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pa m  ?  E SE  # L e c t u r a s % L e c t u r a s
w t  c t t t c t t t c a a a a a c a c t a g C T G C C A  -T : . \CTCTAG-: ;ACAC 5 0 6 1  8 0 .6 1
■*1 ctttC tttcaaaaacactaqC T G C C A G T C jjA G A C T G T rA C T C T A G T G A C A C  5 8 4  9 .3 0

- 3 6  C t t --------------------------------------------------------------------------- TCTAG7GACAC 2 5 1  3 .9 9
- 3 9  c t t t c t t t ---------------------------------------------------------------------------------- CAC 1 2 3  1 .9 5
- 3 2  C t t t C t t ------------------------------------------------------------------- TCTAGTCACAC 8 8  1 .4 0

- 6  c t t t c t t t c a a a a a c a c t a q C T G C C ------------ ACTGTTACTCTAG7GACAC 7 8  1 .2 0
- 4  e t t t e t t t c a a a a a c a c t a q C T G C -cAGACTGTTACTCTAGTGACAC 5 5  0 .8 7

Exón 51 de ratón:
CTGCCAGTCAGACTGTTACTCTAGrGACACAATCTGTGGTTACTAAGGAAACrGTCATCTCCAAACTAGAAATGCCATCTTCT
TTGCTGTTGGAGGTACCTGCACTGGCAGACTTCAACCGAGCTTGGACAGAACrTACAGACrGGCTGTCICTGCTTGATCGAGT
TATAAAATCACAGAGAGTGATGGTGGGTGATCTGG/tAGACATCAATGAAATGATCATCAAACAGAAG

Exón 51 humano:
CTCCTACTCACACTGTTACTCTGGTGACACAACCTGTCCTTACTAAGGAAACTGCCATCTCCAAACTAGAAATGCCATCTTCC
TTGATGTTGGAGGTACCTGCTCTGGCAGATTTCAACCGGGCTTGGACAGAACTTACCGACTGGCTTTCTCTGCTTGATCAAGT
TATAAAATCACACACGGTGATGCTCCGTGACCTTGAGGATATCAACGACATGATCATCAACCACAAG

s r sf i
umbral: 1 956

SRSF1 (IgM-BRCAI)
umbral: 1 867

SRSF2
umbral: 2  383

Posición Sitio Puntos Posición Sitio Puntos Posición Sitio Puntos

S ecuencia  d e  ratón
9 CAGACTG 3 49605 i CTGCCAG 1 96756 ii GACTGTTA 278337
26 GACACAA 2 434W 9 CAGACTG 304097 38 GGTTACTA 472957

S ecuencia  hum ana

9 CAGACTG 3.49605 9 CAGACTG 304097 11 GACTGTTA 2.78337
19 CTCTGGT 2.05834 19 CTCTGGT 2 87347 31 AACCTGTG 2.66418

PAM f
WT ttttaqCTCCTACTCAGACTGTTACTCTGGTGACACAACCTGTG

( + 1 )  ttttagCTCCTACTC/vAGACTGTTACTCTGGTGACACAACCTGTG
( + 1 )  ttttagCTCCTACTCCAGACTGTTACTCTGGTGACACAACCTGTG
( - 2  ) t t t ta g C T C C T A — CAGACTGTTACTCTGGTGACACAACCTGTG
( - 1 )  ttttagCTCCTACT-AGACTGTTACTCTGGTGACACAACCTGTG
( - 2  > t t t ta g C T C C T A C T — GACTGTTACTCTGGTGACACAACCTGTG
( - 4  > t t t ta g C T C C T A -------- AGACTGTTACTCTGGTGACACAACCTGTG
( - 5 )  t t t t a g C T C C ---------- CAGACTGTTACTCTGGTGACACAACCTGTG
( - 3 )  t t t ta g C T C C T A C — AGACTGTTACTCTGGTGACACAACCTGTG
( _ 1 3 )   CTCAGACTGTTACTCTGGTGACACAACCTGTG

% L ec tu ras
6 4 .3 0 7 9
2 1 .5 3 8 5

5 .3 9 3 0
0 .7 9 3 2
0 .3 7 5 9
0 .1 9 9 9
0 .0 0 3 0
0 .0 0 1 8
0 .0 0 1 8
0 .0 0 0 6
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