Supplemental Figures

Supplemental Figure 1: cDNA and protein sequence of human hnRNP G. Start and stop codons
are shown in bold. The protein sequence is shown underneath the cDNA sequence in one letter
code. The RRM domain is shown as a green box with the two RNP boxes as dark grey ovals. The
proline rich region is shown in a pink box. SR residues are indicated in red, tyrosine residues in
blue. The RGG and RG motifs are boxed.

Supplemental Figure 2: Alignment of hnRNP G family members. Rat hnRNP G, human
hnRNP G, G-T and RBMY were aligned with Clustal W.

Supplemental Figure 3: Sequences of exons that are regulated by hnRNP G. Exons that
showed a dependency on hnRNP G expression, both in array analysis and RT-PCR are listed.
Exons that did not show this dependency in both assays are shown as controls. CCC and CCA
triplets are indicated by shading. The per cent exon usage in transfection assays is indicated.

Supplemental Figure 4: Longer exposure of a Western blot with lysates from different tissues
analyzed with an antiserum against hnRNP G (Similar to Figure 1C).
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1 cttcctagttgggggtgcattaaccccttggacccagcagctgtcaccgtgagectacttyg
61 gaaggcccctttggcgagcttgtagaggagcttgagaccttcaccgtccctgegactett
121 cagcgggaaggaaagATGGTTGAAGCAGATCGCCCAGGAAA

Ccrc cxc
M VvV E A D R P G K 15
44| AATACAGAAACAAATGAGAAAGCCCTGGAAGCAGTATTTGGCAAG GTG

N T E T N E K A L E A V F G K Y G R I V 35

104 | GAAATACTTTTGATGAAAGACCGTGAGACCAACAAATCAAG cC
EILLMKDRETNKSWSS

164| TTCGAAAGCCCAGCAGATGCTAAAGATGCAGCTAGAGATATGAA TGGAT
F E S P A D A K D A A R DM N G K s L D 75

224 | GGAAAAGCCATTAAGGTAGAGCAAGCTACCAAACCATCTTTTGAAAGTGGCAGGCGTGGA
G K A I K VvV E Q A T K P S|F E S|G R R G 95

284 | CCACCTCCACCTCCAAGAAGCAGAGGCCCTCCCAGAGGTCTTCGAGGAGGAAGTGGAGGA
P P P P P R S |R G| P PR Gl L |R G Gl S G G 115

334 ACTAGGGGACCCCCTTCACGTGGAGGATACATGGATGACGGTGGTTATTCCATGAACTTT
T[rR ¢ p P s[R G GY™MDDGGY S MN F 135

394 AACATGAGTTCTTCCAGGGGACCACTTCCAGTAAAAAGAGGACCACCACCACGAAGCGGG
N M s s s[R ¢ P 1L PV KI[RG PP PR S G 155

454 GGTCCCCCTCCTAAGAGATCAACACCTTCAGGACCAGTTCGAAGCAGCAGTGGAATGGGT
G P P P K R S T P S G P V R S S S G M G 175

514 GGAAGAACGCCAGTGTCCCGTGGAAGAGATAGCTATGGAGGCCCACCAAGAAGGGAACCC
G RI T P V S |R G Rl D S ¥ G G P P R R E P 195

574 CTGCCATCTCGCAGAGATGTTTATTTGTCCCCAAGAGATGATGGATATTCTACAAAAGAC
L P S R R DV ¥ L S P R D D G Y S T K D 215

634 AGCTATTCAAGCAGAGATTACCCAAGTTCTCGAGACACCAGAGATTATGCACCACCACCA
s ' ¥y $sS s R DY P S S R D T R D Y A P P P 235

694 AGAGATTATACTTACCGCGATTACAGTCATTCCAGTTCCCGAGATGACTATCCGTCAAGA
R DY T Yy R DY S H S S S R D D Y P S R 255

754 GGCTATGGTGATAGAGATGGATATGGTCGGGATCGTGAGTATTCAGATCATCCAAGTGGC
G ¥y G b R DG Y G R DR E Y S D H P S G 275

814 GGTTCCTACAGAGATTCATATGAGAGCTATGGAAATTCGCGCAGTGCGCCCCCTACTCGT
G $S ¥y R DS Y E S ¥ G N S R S A P P T R 295

874 GGGCCACCACCATCTTATGGAGGAAGCAGCCGCTATGATGATTACAGCAGCTCACGTGAT
G p P P S Y G G S S R Y D D Y S s s R D 315

934 GGATATGGTGGAAGTCGAGACAGTTACTCAAGCAGCAGAAGTGATCTCTACTCAAGTGGC
G ¥y G G S R DS Y s s S R S D L Y S S E§ 335

994 CGTGATCGCGTCGGCAGACAAGAACGAGGGCTTCCCCCGTCTATGGAAAGGGGGTACCCT
Rlp R v[jc gl o E[R ¢gJ]z p 2 s M E[R G| v P 355

1054 CCTCCACGTGATTCCTACAGCAGTTCAAGCCGTGGAGCACCAAGAGGAGGTGGCCGTGGA
P PR DS Y S S S S RGA ATPIRGG G|[R G 375

1114 GGGAGCCGATCTGATAGAGGGGGAGGCAGAAGCAGATACTAGaaacaaataagactttgg
G]s R s D[R G G G R| S R v = 388

1174 atcaaggtctccatgcagagaaacacaagatggaaagtctctgtcataactatcaaggac

1234 taataagagaagttgtgttacctttttaaattttctgttttaagttccccttcatttttg

1294 tgttcttgtgaagaaaaagtaaaacatgattaattttgatattatgaattgctttcaaca

1354 agcaaatgttaaatgtgtaagacttgacttgtactagtgttgtaattttccaagtaaaag

1414 tgtccctaaaggcaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa
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Gene

Exon sequence

% exon inclusion

EGFP-C2

hnRNP G-
Cc2

Casp7 NM_007611
Mus musculus caspase 7

GTATGGACGTCCGGAATGGGACGGACAAAGATGCAGGGGCCCTCTTCAAGTGCTTCCAAAA
CCTGGGTTTTGAAGTAACCGTCCACAATGACTGCTCTTGTGCAAAGATGCAAGATCTGCTT
AGAAAAG

2%

20%

NOL5A 127.3.1 NM_006392
Homo sapiens nucleolar protein 5A (56kDa with
KKE/D repeat)

ACCTGAATGCAGTTGTTCCCATGGCTGGGCCAGGCTTTGCAGTGATGACTTGCGAATCAAA
TCTGTCAATCCCCTGAGTGCAATCACTGATGTCTCCATGTCTCTGAGCAATGCCTGATGGG
GAGGGATCTAG

2.4%

5.1%

CPSF4 136.4.1 NM_006693
Homo sapiens Cleavage and polyadenylation
specific factor 4, 30kDa

GAGACTCTTCCCACTCCATCCTGAGACCTCCTCTTCTGGATCCCGGGACGCTCCCCTTGGT
TTCAGGACTCCTGACTCCCAGGCCCCCATTTCCACCGTCTGGGGACTCCTTTTACCCTCAC
TCGGACTCAGGAGTTCACTGCCTCGGATCTTTGGCCCTCTGCGGCTGTTCAAAG

1.9%

4%

Fyn 907.002.002 NM_002037
Homo sapiens FYN oncogene related to SRC, FGR,
YES

AAAGCTGATGGTTTGTGTTTTAACTTAACTGTGATTGCATCGAGTTGTACCCCACAAACTT
CTGGATTGGCTAAAGATGCTTGGGAAGTTGCACGTCGTTCGTTGTGTCTGGAGAAGAAGCT
GGGTCAGGGGTGTTTCGCTGAAGTGTGGCTT

17,5%

28%

USP39 134.7.1 NM_006590
Homo sapiens Ubiquitin specific protease 39

GGGACAGGCAAATGGTATGAATTACAAGACCTCCAGGTGACTGACATCCTTCCCCAGATGA
TCACACTGTCAGAGGCTTACATTCAG

6%

9.3%

SRRM1 110.3.1 NM_005839
Homao sapiens serine/arginine repetitive matrix 1

GATGCAGATGGGAAAGCGATGGCAATCGCCAGTGACTAAAAG

51%

60%

CPSF6 148.1.1 NM_007007
Homo sapiens Cleavage and polyadenylation
specific factor 6, 68kDa

CTGGACAGACTCCACCACGTCCACCCTTAGGTCCTCCAGGCCCACCTGGTCCACCAGGTCC
TCCACCTCCTGGTCAGGTTCTGCCTCCTCCTCTAGCTGGGCCTCCTAATCGAGGAGATCGC
CCTCCACCACCAGTTCTTTTTCCTGGACAACCTTTTGGGCAGCCTCCATTGGGTCCACTTC
CTCCTGGCCCTCCACCTCCAGTTCCAGGCTACGGCCCCCCTCCTGGCCCACCACCTCCACA
ACAGGGACCACCTCCACCTCCAGGCCCCTTTCCACCTCGTCCACCCGGTCCACTTGGGCCA
CCCCTTACACTAGCTCCTCCTCCGCATCTTCCTGGACCACCTCCAGGTGCCCCACCGCCAG
CTCCGCATGTGAACCCAGCTTTCTTTCCTCCACCAACTAACAGTGGCATGCCTACATCAGA
TAGCCGAGGTCCACCACCAACAGATCCATATGGGCGACCTCCACCATATGATAGGGGTGAC
TATGGCCCCCCTGGAAG

97%

87%

GTATGTTTTGTAATTCAAGATAGAAATGATATGACTAATGCTTTAAAGTAAACTC

ﬁiﬁiiapiens Sp,iléf];élctor argin%?gr?sgr?ch 5 | CTTTTATATTCTTATTTCTGGGAATTTATTATGGTATATAGATGTTTTAAGATTT | 25% 18%
’ CCGAGTCTGACCAATCTTGTCTTTCAG
Casp9 NM 015733 GTTTTGTCTCCTGGAGGGACAAGAARAGTGGCTCC TGGTACATCGAGACCTTGGATGGCAT | oo iy
Mus musculus caspase 9 TCTGGAGCAGTGGGCTCGCTCTGAAGACCTGCAGTCCCTCCTTCTCAGG
SF3A2 150.2.1 NM_007165 | GTGAGATCAGGGACTTGGGCGTGRGGGGCGECCAAAGGCACCCAAGAGGCGGCTCTGECAL | o o "
Homo sapiens splicing factor 3a, subunit 2, 66kDa CCGGCCGTGTCCCTGCAG :
515D M 025099 GTGGTGGCATAAACATCGGGTGGTGTTCAGATCCTGCTGCCGGCAGCTCGAGGCTAGGATG
Mo Ll thioredosan e 4 (Txnlda) GCTGGAGATGTGAGGGCCTTTGTCTCATCACATCCGAGCACAGCTCAGCAAGATGCTCTTA | 24.1% | 16.9%
GCTAGAAAACAGATTTTATGTGTTAAT
SFRS3 395.1 NM_003017

Homo sapiens Splicing factor, arginine/serine-rich 3

AGTCACCATCATGTCTCTTCTCACCACCCTCTGAATCTGCAT

24%

11%
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SC35 NM_011358
Mus musculus splicing factor, arginine/serine-rich 2
(Sfrs2)

GTAATGTCTGGGAATCCGAGACACATAACCCTAATTCATAAATGGGATTTGGGGTAGGTCT
TTTTGAGTCGTGTTAATGTAAGAATGACTCCTATCATTAGGAGTGCTGCTCGGAGGTTACT
CACCTTTGGGAGTAATACTGAAGAGAGGGGTCTGCAGAAAGGATGTGTATGAAGCTTAGAT
AATAATGGCTGTTTCGTAAACTGTTTGAGACCTATTAATGAAAATGACTATTTCTTGCTGT
TTTTATCCAACGTCTGCATTTTCCCCCTTTAAAGCTGCGGTCTCCTGTTTGATAAAAGAAT
ATTGGCCAGTATTGCAGATTTTAACTGATTTGGCTGATCCTCCAGGGACCAGTTTCTGTGG
GCGTGTATTGGAGCAGGTTTGTCTTTAAATGTTAAAGATGCACTATCCTCTTAGAGAAACA
ATCAGTTCAACTATTGTTGTACTGACTGGGACTTCATATTCTAATGGATGTGGCAAAAGAA
TTGCAATAAGAAGCAGTGAACATTTGGAACCCCAAAAGAAAGTTACAGGTATTGCACTGGG
TGGGGAAAGGATAGTGTGTCTTTAACTCTTAAATTGTTTGGTCCTATTTTTTAAAAAGGAA
AGGGCCCTAAGTAGCTCAGATATTAAAGTAGTATTCTCAATTACCAAATGTTTCATTTGAA
ACAATTTATCTTAATGAAATATAGACCAATTCTCTGATCTCGAGTTGTTTTTGTTTGGATA
CAGCCCTTTTTTTTTTCTTTTTTTTTCTTCCCCTTACCTTTCTTCACCTTGGTTATTTGGC
CAGGAATACGTAAATTCAAACTTGTACATGCTGATGGTAGCCTTTGTGAAATTTTCCTAAT
TGGGCCTTTTAAAAACATGGCTGGGTGGAACATTTCTGTACCCTACTGGTTTGACCAGAGC
CTTAGTAAGTACGTGCCTGAAACTGAAACCATGTGCACTTTAATGGAAGGTAAGCTGAACT
TCTTTCTTTTCAAACCTAG

22.5%

6.2%

SF2/ASF NM_173374
Mus musculus splicing factor, arginine/serine-rich 1

GGAGAAACTGCCTACATCCGGGTTAAAGTTGATGGGCCCAGAAGTCCAAGTTATGGAAGAT
CTCGATCTCGAAGCCGTAGTCGTAGCAGAAGCCGTAGCAGAAGCAACAGCAGGAGTCGCAG
TTACTCCCCAAGGAGAAGCAGAGGATCACCACGCTATTCTCCCCGTCATAGCAGATCTCGC
TCTCGTACATAA

12%

2%

Control exons

Gene Exon seequence

L RNP M ATGGCCTTGGTGGTATTGGCATGGGGT TAGGACCAGGAGGGCAACCCAT TGATGCCAATCA

n CCTGAATAAAGGCATCGGAATGGGAAACATAGGTCCCGCAG
TGTTTCGCCGTGCGCTCCCTAGGCTGGGTAGAGATGACCGAGGAGGAGCTGGCCCCTGGAC

Fe65 GCAGCAGTGTGGCAGTCAACAATTGCATCCGTCAGCTCTCTTACCACAAAAACAACCTGCA
TGACCCCATGTCTGGGGGCTGGGGGGAA

SFRSL4 GGGAACCCCCTCGGAAGGGGAAGGGT TGGGTGCTGACGGGCAGGAGCACAAAGAAGACACA
TTCGATGTGTTCCGACAGAGGATGATGCAGATGTACAGACACAAGCGGGCCAACAAATAG

. GAGACTATAAATATTCAGGAAGAGATAGTTTGATTTTTTTGGTTGATGCCTCCAAGGCTAT

Kuantigen GTTTGAATCTCAGAGTGAAGATGAGTTGACACCTTTTGACATGAGCATCCAG
GTGTGGATGTCAGCATGAATACACATCTTAAAGCTGTGAAAATGACCC TGAAGAACAGAGA

SNRPD1 ACCTGTACAGCTGGAAACGCTGAGTATTCGAGGAAATAACATTCGGTATTTTATTCTACCA
G

A ATATTAACCTGGCTGCAGAGCCAAAAGTGAACCGAGGAAAAGCAGGTGTGAAACGATCTGC

nRNP C AGCGGAGATGTACGGGTCAGTAACAGAACACCCTTCTCCGTCCCCTCTACTCAG

A GCAACTTTGGCTTTGGGGATTCACGTGGTGGCGGTGGAAATTTCGGACCAGGACCAGGAAG
TAACTTTAGAGGAGGATCTG

Caspase 2 GTGCTATTGGATCCCTTGGGCACCTCCTTCTGTTCACTGCTGECACCGCCTCTCTTGCTCT

HIRNP K GTTGGGTTCAGTGCTGATGAAACT TGGGATTCTGCAATTGACACATGGAGCCCATCAGAAT

GGCAAATGGCTTATGAACCACAG
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