Supplementary figure legends

C-Mycé67 MDFFRVVENQPPATMPLNVSFTNRNYDLDYDSVQPYFYCDEEENFYQQQQQSELQPPAPS 60

C-Mycé4  —————————————-] MPLNVSFTNRNYDLDYDSVQPYFYCDEEENFYQQQQQSELQPPAPS 46
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C-Mycé67 EDIWKKFELLPTPPLSPSRRSGLCSPSYVAVTPFSLRGDNDGGGGSFSTADQLEMVTELL 120
C-Mycb64 EDIWKKFELLPTPPLSPSRRSGLCSPSYVAVTPFSLRGDNDGGGGSFSTADQLEMVTELL 106

C-MycS = ——————— MVTELL 6
C-MycSl  ————— e ———— ————————— e 0
C-MycS2 @ ——————— 0

C-Myc67  GGDMVNQSFICDPDDETFIKNIIIQDCMWSGFSAAAKLVSEKLASYQAARKDSGSPNPAR 180
C-Myc64  GGDMVNQSFICDPDDETFIKNIIIQDCMWSGFSAAAKLVSEKLASYQAARKDSGSPNPAR 166
Cc-MycS GGDMVNQSFICDPDDETFIKNII IQDCMWSGFSAAAKLYSEKLASYQAARKDSGSPNPAR 66
C-MycS1  ---MVNQSFICDPDDETFIKNIIIQDCMWSGFSAAAKLVSEKLASYQAARRKDSGSPNPAR 57
C-Mycs2 - _— e MWSGFSAARKLVSEKLASYQAARKDSGSPNPAR 33
dkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkhhhkhkhkhhkhhhhhhk
C-Myc67  GHSVCSTSSLYLQDLSAAASECIDPSVVFPYPLNDSSSPKSCASQDSSAFSPSSDSLLSS 240
C-Myc64  GHSVCSTSSLYLQDLSAAASECIDPSVVFPYPLNDSSSPKSCASQDSSAFSPSSDSLLSS 226
Cc-MycS GHSVCSTSSLYLQDLSARASECI DPSVVFPYPLNDSS SPKSCASQDSSAFSPSSDSLLSS 126
C-MycS1  GHSVCSTSSLYLQDLSAAASECIDPSVVFPYPLNDSSSPKSCASQDSSAFSPSSDSLLSS 117
C-MycS2  GHSVCSTSSLYLQDLSAAASECIDPSVVFPYPLNDSSSPKSCASQDSSAFSPSSDSLLSS 93
hkhkhkhkhkhkhkhkhkhkhkhhkhkhhhhhhhkhkhhhhhhkhhhhh kb kb kbbb dhkhkhbhkh kb kb hkhkhhhhhhk
C-Myc67  TESSPQGSPEPLVLHEETPPTTSSDSEEEQEDEEEIDVVSVEKRQAPGKRSESGSPSAGG 300
C-Myc64  TESSPQGSPEPLVLHEETPPTTSSDSEEEQEDEEEIDVVSVEKRQAPGKRSESGSPSAGG 286
Cc-MycS TESSPQGSPEPLVLHEETPPTTSSDSEEEQEDEEE I DVVSVEKRQAPGKRSESGSPSAGG 186
C-MycS1  TESSPQGSPEPLVLHEETPPTTSSDSEEEQEDEEEIDVVSVEKRQAPGKRSESGSPSAGG 177
C-MycS2  TESSPQGSPEPLVLHEETPPTTSSDSEEEQEDEEE IDVVSVEKRQAPGKRSESGSPSAGG 153
hkhkhkhkhkhkhkhkhkhkhkhhkhkhhkhhhhhkdhhhkhhkhhhhhhhhhbhhhhkhhbhhbhhhhhhhhkhhkhkhkhkhhhkk
C-Myc67  HSKPPHSPLVLKRCHVSTHQHNYAAPPSTRKDYPAAKRVKLDSVRVLRQISNNRKCTSPR 360
C-Myc64  HSKPPHSPLVLKRCHVSTHQHNYAAPPSTRKDYPAAKRVKLDSVRVLRQISNNRKCTSPR 346
Cc-MycS HSKPPHS PLVLKRCHVS THQHNYAAPPSTRKDY PAAKRVKLDSVRVLRQISNNRKCTSPR 246
C-MycS1  HSKPPHSPLVLKRCHVSTHQHNYAAPPSTRKDYPAAKRVKLDSVRVLRQISNNRKCTSPR 237
C-MycS2  HSKPPHSPLVLKRCHVSTHQHNYAAPPSTRKDYPAAKRVKLDSVRVLRQISNNRKCTSPR 213
hkhkhkhkhkhkhhkhkhhkhhkhkhhkhhhhhhhhkhhkhhhhhkhhhhhkhhkhhhkhhhkhbhkhbhhbhhbhhkhhhhhkhk
C-Myc67  SSDTEENVKRRTHNVLERQRRNELKRSFFALRDQIPELENNEKAPKVVILKKATAYILSV 420
C-Myc64  SSDTEENVKRRTHNVLERQRRNELKRSFFALRDQIPELENNEKAPKVVILKKATAYILSV 406
Cc-Mycs SSDTEENVKRRTHNVLERQRRNELKRS FFALRDQI PELENNEKAPKVVILKKATAYILSV 306
C-MycS1  SSDTEENVKRRTHNVLERQRRNELKRSFFALRDQI PELENNEKAPKVVILKKATAYILSV 297
C-MycS2  SSDTEENVKRRTHNVLERQRRNELKRSFFALRDQIPELENNEKAPKVVILKKATAYILSV 273
hkhkhkhkhkhkhhkhkhhkhhkhkhkhhhhhhhhhbhhkhhhhhhhhhbhhhhbhhbdbhkhkhbhhhhb bbbk hkhhkhhhk
C-Myc67  QAEEQKLISEEDLLRKRREQLKHKLEQLRNSCA 453
C-Myc64  QAEEQKLISEEDLLRKRREQLKHKLEQLRNSCA 439
C-MycsS QAEEQKLISEEDLLRKRREQLKHKLEQLRNSCA 339
C-MycS1  QAEEQKLISEEDLLRKRREQLKHKLEQLRNSCA 330
C-MycS2  QAEEQKLISEEDLLRKRREQLKHKLEQLRNSCA 306
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Figure S1: Alignment of the predicted primary translational structures of the five open reading frames
corresponding to c-Mycl, c-Myc2 c-MycS previously described plus two additional potential open
reading frames c-MycS1 and cMycS2 suggested by the present work. Note that all these isoforms differ
only in the N-terminal part.
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Figure S2: Full-length open reading frames (Orf) encoding c-Myc1, c-Myc2 or c-MycS, c-MycS1 and c-
MycS2 cloned into the pT7CFE1 vector subjected to transcription (17 promoter) and translation using a
mammalian in vitro translation system based on HeLa cell lysates

Genomic TAAGGAAAACGATTCCTTCTAACAGAAATGTCCTGAGCAATCACCTATGAACTIGTTTCAAATGCATGATCAAATGCAACCTCACAACCTTGGCTGAGTCTIGAGACTGAAAGATITAGC 120

JUTR1T  TAAGGAAAACGATTCCTTCTAACAGAAATGTCCTGAGCAATCACCTATGAACTTGTITCAAATGCATGATCAAATGCAACCTCACAACCTTGGCTGAGTCTTGAGACTGAAAGATTTAGC
FUTR2Z  TAAGGAAAACGATTCCTTCTAACAGAAATGTCCTGAGCAATCACCTATGAACTTGTTITCAAATGCATGATCAAATGCAACCTCACAACCTTGGCTGAGTCTTGAGACTGAAAGATTTAGC

-/continuation of 3’ UTR,

Genomic TACACAATGTTTCTCTGTAAATATTGCCATTAAATGTAAATAACTITAATAAAACGTTTATAGCAGTITACACAGAATTTCAATCCTAGTATATAGTACCTAGTATTATAGGTACTATAAA 360
3UTR1 TACACAATGTITCTCTGTAAATATTIGCCATTAAATGTAAATAACTITAATAAAACGTITATAGCAGTTAAAAAAAAAAAAAAAAAAAAAAAAAA ——» Poly A tail
3IUTR2  TACACAATGTTITCTCTGTAAATATTGCCATTAAATGTAAATAACTTTAATAAAACGTTTATAGCAGTTACACAGAATTTCAATCCTAGTATATAGTACCTAGTATTATAGGTACTATAAA

Genomic CCCTAATTITTTTTATITAAGTACATTTTGCTTTTTAAAGTTGATTTTTITCTATIGTITITAGAAAAAATAAAATAACTCGCAAATATATCATTGAGCCAAATCTTAAGTTIGTGAATGT 480
FUTR2 CCCTAATTTTTTTTATTTAAGTACATITTGCTITITAAAGTTGATTTTTITCTATTGTTTTTAGAAAAAATAAAATAACTGGCAAATATATCATTGAGCCAAATCTTAAAAAAAAAAAAA —» Poly Atail

Figure S3: Nucleotide sequences of the identified 3'UTR types. The translational TAA stop codon is
indicated. Alternative AATAAA polyadenylation sites are underlined.
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Genomic  GACCCCCGAGCTGTGCTGCTCGCGGCCGCCACCGCCGGECCCCGGOCGTCCCTGGCTCCCCTCCTGCCTCGAGAAGGGCAGGGCTTCTCAGAGGCTTGGCGGGAAAAAGAACGGAGGGAG
Trans] GACCCCCCGAGCTGTGCTGCTCGCGGCCGCCACCGCCGCGCCCCCGCCGTCCCTCGCTCCCCTCCTGCCTCGAGAAGGGCAGCGCTTCTCAGAGCGCTTGGCGGGAAAAAGAACGCAGGGAG
Trans2 GACCCCCGAGCTGTGCTGCTCGCGGLCGCCACCGCCGGGCCCCGGCCGTCCCTGGCTCCCCTCCTGCCTCGAGAAGGGCAGGGCTTCTCAGAGGCTTIGGCGGGAAAAAGAACGGAGGGAG

Genomic  GGATCGCGCTGAGTATAAAAGCCGGTTITCCGGGCTITATCTAACTCGCTGTAGTAATICCAGCGAGACGGCACGAGCGAGCGAGLCGCGLCCUCGGCTAGGGTCGAAGAGCCGCGUGAGCAG
Transl GGATCGCGCTGAGTATAAAAG CCG(_: I I I FCGGGGCTITATCTAACTCGCTGTAGTAATTC CAGCGAGAGGCAGAGGGAGCGAGCGGGCGGCCGGCTAGGGTGGAAGAGCCGGGCGAGCAG
Trans2

Genomic  AGCTGCGCTGCGGGCGTCCTGGGAAGGGAGATCCGGAGCGAATAGGGGGGTTCGCCTCTGGCCCAGACCTCCCGCTGATGCCCCAGCCAGCGGTCCGCAACCCTTIGCCGCATCCACGAAA
Trans] AGCTGCCCTGCGCGCCTCCTGGGAAGGGACGATCCGGAGCGAATAGCGGGGGTICGCCTCTGGCCCAGACCTCCCGCTGATGCCCCAGCCAGCGGTCCGCAACCCTIGCCGCATCCACGAAA
Trans2 AGCTGCGCTGCGGGCGTCCTCGCGAAGGGAGATCCGGAGCGAATAGGGGGGTTCGCCTCTCGGCCCAGACCTCCCGCTGATGCCCCAGCCAGCGGTCCGCAACCCTIGCCGCATCCACGAAA

Genomic € GCCCATAGCAGCCGGCGGGCTCTTITGCACTGGAACTTACAACACCCCGAGTAAGCGACGCCGACTCTCCCCACGCGCGCGAGCCTATICTGCCCATITGGGGACACTTCCCCGCCGCTGC

Transl CTITGCCCATAGCAGCGGGCGGGCTCTITGCACTGGAACTTACAACACCCGAGTAAGGACGCGACTCTCCCGACGCGGGGAGGCTATTICTGCCCATITGGGGACACTTCCCCGCCGCTGC

Trans2 CTTTGCCCATAGCAGCGGGCCGGGCTCTTTGCACTGGAACTTAC AALAC( CGAGTAAGGACGCGACTCTCCCOGACGCGGGGAGGCTATICTGCCCATITGGGGACACTICCCCGCCGLTGC
Pyull - Mycl)

Genomic  CAGGACCCGCTTCTCTGAAAGGCTCTCCTTGE. AC(TGC]TAGACG{ TGGA’ CGGGTAGTG(JAAAACCAG(.TAAGCACCGAAGICCACT[(JCC AATTTATTTTITITATCAC

Trans1 CAGGACCCGCTICTCTGAAAGGCTCTCCTTGCACCTGCTTAGACGUTGGATTTTITICGGGTAGTGGAAAACCAG. 1

Trans2 CAGGACCCGCTTCTCTGAAAGGCTCTCCTTGCAGCTGCTTAGACGCTGGA CGGGTAGTGGAAAACCAG. intronl
of infronl //--exon2-
Myc2
Genomic  CC-—AAGACCCCTITAACTCAAGACTGCCTCCCGCTTTGTGTGCCCCGCTCCAGCAGCCTCCCCCGACGATCCCCCTCAACGTTAGCTTCACCAACAGGAACTATCACCTCGACTACG
Transl CAGCCTCCCGCGACGATCCCCCTCAACGTTAGCTTCACCAACAGGAACTATGACCTCGACTACG
M P LN V SF T NI RNYDILD Y
Trans2 GAACTATGACCTCGACTACG
JiCantinuation of exon2//

c-MveS

Genemic TCA("A('(‘("T'T('T(‘("(‘TT(‘C(‘(‘GA(A('AA(‘CAC(‘G("G(‘TC'G(‘GGGAGCT'TC‘T(‘('AC‘(‘GC‘(‘GA(‘(‘AG('T(‘CA(‘ TGGTGACCGAGCTGCTGGGAGGAGACATGGTGAACCAGAGTTTCATCT

Transl TCACACCCTTCTCCCTTCGGGGAGACAACGACGGCGGTGGCGGGAGCTTCTCCACGGCCGACCAGCTGGAGATGGTGACCGAGCTGCTGGGAGGAGACATGGTGAACCAGAGTTICATCT
LR GDNDUGGSGGSTFsTADOLEMUVTE LLGGDMV N QSF I —— cMyel

Trans2  TCACACCCTTCTCCCTTCGGGGAGACAACGACGGCGGTGGCGGGAGCTTCTCCACGGCCGACCAGCTGGAGAT G (nlhA(((A( ('i GCl J (-(-(ACGA(-A( Al(u(vl (-AA((ALIAQI T I( Al(l
M V Q —— ¢-MycS

Figure S4: Nucleotide sequences of Transl and Trans2 transcripts compared to the corresponding
genomic structure. Underlined splice donor (GT), acceptor (AG) sites, and initiation codons (CTG, ATG)
are indicated. The first amino acids of c- Myc2 and c-MycS are shown. Translation from CTG of Trans1
is prevented by the Pvull mutation. P1:+1: Transcription initiation site from the P1 promoter. PFulll:
Primer (Tablel); M: The first amino acid, methionine. The rest of c-MYC sequence until the translation
stop codon (TAA) is not shown.

P23: +1 (Start transcription site inside intron1)

Genomic GGGAACAGCCGCAGCGCAGGGGCCCCGGLGCGCAGCGGGCTTCACGCAGCCGCTAGCGCCCAGGCGCCTCTCGCCTTCTCCTICAGGTGGCGCAAAACTTIGTGCCTIGGATITTGGCAA

Trans?  GGGAACAGCCGCAGCGGAGGGGCCCCGGLECCCAGCGGGGTTCACGCAGCCGCTAGC GCCCAGGCGCCTCTCGCCITCTCCTTCAG

Transd  GGGAACAGCCGCAGCGGAGGGGCCCCGGCGCGCGAGCGGGGTTCACGCAGCCGCTAGCGCCCAGGCGCCTCTCGCCTTCTCCTICAGGTGGCGCAAAACTIIGTGCCTIGGATITTIGGCAA
G N SR s GG AP AR S GV HA A A S AQAPTLATFSTRWRIEKTLUCLGTFWAQ

Trans3 GGGAACAGCCGCAGCGGAGGGECCCCGGLGCGGAGCGGGGTTCACGCAGCCOCTAGCGCCCACCCGCCTCTCGCCTTICTCCTICAGGTGGCCGCAAAACTITGTGCCTTCGATITTIGGCAA
G T A AA E GPR RGAGTEFTOQPLAPRTR RILSPSPSGGAI KTLTCALTDTF G K

Genomic ATTGTTITCCTCACCGCCACCTCCCCCGGCTTCTTAAGGGCGCCAGGGCCCATTITCGATICCTCTGCCGCTGCGGGGLCGACTCCCGGOLTITGCGCTCCGGGCTCCCGGGEGAGCGGEG

Trans3

Transd  ATTGTTITCCTCACCGCCACCTCCCGCGGCTTCTTAAGGGCGCCAGGGCCCGATITCGATT:
I Vv L T A T S R GF R A P G P I 5 1

Transd  ATTIGTTTTCCTCACCGCCACCTCCC
LF S SsS P P PP

/continuation of intron1/ intronl/exon2 joncti
Myc2
Genomic TTTCCGCACCAAGACCCCTTTAACTCAAGACTGCCTCCCGCTITGTCTGCCCCCCTCCAGCACCCTCCCGCGACCGATGCCCCTCAACGTTAGCTICACCAACAGCGAACTATGACCTCGAC
Trans3 "C[CCCGCCACG/\T(‘CCCC[CAAC(;T[ACC[TCACCAACACL»AACTATGACCTCCAC
M P LNV S F TN RNYD p —* oMy
Transd
Trans3
Hes i exon2//-

Genomic CTGCCCACCCCGCCCCTCTCCCCTAGCCGCCGCTCCGGGCTCTGCTCGCCCTCCTACGTTGCGGTCACACCCTTCTCCCTICGGCGAGACAACGACGGCGGTGGCGGGAGCTTCTCCACG
Trans3  CTGCCCACCCCGCCCCTETCACCTAGCCECCACTCCEGGCTCTGCTCGCCCTCCTACGTIGCGETCACACCCTTCTCCCTTCGGGCAGACAACGACCECGGTCECGGEAGCTTCTCCACG

L P T P L | S P S R R 5 G L C s P S Y VAV T P F S R G D N D G G G 5 F s T
Trans4 CCTAGCCOCCGTCCGAECTCTECTCGCCCTCCTACGTICCGETCACACCCTTCTCCCTTCGGEGACACAACGACGCCGETGOCGECAGCTICTCCACG
PSR RS G L CsSs P S Y VAV T PTFS LR GD N D G G G 5 F s T

Trans3 GGGCTCTGCTCGCCCTCCTACGTTGEGGTCACACCCTTCTCCCTTOGGGGAGACAACGACGGCGGTGRCGGGAGCTTCTCCACG
¢ L ¢ s P S Y VA VT P FS LRGD NDGGGG S F ST
MycS
Genomic GCCGACCAGCTGGAGATGGTGACCGAGCTGCTGGGAGGAGACATGGTGAACCAGAGTTICATCTGCGACCCGGACGACGAGACCTICATCAAAAACATCATCATCCAGGACTGTATGTGG
Trans3 GCCGACCAGCTCGCGAGATCGTCACCCAGCTCCTGGGAGGAGACATCGGTCAACCAGAGTTTCATCTGCCGACCCGGACCACGAGACCTTCATCAAAAACATCATCATCCAGGACTGTATCTGG
A DO L EMVY TEILTLGTE GDMVNG OSEFETICDTPDDETETILITEKNTITIIQDOCMW
Transd  GCCGACCAGCTGGAGATGGTGACCGAGCTGCTGGGAGGAGACATGGTGAACCAGAGTTICATCTGCGACCCGGACGACGAGACCTICATCAAAAACATCATCATCCAGGACTGTATGTGG

ADQ L EMVYVYTELTLGS GDMVYVNS QSTFTICDTPDDTETTFTIZEKNTITITIQDGCMW ¢-MycSandjor?
Trans3  GCCGACCAGCTGGAGATGGTGACCGAGCTGCTGGGAGGAGACATGGTGAACCAGAGTTTCATCTGCGACCCGGACGACGAGACCTTCATCAAAAACATCATCATCCAGGACTGTATGTGG
ADQ L EMV TELLGS GDMYNI QS SEI CDZPDODETETILIZEKNTITIIQDCMW c-MycSand/or?

Figure S5: Nucleotide sequences of Trans3, Trans4, and Trans5 transcripts compared to the
corresponding genomic structure. Underlined dinucleotides represent the splice sites found. The ATG
initiation codons for c-Myc2 and c-MycS are indicated. Trans3 translation predicts c-Myc2 protein.
Curiously and despite different splicings, Trans4 and Trans5 transcripts do not have a stop codon in
their 5'UTR region. Potential non-ATG initiation sites are underlined. P3:+1: transcription initiation site
from the P3 promoter. PFull3: Primer; M: The first amino acid, methionine. The rest of c-MYC sequence
until the translation stop codon (TAA) is not shown.
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Pfull4 > IGH sequence renaining c-Myc intronl sequence
BL41 GGAGATAGTGGGGCTCAGAGCATGTCAGAATGTCCTCGGGGAGATCTGTGATATTGAAAGCATTGGTTCACTAAGTGCGTCTCCGAGATAGCAGGGGACTGTCCAAAGGGGGTGAAAGGG 120
Genomiic GGTTCACTAAGTGCGTCTCCGAGATAGCAGGGGACTGTCCAAAGGGGGTGAAAGGG 56

BL41 TGCTCCCTTTATTCCCCCACCAAGACCACCCAGCCGCTITAGGGGATAGCTCTGCAAGGGGAGAGGTITCGGGACTGTGGCGCGCACTGCGCGCTGCGCCAGGTTTCCGCACCAAGACCCC 240
Genomic TGCTCCCTTTATICCCCCACCAAGACCACCCAGCCGCTITAGGGGATAGCTCTGCAAGGGGAGAGGTTCGGCGACTGTIGGCGCGCACTGCGCGCTGCGCCAGGTTICCGCACCAAGACCCC 176
cMyc2 (exon2)
BL41 TITAACTCAAGACTGCCTCCCGCTTTGTCTGCCCCGCTCCAGCAGCCTCCCGCCACGATGCCCCTCAACGITAGCTTCACCAACAGGAACTATGACCTCGACTACCGACTCGGTGCAGCCG360
Genomic TTTAACTCAAGACTGCCTCCCGCTTIGTGTGCCCCGCTCCAGCAGCCTCCCGUGACGATGCCCCTCAACGITAGCTTCACCAACAGGAACTATGACCTCGACTACGACTCGGTGCAGCCG 2%
M P LNV SFTNU RNYUDTILUDYDSV Q P——pcMy2

Figure S6: Nucleotide sequences of the only transcript expressed from a yet to be determined promoter
(P?). The transcript exhibits an IGH sequence. This transcript encodes c-Myc2. PFull4: Primer; M:
Methionine. The rest of c-MYC sequence until the translation stop codon (TAA) is not shown.



