Supplementary Table 1.  Human muscle-enriched exons and orthologs in mouse, chicken, and frog.
	
	Human exons

(56)
	Representative probe set id
	Exon Coordinates

May04 UCSC
	Parent gene size
	Mouse (54)
	Chicken 

(43)
	Frog 

 (36)

	1
	MTMR3
	93393158
	chr22:28,744,000-28,744,026
	145kb
	+
	+
	+

	2
	RBAF600
	99925658
	chr1:19,221,563-19,221,595
	135kb
	+
	+
	+

	3
	RSN
	95562371
	chr12:121,360,538-121,360,570
	151kb
	+
	+
	no

	4
	FAT
	98278525
	chr4:187,886,671-187,886,706
	136kb
	+
	+
	+

	5
	INSR
	93783876
	chr19:7,101,508-7,101,543
	177kb
	+
	no
	no

	6
	ACAS2
	93630018
	chr20:32,966,682-32,966,720
	51kb
	+
	+
	+

	7
	TNNT3
	105671755
	chr11:1,914,769-1,914,809
	19kb
	+
	+
	+

	8
	DYSF
	99552338
	chr2:71,688,135-71,688,176
	233kb
	+
	+
	no

	9
	TMEM16E
	96039431
	chr11:22,196,368-22,196,409
	87kb
	+
	+
	+

	10
	RBM9
	103730784
	chr22:34,473,160-34,473,202
	284kb
	+
	+
	+

	11
	MYO9B
	103967726
	chr19:17,182,142-17,182,189
	112kb
	+
	+
	+

	12
	WDFY3
	98362890
	chr4:86,005,193-86,005,243
	297kb
	+
	+
	no

	13
	PRDM2
	100258831
	chr1:13,840,919-13,840,974
	123kb
	+
	+
	no

	14
	ARGBP2
	98280215
	chr4:186,931,658-186,931,714
	369kb
	+
	+
	+

	15
	SORBS1   (60nt)
	96137820
	chr10:97,072,493-97,072,552
	250kb
	+
	+
	+

	16
	NBEA
	95353689
	chr13:35,118,006-35,118,068
	80kb
	+
	+
	+

	17
	TEAD3
	97648546
	chr6:35,555,815-35,555,877
	23kb
	+
	+
	+

	18
	SORBS1   (66nt)
	96138591
	chr10:97,121,731-97,121,796
	250kb
	+
	+
	+

	19
	MFN2
	100261811
	chr1:11,976,846-11,976,913
	33kb
	+
	no
	no

	20
	LRRFIP2
	98804302
	chr3:37,121,950-37,122,018
	123kb
	+
	no
	+

	21
	LRRFIP1
	99364359
	chr2:238,441,843-238,441,914
	73kb
	+
	+
	+

	22
	SORBS1  (75nt)
	96138411
	chr10:97,144,748-97,144,822
	250kb
	+
	+
	+

	23
	Y226
	98619346
	chr3:198,906,255-198,906,329
	66kb
	+
	+
	no

	24
	TPM2
	105745930
	chr9:35,674,729-35,674,804
	8kb
	+
	+
	+

	25
	TPM1
	104276978
	chr15:61,143,316-61,143,394
	19kb
	+
	+
	+

	26
	FXR1
	105005302
	chr3:182,171,565-182,171,645
	64kb
	+
	+
	+

	27
	ITGB1
	104606546
	chr10:33,235,997-33,236,077
	58kb
	+
	+
	no

	28
	ABLIM1
	96108548
	chr10:116,235,046-116,235,129
	249kb
	+
	+
	no

	29
	PPP1R12A
	95444717
	chr12:78,673,817-78,673,900
	161kb
	+
	+
	no

	30
	FBXO31
	94437555
	chr16:85,949,518-85,949,604
	54kb
	+
	+
	+

	31
	ANK2    (92nt)
	98509599
	chr4:114,656,850-114,656,941
	334kb
	+
	no
	+

	32
	ANK2    (93nt)
	98509569
	chr4:114,651,293-114,651,385
	334kb
	+
	+
	+

	33
	SVIL
	96212858
	chr10:29,855,896-29,855,991
	278kb
	+
	+
	+

	34
	CLASP1
	99203420
	chr2:121,865,045-121,865,166
	312kb
	+
	+
	+

	35
	SORBS1  (102nt)
	96138601
	chr10:97,121,073-97,121,174
	250kb
	+
	+
	+

	36
	CAPZB
	99923983
	chr1:19,414,542-19,414,674
	147kb
	+
	+
	+

	37
	PLD1
	98655298
	chr3:172,887,177-172,887,290
	210kb
	+
	+
	no

	38
	BRAF
	97125440
	chr7:139,938,650-139,938,806
	190kb
	+
	+
	+

	39
	CTL2
	103985997
	chr19:10,614,573-10,614,697
	19kb
	+
	no
	no

	40
	SLC25A3
	105519144
	chr12:97,491,679-97,491,803
	8kb
	+
	+
	+

	41
	TPM1
	94896256
	chr15:61,123,279-61,123,404
	19kb
	+
	+
	+

	42
	UNR
	99800031
	chr1:114,996,190-114,996,336
	33kb
	+
	no
	+

	43
	CACNB1
	94197648
	chr17:34,595,719-34,595,893
	13kb
	+
	no
	no

	44
	NEK6
	96612790
	chr9:124,134,672-124,134,856
	93kb
	no
	no
	no

	45
	SMTN
	93390102
	chr22:29,821,425-29,821,589
	23kb
	+
	+
	no

	46
	TBC1D4
	95223108
	chr13:74,796,374-74,796,538
	197kb
	+
	+
	+

	47
	TRIP10
	103991857
	chr19:6,697,040-6,697,207
	12kb
	+
	no
	no

	48
	MAST2
	100199876
	chr1:46,095,021-46,095,235
	232kb
	+
	+
	+

	49
	LDB3
	104624683
	chr10:88,436,806-88,437,009
	31kb
	+
	+
	+

	50
	NACA   
	95467208
	chr12:55,395,922-55,396,257
	14kb
	+
	no
	no

	51
	UBE4B
	10026653
	chr1:10,100,521-10,100,907
	148kb
	+
	+
	+

	52
	PRKWNK1
	95711975
	chr12:859,000-859,458
	155kb
	+
	+
	+

	53
	MAPT
	94343664
	chr17:41,416,381-41,417,133
	131kb
	+
	no
	no

	54
	SORBS1  (774nt)
	96137735
	chr10:97,086,268-97,087,041
	250kb
	+
	+
	+

	55
	NACA    (1734nt)
	95467147
	chr12:55,399,777-55,401,510
	14kb
	no
	no
	no

	56
	TACC2
	96273853
	chr10:123,832,152-123,837,464
	270kb
	+
	no
	no


Supplementary Table 2.  Primer sequences used for validation of muscle-enriched exons.

	gene
	forward primer (5’-3’)
	reverse primer (5’-3’)

	
	
	

	ABLIM
	TCAAGGCTCCACCGTTTGGCATCC
	GAATACTGGAGCCTGGCCTAGAAT

	ACAS2
	ATGCCTTCTACAGGGGGGAAAAGC
	ATCCAACCAATGTCTGCCGTGC

	ANK2
	ACCAGCCTCGTAATAGTGGAGTCT
	ACGGTGTGTCCATGCTCATCAATG

	BRAF
	CAATACCACAGGAAGAGGCGTC
	TCAGGAATCTCCCAATCATCACTC

	CACNB1
	ACTCCAGTTCCAGTCTGGGAGATGTG
	TTGAGCGACGGTCCCACCAGGATGAT

	CLASP1
	CTCTAGTGAGACAAGGCTTGCTGT
	ATTCTTGAGGTGGTTGTGCAGGAGTT

	DYSF
	CATCGTGGCTACCACCTACC
	GGGACTGCCATAGAGGTTGA

	FAT
	AGGGGTGTCTGCTCATCAAT
	GGAAAGCCTGTCTGAAGTGC

	ITGB1
	GACCGAAAGGTTATGTTAGCATTGAG
	CCACTGATTTTTGCCCCTACAG

	LRRFIP1
	CTGAGGGTAGAAGAGAGACCAGAAAAAG
	CTGAGCATTGGAAACCATAGCC

	LRRFIP2
	TCCTCGAACTCCATCTGAATGCAGT
	CTGATATCATCCACCTCAGAGACAAC

	MFN2
	ACTGCTATGCGTGCGACAGTGCCTTCT
	GCTGGGAACTGGAACCTTCTGGTTAC

	MTMR3
	GACAGTGCCTTCTGGCTTG
	CTGGGAACTGGAACCTTCTG

	PPP1R12A
	TGGAAAAGGCCACCCAGAGACAAGA
	CTCTGATCAAGGCCCCATTTTCATC

	SVIL
	GCTCTTTGCCCTCATTTGTC
	AGCCCATCACCACTGAAGAG

	TMEM16E
	AATGAGTGAGCAGAGCCTGAGCAG
	ATTTGCCTAATCCCATCTCGGAAG

	UNR
	GAAAGAGCACTTCCCAACGCT
	TTCAATAACCCCAGTTTCACGC


Supplementary Table 3. Sequence identity of muscle-enriched exons, 200nt of upstream intron sequence (U200) and 200nt of flanking downstream intron sequence (U200) in mouse, chicken and frog. Numbers indicate percent identity to the human orthologs. None, ortholog not found.

	
	
	mouse
	
	
	
	chicken
	
	
	
	frog
	

	
	U200
	exon
	D200
	
	U200
	exon
	D200
	
	U200
	exon
	D200

	
	
	
	
	
	
	
	
	
	
	
	

	MTMR3
	70.0
	92.6
	61.9
	
	51.6
	85.2
	51.6
	
	46.7
	59.3
	37.9

	RBAF600
	75.1
	97.0
	78.0
	
	50.2
	93.9
	52.0
	
	32.0
	72.7
	47.0

	RSN
	77.2
	93.9
	85.0
	
	40.9
	84.9
	71.0
	
	
	none
	

	FAT
	57.9
	100
	57.5
	
	49.3
	88.89
	49.3
	
	40
	75
	45.2

	INSR
	21.7
	91.7
	56.9
	
	
	none
	
	
	
	none
	

	ACAS2
	61.4
	79.5
	66.0
	
	41.6
	59.0
	45.7
	
	45.8
	66.7
	37.3

	TNNT3
	53.5
	95.1
	21.5
	
	39.7
	75.6
	39.3
	
	37.5
	73.2
	44.1

	DYSF
	52.7
	73.8
	57.6
	
	52.6
	57.1
	40.6
	
	
	none
	

	TMEM16E
	35.3
	90.5
	50.4
	
	39.1
	69.1
	47.4
	
	50.9
	58.7
	40.3

	RBM9
	86.0
	97.7
	92.0
	
	59.4
	100
	77.1
	
	40.3
	86.1
	50.9

	MYO9B
	44.6
	91.7
	45.2
	
	36.8
	81.3
	44.8
	
	42.8
	66.7
	37.6

	WDFY3
	63.1
	83.3
	51.5
	
	48.9
	79.6
	52.1
	
	
	none
	

	PRDM2
	61.6
	87.7
	65.9
	
	61.1
	79.7
	42.6
	
	
	none
	

	ARGBP2
	80.0
	89.5
	63.2
	
	67.2
	86.0
	32.2
	
	44.7
	64.9
	46

	SORBS1   (60nt)
	84.2
	93.3
	59.3
	
	52.0
	90.0
	43.9
	
	N/A
	85.0
	42.1

	NBEA
	63.4
	96.8
	73.5
	
	21.3
	90.5
	72.1
	
	40.7
	77.8
	45.5

	TEAD3
	56.2
	88.9
	26.9
	
	44.7
	92.1
	39.5
	
	37.4
	81.0
	41.5

	SORBS1   (66nt)
	72.5
	98.5
	65.1
	
	40.1
	93.9
	39.8
	
	45.9
	84.9
	43.5

	MFN2
	62.9
	80.9
	70.2
	
	
	none
	
	
	
	none
	

	LRRFIP2
	50
	87.0
	59.2
	
	
	none
	
	
	45.4
	58.0
	44.6

	LRRFIP1
	46.7
	97.2
	52.2
	
	31.4
	90.3
	20.5
	
	37.7
	80.6
	38.5

	SORBS1  (75nt)
	73.0
	89.3
	72.9
	
	25.7
	88.0
	54.9
	
	44.1
	68.0
	45.3

	Y226
	42.4
	86.7
	60.2
	
	43.5
	84.0
	45.5
	
	
	None
	

	TPM2
	66.0
	97.4
	62.3
	
	39.5
	80.3
	40.6
	
	35.2
	84.2
	37.5

	TPM1
	87.7
	97.5
	69.7
	
	56.0
	94.9
	43.2
	
	43.4
	88.6
	51.9

	FXR1
	63.6
	98.8
	76.2
	
	44.2
	98.8
	50.5
	
	49.8
	97.5
	45.8

	ITGB1
	49.5
	95.1
	64.3
	
	53.7
	87.7
	42.4
	
	
	none
	

	ABLIM1
	59.2
	86.9
	61.1
	
	45.9
	58.3
	44.4
	
	
	none
	

	PPP1R12A
	70.3
	88.1
	75.6
	
	48.1
	86.9
	51.1
	
	
	none
	

	FBXO31
	40.0
	88.5
	38.7
	
	36.7
	87.4
	47.2
	
	43.7
	83.9
	44

	ANK2    (92nt)
	52.2
	92.4
	57.0
	
	
	none
	
	
	38.9
	64.1
	44.7

	ANK2    (93nt)
	29.2
	93.6
	54.8
	
	26.4
	83.9
	34.9
	
	44.0
	85.0
	37.6

	SVIL
	69.7
	93.8
	57.5
	
	30.0
	76.0
	38.8
	
	50.9
	66.7
	44.6

	CLASP1
	35.0
	82.8
	50.8
	
	46.5
	75.4
	46.5
	
	19.0
	50.8
	34.2

	SORBS1  (102nt)
	78.6
	89.2
	57.2
	
	35.5
	78.4
	39.5
	
	21.6
	65.7
	41.5

	CAPZB
	42.6
	92.5
	56.0
	
	36.0
	94.0
	45.8
	
	38.1
	73.7
	34.8

	PLD1
	57.7
	85.1
	56.4
	
	38.2
	50.7
	35.4
	
	
	none
	

	BRAF
	84.3
	97.5
	82.0
	
	68.4
	98.7
	61.7
	
	39.7
	71.3
	39.6

	CTL2
	68.1
	83.6
	23.3
	
	
	none
	
	
	43.7
	56.3
	35.0

	SLC25A3
	51.3
	94.4
	78.2
	
	27.3
	85.6
	49.8
	
	46.0
	80.0
	40.2

	TPM1
	75.6
	96.0
	75.0
	
	50.2
	84.1
	30.4
	
	47.2
	83.3
	30.4

	UNR
	32.5
	89.8
	65.0
	
	
	none
	
	
	45.1
	62.0
	39.5

	CACNB1
	68.7
	89.1
	52.4
	
	
	none
	
	
	
	none
	

	NEK6
	
	None
	
	
	
	none
	
	
	
	none
	

	SMTN
	73.1
	98.2
	52.7
	
	41.0
	78.2
	49.1
	
	
	none
	

	TBC1D4
	62.3
	92.1
	61.8
	
	41.9
	56.1
	43.9
	
	43.5
	58.6
	42.6

	TRIP10
	55.3
	85.7
	50.5
	
	
	none
	
	
	
	none
	

	MAST2
	64.5
	85.6
	50.5
	
	44.9
	70.0
	37.5
	
	36.7
	65.5
	41.1

	LDB3
	61.0
	89.2
	54.5
	
	39.1
	80.4
	38.8
	
	35.5
	78.4
	33.5

	NACA   
	61.2
	81.3
	78.0
	
	
	none
	
	
	
	none
	

	UBE4B
	51.9
	38.1*
	73.9
	
	59.1
	41.9
	74.9
	
	47.4
	47.5
	43.4

	PRKWNK1
	59.4
	89.0
	38.1
	
	36.4
	73.3
	21.2
	
	42.7
	55.1
	43.8

	MAPT
	62.1
	63.8
	52.2
	
	
	none
	
	
	
	none
	

	SORBS1  (774nt)
	68.6
	81.5
	70.1
	
	38.8
	80.4
	39.1
	
	39.8
	44.9
	43.8

	NACA    (1734nt)
	
	None
	
	
	
	none
	
	
	
	none
	

	TACC2
	54.4
	63.1
	49.3
	
	
	none
	
	
	
	none
	


* Variation in exons length greatly reduced apparent homology. 

Supplementary Table 4.  Top scoring Gene Ontology categories represented in the muscle-enriched dataset (q < 0.02).

	GO term
	Enrichment
	Total number of genes with the term
	Number of genes with muscle-enriched exons and with the term
	p-value
	Description

	GO:0007010
	6.2
	302
	7
	0.00011
	cytoskeleton organization and biogenesis

	GO:0007026
	75.9
	7
	2
	0.00029
	microtubule stabilization

	GO:0006996
	5.2
	358
	7
	0.00032
	organelle organization and biogenesis

	GO:0007028
	5.1
	366
	7
	0.00037
	cytoplasm organization and biogenesis

	GO:0007517
	9.9
	107
	4
	0.00066
	muscle development


Supplementary Table 5A. RNA words in downstream 200nt introns that are correlated with muscle-specific exon expression and over-represented relative to downstream introns of constitutive exons. For each word that is phylogenetically conserved, the p- and q- values of over-representation in the respective ortholog are indicated in parentheses.

	Word (D200)
	Correlation analysis    p-value
	Over-representation analysis
	Contrast Score
	Phylogenetically conserved?
	Putative trans-factors

	
	
	p-value
	q-value
	
	
	

	UGCAUG
	6.8E-05
	1.7E-15
	6.1E-12
	0.0024
	Frog (3e-13, 1e-9), Mouse (8e-7,1e-3), Chicken (2e-7, 8e-4)
	Fox-1

	ACUAAC
	0.0006
	2.5E-08
	2.3E-05
	0.0008
	Frog (2e-7, 3e-4), Mouse (3e-8, 1e-4), Chicken (6e-4, 0.15)
	*

	GCAUGG
	0.0006
	3.6E-05
	0.004
	0.0009
	Mouse (3e-4, 0.16)
	Fox-1

	CGUGUG
	0.0007
	0.009
	0.12
	0.0005
	 
	CELF

	GCAUGA
	0.002
	0.002
	0.04
	0.0006
	 
	Fox-1

	AGCAUG
	0.002
	0.0007
	0.02
	0.0007
	 
	Fox-1

	UAACCC
	0.003
	9.6E-05
	0.008
	0.0006
	 
	 

	CUAACC
	0.004
	2.9E-05
	0.004
	0.0007
	Frog (8e-7, 8e-4)
	*

	CACCAA
	0.005
	0.005
	0.08
	0.0004
	 
	 

	UGUGUC
	0.005
	0.006
	0.09
	0.0007
	Chicken (2e-4, 0.08)
	CELF

	GUGCAU
	0.007
	5.9E-05
	0.006
	0.0009
	 
	Fox-1

	UUUGCA
	0.008
	6.1E-09
	1.1E-05
	0.0013
	Frog (3e-4, 0.07)
	Fox-1?

	AUGCAU
	0.01
	2.4E-08
	2.3E-05
	0.0010
	 
	Fox-1

	AUGACC
	0.01
	0.002
	0.04
	0.0004
	 
	 

	UUGGUU
	0.01
	0.001
	0.03
	0.0008
	 
	CELF

	UCUGUG
	0.02
	0.0002
	0.01
	0.0009
	 
	CELF

	AUAAGA
	0.02
	3.7E-05
	0.004
	0.0006
	 
	 

	UGCAUU
	0.02
	0.0001
	0.01
	0.0007
	 
	Fox-1

	AUACUA
	0.02
	0.0005
	0.02
	0.0003
	Mouse (3e-4, 0.16)
	 

	CAUCUA
	0.02
	0.0008
	0.03
	0.0004
	 
	 

	GAGCAU
	0.02
	0.005
	0.08
	0.0006
	 
	 

	ACCAAU
	0.02
	0.004
	0.06
	0.0003
	 
	 

	AAUGCA
	0.02
	7.4E-05
	0.007
	0.0006
	 
	Fox-1

	GUGUGU
	0.03
	0.0003
	0.01
	0.0011
	Frog (2e-5, 0.01), Chicken (3e-6, 4e-3)
	CELF

	AUUUGC
	0.03
	0.0002
	0.01
	0.0006
	 
	 

	UAUGAC
	0.03
	0.02
	0.16
	0.0001
	 
	 

	GUUAAC
	0.03
	0.0002
	0.01
	0.0004
	 
	 

	CACUAA
	0.04
	1.4E-06
	0.0006
	0.0007
	Mouse (3e-4, 0.16), Chicken (6e-4, 0.16)
	*

	UUGCAU
	0.04
	1.0E-07
	5.2E-05
	0.0011
	 
	Fox-1

	AACUGC
	0.04
	0.008
	0.11
	0.0002
	 
	 

	CAAGCG
	0.04
	0.004
	0.06
	0.0003
	 
	 

	AGCAUA
	0.04
	0.004
	0.06
	0.0003
	 
	 

	UUGGAU
	0.05
	0.0001
	0.009
	0.0007
	 
	CELF

	AUCUAA
	0.05
	0.0003
	0.02
	0.0005
	 
	 


Supplementary Table 5B. RNA words in upstream 200nt introns that are correlated with muscle-enriched exon expression and over-represented relative to upstream introns of constitutive exons. For each word that is phylogenetically conserved, the p- and q- values of over-representation in the respective ortholog are indicated in parentheses.

	Word (U200)
	Correlation analysis     p-value
	Over-representation analysis
	Contrast Score
	Phylogenetically Conserved?
	Putative trans-factors

	
	
	p-value
	q-value (FDR)
	
	
	

	CCCCUU
	0.002
	9.8E-05
	0.004
	0.0009
	 
	 

	UUUCCA
	0.002
	0.0006
	0.02
	0.0009
	 
	PTB

	UCCUCC
	0.002
	8.3E-05
	0.004
	0.0007
	 
	 

	UCUCCA
	0.002
	0.0002
	0.007
	0.0006
	 
	 

	AUCUCC
	0.003
	0.02
	0.19
	0.0002
	 
	 

	CCCCCU
	0.003
	0.03
	0.2
	0.0004
	Frog (7e-4, 0.18)
	PTB

	UCUUUC
	0.004
	1.1E-07
	1.8E-05
	0.0020
	 
	 

	CUCCUC
	0.006
	0.003
	0.05
	0.0004
	 
	 

	UCAUCU
	0.007
	0.001
	0.02
	0.0005
	 
	 

	AAAUCU
	0.009
	0.003
	0.05
	0.0005
	 
	 

	GUACCA
	0.02
	0.003
	0.05
	0.0001
	 
	 

	UAUCUC
	0.02
	1.2E-06
	0.0001
	0.0005
	 
	 

	UCUCCC
	0.02
	0.004
	0.07
	0.0009
	 
	 

	UACCAA
	0.03
	2.5E-05
	0.002
	0.0003
	 
	 

	GUUUAU
	0.03
	4.4E-09
	1.5E-06
	0.0011
	 
	 

	UGUUGU
	0.03
	6.6E-05
	0.003
	0.0006
	 
	 

	GCUUCU
	0.03
	0.0003
	0.01
	0.0009
	 
	 

	GACCAC
	0.03
	0.02
	0.15
	0.0000
	 
	 

	UUCUCA
	0.03
	0.003
	0.05
	0.0004
	 
	 

	GUAUCU
	0.04
	0.0006
	0.02
	0.0004
	 
	 

	CCAUUU
	0.04
	5.3E-08
	8.9E-06
	0.0012
	 
	 

	UUUUCC
	0.04
	1.7E-07
	2.5E-05
	0.0019
	Chicken (4e-4, 0.15)
	PTB

	UGUACC
	0.04
	4.3E-05
	0.002
	0.0004
	 
	 

	AUACCA
	0.05
	0.02
	0.15
	0.0003
	 
	 

	ACUUGA
	0.05
	0.0006
	0.02
	0.0005
	 
	 

	UUUCUU
	0.05
	8.3E-13
	1.5E-09
	0.0027
	Mouse (3e-7, 1e-3),    Chicken (2e-4, 0.13)
	PTB

	CUCUAC
	0.05
	0.01
	0.13
	0.0005
	 
	 


Supplementary Table 6A. Position weight matrices in the downstream 200nt intron sequences that are significantly correlated with muscle-specific exon expression.

	Consensus
	p-value
	Sequence Logo
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	NWGHWT
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	0.01
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	CYNTBG
	0.03
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Supplementary Table 6B. Position weight matrices in upstream 200nt introns those are significantly correlated with muscle-specific exon expression.

	Consensus
	p-value
	Sequence Logo
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	CYWYCC
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	YMCYCW
	0.01
	[image: image60.png]mmmmmm

position





	WTTYMH
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	0.03
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Supplementary Table 7. Predicted target exons and binding sites of a representative set of position weight matrices.

ATTACHED SEPARATELY.


























































































































































































































































