Figure S1. Alignment of SRSF3 exon 4 sequences of different species by using NCBI Multiple Sequence Alignment Viewer
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Organism

Pan troglodytes

Marmota marmota marm...

Homo sapiens

Mus musculus
Arvicanthis niloticus

Sus scrofa

Lynx canadensis
Leptonychotes weddellii
Eptesicus fuscus
Eumetopias jubatus
Miniopterus natalensis
Rousettus aegyptiacus
Bos indicus x Bos taurus
Odocoileus virginianus t...
Bison bison bison
Balaenoptera musculus
Myotis davidii
Trichosurus vulpecula
Monodelphis domestica
Echinops telfairi

Apteryx mantelli mantelli
Haliaeetus leucocephalus
Haliaeetus albicilla
Tinamus guttatus
Tachyglossus aculeatus
Serinus canaria
Manacus vitellinus
Sturnus vulgaris
Molothrus ater
Melopsittacus undulatus
Strigops habroptila
Acanthisitta chloris
Pipra filicauda

Calypte anna
Microcaecilia unicolor
Latimeria chalumnae
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Figure S2. Alignment of SRSF3 protein sequences of different species by using online service of Clustal Omega form
EMBL’s European Bioinformatics Institute.
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Protein sequences
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELEHAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
MHRDSCPLDCKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAA
sefekeiekeiekeieieioiosieiockeiokeiekelekeiekeieksioiok | siololkelekeleksieksickeloioioekeieioeleiekeieksiocksicioloekekekeikek

DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWSRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWGRRPRDDYRRRSPPPRRRSPRRRS
DAVRELDGRTLCGCRVRVELSNGEKRSRNRGPPPSWNRRPRDDYRRRSPPPRRRSPRRRS
sk kool | seloisesieleieksieReioRekeeRsekekEk

FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNDRK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRDRRRERSLSRERNHKPSRSFSRSRSRSRSNDRK 164
FSRSRSRSLSRDRRRERSLSRERNHKTSRSFSRSRSRSRSNERK 164
FSRSRSRSLSRERRRERSLSRDRNHKPSRSFSRSRSRSRSNERK 164

sk L sekeeRekeiek | ekoksk siefeieiesoeiesolieieiorsR sk

60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60
60

120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120
120



Figure S3. Alignment of RRM domains of SR proteins by using Clustal Omega. (A) Alignment of
RRM domains of SR proteins. (B) Alignment of RRM domains of SRSF3 and SRSF7.
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SR protein Sequences of RRM domain of SR proteins
SRSF11 VIQVTNVSPSASSEQMRTLFGFLGKIDELRLEFPPDDSPLPVSSRVCEVKEFHDPD
SRSF10 LRPPNTSLEVRNVADDTRSEDLRREFGRYGPIVDVYVPL——DEFYTRRPRGFAYVQFEDVR
SRSF12 ——— ISLEIRNVADATRPEDLRREFGRYGPIVDVYIPL—DFYTRRPRGFAYVQEFEDVR
SRSF2 - LKVDNLTYRTSPDTLRRVFEKYGRVGDVY IPR—DRYTKESRGFAFVRFHDKR
SRSF8 LKVDNLTYRTSPDSLRRVFEKYGRVGDVY IPR—EPHTKAPRGFAFVRFHDRR
SRSFS CKVYVGNLGNNGNKTELERAFGYYGPLRSVWVAR———+ NPPGFAFVEFEDPR
SRSF7 - KVYVGNLGTGAGKGELERAFSYYGPLRTVWIAR———— NPPGFAFVEFEDPR
SRSF1 —GNNDCRIYVGNLPPDIRTKDIEDVEYKYGAIRDIDLKN—R—RGGPPFAFVEFEDPR
SRSF9 RIYVGNLPTDVREKDLEDLFYKYGRIRE IELKN=—R———-HGLVPFAFVRFEDPR
SRSFo - — RVFIGRLNPAAREKDVERFFKGYGRIRDIDLKR—G——— FGFVEFEDPR
SRSF4 RVYIGRLSYQARERDVERFFKGYGKILEVDLEN—G——— YGEFVEFDDLR
SRSF6 —MPRVYIGRLSYNVREKDIQRFFSGYGRLLEVDLEN—G———— YGEFVEFEDSR
S : k * .. SO
SRSF11 SAVVAQHLTNTVEVDRALIVVPYAEG————— 30
SRSF10 DAEDALHNLDRKWICGRQIEIQFAQGDRKTPNQMKAK 90
SRSF12 DAEDALYNLNRKWVCGRQIEIQFAQGDRKTP———+ 84
SRSEF2 DAEDAMDAMDGAVLDGRELRVQ—"——- 73
SRSEFS DAQDAEAAMDGAELDGRELRVQ—- 73
SRSE. DAADAVRELDGRTLCGCRVRVELSNG—————+ 74
SRSF DAEDAVRGLDGKVICGSRVRVELSTGMPRR———— 77
SRSF1 DAEDAVYGRDGYDYDGYRLRVEFPR——""— 79
SRSF DAEDAIYGRNGYDYGQCRLRVEF —+ 12
SRSF DADDAVYELDGKELCSERVTIEHARA—— 70
SRSF DADDAVYELNGKDLCGERVIVEHARG——— 70
SRSF DADDAVYELNGKELCGERVIVEHARG——— 72
Lk 3k : :
B srsra CKVYVGNLGNNGNKTELERAFGYYGPLRSVWVARNPPGFAFVEFEDPRDAADAVRELDGR 60
SRSET —KVYVGNLGTGAGKGELERAFSYYGPLRTVWIARNPPGFAFVEFEDPRDAEDAVRGLDGK 59
sdecksecioksiok, | sk skelelkeiolkesk ] shersfekekek | el s skelersielkeleiolkeioleioieiersiersek sokekek skelek s
SRSEFS TLCGCRVRVELSNG—— 74
SRSEF7 VICGSRVRVELSTGMPRR 77
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