Supplementary Fig. S1
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Supplementary Fig. S2
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Supplementary Fig. S3
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Gene Name Protein Name Pt(eg;:g;es Usncli)srzd
PABPC3 Polyadenylate-binding protein 3 5 10.00
ILF3 Interleukin enhancer-binding factor 3 5 10.00
IGF2BP2 Insulin-like growth factor 2 mRNA-binding protein 2 5 4.00
DSP Desmoplakin 3 6.00
GNAI Guanine nucleotide-binding protein G(i) subunit alpha-1 3 6.00
TAOK1 Serine/threonine-protein kinase TAO1 3 6.00
U2SURP U2 snRNP-associated SURP motif-containing protein 3 4.78
LARP1 La-related protein 1 2 4.00
RPL13A 60S ribosomal protein L13a 2 4.00
HADHB Trifunctional enzyme subunit beta, mitochondrial 2 4.00
HNRNPULA1 Heterogeneous nuclear ribonucleoprotein U-like protein 1 2 3.33
PRPF40A Pre-mRNA-processing factor 40 homolog A 2 2.15

LARP1 amino acid sequence:

MATQVEPLLPGGATLLQAEEHGGLVRKKPPPAPEGKGEPGPNDVRGGEPDGSARRPRPPCAKPHKEGTGQQERESPRPLQLPGAEGPAIS
DGEEGGGEPGAGGGAAGAAGAGRRDFVEAPPPKVNPWTKNALPPVLTTVNGQSPPEHSAPAKVVRAAVPKQRKGSKVGDFGDAINWPTP

GEIAHKSVQPQSHKPQPTRKLPPKKDMKEQEKGEGSDSKESPKTKSDESGEEKNGDEDCQRGGQKKKGNKHKWVPLQIDMKPEVPREKLA
SRPTRPPEPRHIPANRGEIKGSESATYVPVAPPTPAWQPEIKPEPAWHDQDETSSVKSDGAGGARASFRGRGRGRGRGRGRGRGGTRTHF
DYQFGYRKFDGVEGPRTPKYMNNITYYFDNVSSTELYSVDQELLKDYIKRQIEYYFSVDNLERDFFLRRKMDADGFLPITLIASFHRVQALTTDI

SLIFAALKDSKVVEIVDEKVRRREEPEKWPLPPIVDYSQTDFSQLLNCPEFVPRQHYQKETESAPGSPRAVTPVPTKTEEVSNLKTLPKGLSAS
LPDLDSENWIEVKKRPRPSPARPKKSEESRFSHLTSLPQQLPSQQLMSKDQDEQEELDFLFDEEMEQMDGRKNTFTAWSDEESDYEIDDRD

VNKILIVTQTPHYMRRHPGGDRTGNHTSRAKMSAELAKVINDGLFYYEQDLWAEKFEPEYSQIKQEVENFKKVNMISREQFDTLTPEPPVDPN

QEVPPGPPRFQQVPTDALANKJ_FGAPEPSTIARSLPTTVPESPNYRNTRTPRTPRTPQLKDSSQTSRFYPVVKEGRTLDAKMPRKRKTRHSS
NPPLESHV’GWVMDSREHRP‘RTASISSSPSEGTPTVGSYGCTF’QSLPKFQHPSHELLKENGFTQHVYHKYRRRCLNERKRLGIGQSQEMNTL

FRFWSFFLRDHFNKKMYEEFKQL.ALEDAKEGYRYGLECLFRYYSYGLEKKFRLDIFKDFQEETVKDYEAGQLYGLEKFWAFLKYS KAKNLDID
PKLEEYLGKFRRLEDFRVDPPMGEEGNHKRHSVVAGGGGGEGRKRCPSQSSSRPAAMISQPPTPPTGQPVREDAKWTSQHSNTQTLGK

FQQVPTDALANK LFGAPEPSTIAR

Amino acid alignment:
FDTLTPEPPVDPNQEVPPGPPRFQQ -- - - ----VP-- - -TDALANKLFGAPEPSTIA - - RSLPTTVPESP LARP1
F+ LTPE P + PNQEVP P + +Q +P TD LA KLF E ++ A SLPT VPESP Matched residues

FENLTPELPFE PNQEVPVAPSQSRQGGVQGVLHIPKKDLTDELAQKLFDVSEITSAAMVHSLPTAVPESP LARP2
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Supplementary Fig. S4
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Supplementary Fig. S5
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