatm embrane uluepil:heliﬂ\J migratdon

covmarh me oo kPOSLSY Naptic prodadiesion molecules  proliferation
specialization

0900 O
hair cyclesubstrate proteigative regdlatin-1-rich
adhesiorhateraoiigem exizatiintaralle membrane
cell spreading sprouting

Figure S2: Molecular enrichment networks analysis of genes associated with MRON].



