 (DANRE)rtn1

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Zebrafish

rtn1
	exon size (bp)

Zebrafish

rtn1
	intron size (bp)

Zebrafish

rtn1 d
	aa at the exon border

Human

RTN1
	exon size (bp)

Human

RTN1
	intron size (bp)

Human

RTN1

	I(a)
	 
	GCT
TCC
ACA
G  gtaatgcgat

Ala
Ser
Thr
	G/AT

Asp
	>391 a
(223)
	>20,000 e
	G/GT

Gly
	450

(241)
	125,244

	II
	tctcatgcag AT
AAA
TCA
AC



Lys
Ser
Thr
	CCC
CCT
ACA
G  gtgagcatca

Pro
Pro
Thr
	G/AA

Glu
	720
	3,216
	G/AA

Glu
	774
	18,039

	III
	ttcttaatag AA
GAC
TCT
GAA



Asp
Ser
Glu
	AGG
GAG
AAA
G  gtaaatgcat

Arg
Glu
Lys
	G/CA

Ala
	795
	>61,000 e
	G/CT

Ala
	750
	119,422

	I (c)
	
	AAG
TGC
CAG
G  gtaatgtgag

Lys
Cys
Gln
	G/CA

Ala
	>211 f
(73)
	>48,000 e
	G/CT

Ala
	359

(61)
	22,946

	IV (4) c
	ctgtatccag CA
ATG
GAG
CTG



Met
Glu
Leu
	CAT
CCC
TTC
AA gtatgacttc

His 
Pro
Phe
	AA/A

Lys
	208
	85
	AA/G

Lys
	208
	1,778

	V (5) c
	ctggatacag  A
GTG
TAT
CTG



Val
Tyr
Leu
	TCG
CTA
AAG
 gttgaagcct

Ser
Leu
Lys
	AAG/TTT

Lys/Phe
	139
	2,126
	AAA/TTT

Lys/Phe
	139
	1,446

	VI (6) c
	ttcactctag
TTT
GCA
GTC



Phe
Ala
Val
	CTT
ATT
ATG
G gtgagaagca

Leu
Ile
Met
	G/TG

Val
	70
	95
	G/CT

Ala
	70
	593

	VII (7) c
	ctttcttcag TG
GTG
GTG
TGC



Val
Val
Cys
	AAA
TAC
CAG
 gtcagagtgg

Lys
Tyr
Gln
	CAG/GCA

Gln/Ala
	47
	100
	CAG/GCA

Gln/Ala
	47
	88

	VIII (8) c
	ttgtctccag
GCA
CAG
ATC



Ala
Gln
Ile
	GTG
GTA
GCA
AA gtaagcagtc

Val
Val
Ala
	AA/G

Lys
	59
	1,220
	AA/G

Lys
	59
	6,277

	IX (9) c
	agctctcgag  G
ATC
CAG
GAG



Ile
Gln
Glu
	
	
	>1,098 b
(43)
	
	
	792

(43)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a =  223bp coding region and in addition at least 168 bp 5'UTR in the same exon

b = 43 bp coding region (including the stop codon) and addition 1055 bp of the 3'UTR in the same exon. 

c = Number in brackets is the exon number of the corresponding human RTN1 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

f = 73 bp coding + 138 bp 5’UTR (upstream stop codon)

(DANRE)rtn2 

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Zebrafish

rtn2
	exon size (bp)

Zebrafish

rtn2
	intron size (bp)

Zebrafish

rtn2 d
	aa at the exon border

Human

RTN2
	exon size (bp)

Human

RTN2
	intron size (bp)

Human

RTN2

	I(c)
	
	AGC
AGT
AAA
G gtgagggtaa

Ser
Ser
Lys
	G/TA

Val
	>78 a
(13)
	> 11,950 e
	G/TG

Val
	>54

(13)
	3,605

	II (6) c
	ctccctacag TA
ATG
GAC
CTG


Met
Asp
Leu
	CAT
CCC
TTC
CA gtgagtgtct

His
Pro
Phe
	CA/G

Gln
	208
	1,902
	CA/G

Gln
	208
	359

	III (7) c
	tgtgctgcag G
TCA
TAT
CTA



Ser
Tyr
Leu
	TCA
CTC
AAG gtgaggcctg

Ser
Leu
Lys
	AAG/TTC

Lys/Phe
	139
	6,030
	AAG/CTG

Lys/Leu
	139
	141

	IV (8) c
	ttttccacag
TTC
TGG
CTG



Phe
Trp
Leu
	ATC
ATC
ATC
G gtaggatgca

Ile
Ile
Ile
	G/GT

Gly
	70
	> 3, 840 e
	G/GA

Gly
	70
	119

	V (9) c
	ttattttcag GT
GTG
ATT
GCA



Val
Ile
Val
	CGT
CAC
CAG gtaatatatc

Arg
His
Gln
	CAG/GAT

Gln/Asp
	47
	455
	CAG/GCT

Gln/Ala
	47
	2,357

	VI (10) c
	tcatttacag 
GAT
AAA
GTG




Asp
Lys
Val
	ATC
AAG
GAC
TT gtgagtacag

Ile
Lys
Asp
	TT/C

Phe
	59
	189
	AA/G

Lys
	59
	265

	VII (11) c
	tgtcaaacag C
TTT
TAT
CGC



Phe
Tyr
Arg
	
	
	>117 b
(76)
	
	
	496

(82)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 13 bp coding region and in addition at least 65 bp 5'UTR in the same exon

b = 76 bp coding region (including the stop codon) and in addition at least 117 bp 3'UTR in the same exon. The 3’ UTR is not fully cloned.

c = Number in brackets is the exon number of the corresponding human RTN2 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequences assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

(DANRE)rtn3

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Zebrafish

rtn3
	exon size (bp)

Zebrafish

rtn3
	intron size (bp)

Zebrafish

rtn3 d
	aa at the exon border

Human

RTN3
	exon size (bp)

Human

RTN3
	intron size (bp)

Human

RTN3

	I(a)
	
	AAG
TTT
TCC
G gtaagacaac

Lys
Phe
Ser
	G/AT

Asp
	>250 a
(94)
	8,096 
	G/AT

Asp
	334

(142)
	23,065

	II
	atttttccag AT
TCC
TTT
TTT



Ser
Phe
Phe
	TCT
CCT
CAA
G gcaagtgtat

Ser
Leu
Gln
	G/TG

Val
	45
	22,584
	G/TG

Val
	57
	45,081

	III (4) c
	tgtcatgcag TG
AAT
GAC
CTG



Asn
Asp
Leu
	CAC
CCC
TTC
AA gtaagagtct

His
Pro
Phe
	AA/G

Lys
	208
	3,577
	AA/A

Lys
	208
	2,305

	IV (5) c
	cctgtaacag   G
GCT
CTG
ATG



Ala
Leu
Met
	TCC
CTC
AAG
gtcagattta 

Ser
Leu
Lys
	AAG/CTG

Lys/Leu
	139
	125
	AAG/CTG

Lys/Leu
	139
	423

	V (6) c
	ctgctttcag
CTG
GCA
GTT



Leu
Ala
Val
	CTC
ATC
CTC
G gtaggctttc

Leu
Ile
Leu
	G/CC

Ala
	70
	102
	G/CT

Ala
	70
	523

	VI (7) c
	tgtttttcag  CC
GAC
ATC
CTG



Asp
Ile
Leu
	AAA
AAC
AAG
gtcagatata

Lys
Asn
Lys
	AAG/ACC

Lys/Thr
	47
	3,333
	AAG/ACC

Lys/Thr
	47
	2,403

	VII (8) c
	tcttccacag
ACC
CAG
ATT



Thr
Gln
Ile
	ACA
GTC
GCG
AA gtaagtctgc

Thr
Val
Ala
	AA/G

Lys
	59
	3,772
	AA/G

Lys
	59
	1,985

	VIII (9)c
	ctccctcag G
CTA
CAA
GAG



Leu
Gln
Glu
	
	
	522 b
(49)
	
	
	1,735

(46)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 94 bp coding region and in addition at least 156 bp 5'UTR in the same exon

b = 49 bp coding region (including the stop codon) and addition 473 bp of the 3'UTR in the same exon. The 3’ UTR is not fully cloned.

c = Number in brackets is the exon number of the corresponding human RTN3 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

(DANRE)rtn4
	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Zebrafish

rtn4
	exon size (bp)

Zebrafish

rtn4
	intron size (bp)

Zebrafish

rtn4 d
	aa at the exon border

Human

RTN4
	exon size (bp)

Human

RTN4
	intron size (bp)

Human

RTN4

	I(l)
	
	TCG
TGC
TCA
T gtaagtaatt

Ser
Cys
Ser
	T/TG

Leu
	>609 a
(403)
	>14,620 e
	
	
	

	I(m)
	
	AAA
GAA
CAG
G gtatatgctt

Lys
Glu
Gln
	G/TG

Val
	>162 f
(73)
	>10,324 e
	
	
	

	I(n)
	
	TCC
AAA
CAA
G gttagttagt

Ser
Lys
Gln
	G/TG

Val
	>64 g
(16)
	4,703
	
	
	

	II (4) c
	ttgtctccag TG
GTG
GAG
CTG



Val
Glu
Leu
	CAC
CCT
TTC
AA gtgagagact

His
Pro
Phe
	AA/G

Lys
	208
	2,803
	AG/G

Arg
	208
	4,838

	III (5) c
	cttctttcag    G
ATG
TAC
CTG



Met
Tyr
Leu
	TCG
CTC
AAG
gtttgtttgt

Ser
Leu
Lys
	AAG/TTT

Lys/Phe
	139
	>8,000 e
	AAG/TTT

Lys/Phe
	139
	7,776

	IV (6) c
	

TTT
GCT
GTT



Phe
Ala
Val
	ATT
ATT
TTG
G gtatgtctgt

Ile
Ile
Leu
	G/GT

Gly
	70
	838
	G/CT

Ala
	70
	827

	V (7) c
	cttcctacag GT
TTC
ATT
GGT



Phe
Ile
Gly
	AAG
CAT
CAG gtaggtttgc

Lys
His
Gln
	CAG/GCA

Gln/Ala
	47
	157
	CAG/GCA

Gln/Ala
	47
	199

	VI (8) c
	cctgatacag 
GCA
CAA
ATT



Ala
Gln
Ile
	GTT
GTG
GGA
AA gtaagtctgt

Val
Val
Gly
	AA/G

Lys
	59
	3,675
	AA/A

Lys
	59
	364

	VII (9) c
	tcattaacag  G
ATC
CAG
GCC



Ile
Gln
Aln
	
	
	1,013 b
(43)
	
	
	1,009

(43)
	


Lower case letters are  the intron sequence, upper case latters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 403 bp coding region and in addition at least 206 bp 5'UTR in the same exon

b = 43 bp coding region and in addition 970 bp 3'UTR in the same exon

c = Number in brackets is the exon number of the corrsponding human nogo/RTN4 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

f = 73 bp coding + 89 bp 5’UTR

g = 16 bp coding region and in addition at least 48 bp 5'UTR in the same exon
(DANRE)rtn5

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Zebrafish

rtn5
	exon size (bp)

Zebrafish

rtn5
	intron size (bp)

Zebrafish

rtn5 d
	aa at the exon border

Human

RTN1
	exon size (bp)

Human

RTN1
	intron size (bp)

Human

RTN1

	I(a)
	
	GCA
TCT
ACA
G gtaaatttgg

Ala
Ser
Thr
	G/GT

Gly
	>305 a
(187) 
	>18,000 e
	G/GT

Gly
	450

(241)
	125,244

	II
	gtctctctag GT
GAC
TCT
CTA



Asp
Ser
Leu
	TCC
CCT
ACA
G gtagatcctg

Ser
Pro
Thr
	G/GT

Gly
	807
	2,596
	G/AA

Glu
	774
	18,039

	III
	ttttttccag GT
CGA
GAG
TCT



Arg
Glu
Ser
	AGA
CAG
AAA
G gtaagagact
	G/TG

Val
	900
	>20,200 e
	G/CT

Ala
	750
	119,422

	I(c)
	
	AGA
GGG
CAG
G gtacatattt

Arg
Gly
Gln
	G/TG

Val
	>224 f
(49)
	> 11,000 e
	G/CT

Ala
	359

(61)
	22,946

	IV (4) c
	ttctcctcag TG
GTA
GAT
CTA



Val
Asp
Leu
	CAT
CCA
TTC
AA gttagtccag

His
Pro
Phe
	AA/G

Lys
	208
	76
	AA/G

Lys
	208
	1,778

	V (5) c
	ctcttatcag   G
TCC
TAT
CTG



Ser
Tyr
Leu
	TCC
ATT
AAG
gtgaaaaatg

Ser
Ile
Lys
	AAG/TTT

Lys/Phe
	139
	1,429
	AAA/TTT

Lys/Phe
	139
	1,446

	VI (6) c
	gtgtgtttag
TTT
GCA
GTG



Phe
Ala
Val
	TTA
ATT
CTG
G gtaagaatac

Leu
Ile
Leu
	G/CT

Ala
	70
	627
	G/CT

Ala
	70
	593

	VII (7) c
	ttttttttag  CT
GTG
ATT
TCC



Val
Ile
Ser
	AAG
TAC
CAG
gtaatgtttc

Lys
Tyr
Gln
	CAG/ACA

Gln/Thr
	47
	1,277
	CAG/GCA

Gln/Ala
	47
	88

	VIII (8) c
	tctctttcag 
ACA
CAG
ATT



Thr
Gln
Ile
	GTA
ATG
GGA
AA gtaagttttg

Val
Met
Gly
	AA/G

Lys
	59
	111
	AA/G

Lys
	59
	6,277

	IX (9) c
	tattttacag  G
ATT
AGA
GAA



Ile
Arg
Glu
	
	
	>172 b
(40)
	
	
	792

(43)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 187 bp coding region and in addition at least 118 bp 5'UTR in the same exon

b = 40 bp coding region (including the stop codon) and in addition at least 132 bp of the 3'UTR in the same exon. The 3’ UTR is not fully cloned.

c = Number in brackets is the exon number of the corresponding human RTN1 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

f = 49 bp coding region and in addition 224 bp 5'UTR in the same exon
(DANRE)rtn6

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Zebrafish

rtn6
	exon size (bp)

Zebrafish

rtn6
	intron size (bp)

Zebrafish

rtn6 d
	aa at the exon border

Human

RTN4
	exon size (bp)

Human

RTN4
	intron size (bp)

Human

RTN4

	I(a)
	
	CCG
CCG
GCC
G gtgagtaacc

Pro
Pro
Ala
	G/GA

Gly
	>1,242 a
(958)
	> 2,000 e
	
	
	

	II
	tgtttttcag GA
GAG
CCT
GAA


Glu
Pro
Glu
	CTT
CCG
TCA
G gtacgcttct

Leu
Pro
Ser
	G/AA

Glu
	45
	1,132
	
	
	

	III 
	tgatccgcag AA
CGC
TGC
CGT



Arg
Cys
Arg
	CCC
ACA
GCA
G gtacaccagc

Pro
Thr
Ala
	G/TG

Val
	1,059
	>960 e
	
	
	

	II (4) c
	gtgtgcacag TG
CTG
CAG
CTG



Leu
Gln
Leu
	CAT
CCC
TTC
AG 

His
Pro
Phe
	AG/G

Arg
	208
	>330 e
	AG/G

Arg
	208
	4,838

	III (5) c
	gtgtgtgcag G
CAG
TAT
CTG



Gln
Tyr
Leu
	TCG
CTG
AAG  

Ser
Leu
Lys
	AAG/TTG

Lys/Leu
	139
	>150 e
	AAG/TTT

Lys/Phe
	139
	7,776

	IV (6) c
	tctcctgcag
TTG
GCA
GTG



Leu
Ala
Val
	CTC
ATT
ATC
G gtgagtgtgt

Leu
Ile
Ile
	G/CT

Ala
	70
	>22 e
	G/CT

Ala
	70
	827

	V (7) c
	
      CT
TTG
ATT
GGA



Leu
Ile
Gly
	AGA
CAT
CAG

Arg
His
Gln
	CAG/TCA

Gln/Ser
	47
	>670 e
	CAG/GCA

Gln/Ala
	47
	199

	VI (8) c
	tgtcttccag 
TCA
GAG
ATC




Ser
Glu
Ile
	GCT
TTG
GGG
AA gtaagtcact

Ala
Leu
Gly
	AA/G

Lys
	59
	128
	AA/A

Lys
	59
	364

	VII (9) c
	ctgttctcag  G
GTT
CTG
GCG



Val
Leu
Ala
	
	
	>364 b
(43)
	
	
	1,009

(43)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 958 bp coding region and in addition at least 284 bp 5'UTR in the same exon

b = 43 bp coding region (including the stop codon) and in addition 321 bp 3'UTR in the same exon. 

c = Number in brackets is the exon number of the corresponding human RTN4 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

(DANRE)rtn8 

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Zebrafish

rtn8
	exon size (bp)

Zebrafish

rtn8
	intron size (bp)

Zebrafish

rtn8 d
	aa at the exon border

Human

RTN2
	exon size (bp)

Human

RTN2
	intron size (bp)

Human

RTN2

	I(c)
	
	GCC
AGC
AAA
G gtgagagtct

Ala
Ser
Lys
	G/TG

Val
	>66 a
(13)
	> 6,650 e
	G/TG

Val
	>54
(13)
	3,605

	II (6) c
	ccctctctag TG
TTG
GAT
CTG


Leu
Asp
Leu
	CAT
CCC
TTC
CA gtgagtatgc

His
Pro
Phe
	CA/G

Gln
	208
	>750 e
	CA/G

Gln
	208
	359

	III (7) c
	                  G
TCA
TAT
TTG



Ser
Tyr
Leu
	TCA
GTG
AAG  

Ser
Val
Lys
	AAG/TTT

Lys/Phe
	139
	>4,020 e
	AAG/CTG

Lys/Leu
	139
	141

	IV (8) c
	gtttgtgtag
TTT
ATT
GTA



Phe
Ile
Val
	GTG
ATG
TCT
G gtaagaatat

Val
Met
Ser
	G/GT

Gly
	70
	148
	G/GA

Gly
	70
	119

	V (9) c
	ctgttgacag GT
GTG
ATA
TGC



Val
Ile
Cys
	CTC
CAG
CAG
gtaagtgccc

Leu
Gln
Gln
	CAG/GAG

Gln/Glu
	47
	231
	CAG/GCT

Gln/Ala
	47
	2,357

	VI (10) c
	ttttttacag 
GAG
AGG
ATC




Glu
Arg
Ile
	ATC
ACT
GAA
AT gtaagtattt

Ile
Thr
Glu
	AT/G

Met
	59
	>1,870 e
	AA/G

Lys
	59
	265

	VII (11) c
	                  G
GTT
GAT
CTT



Val
Asp
Leu
	
	
	>304 b
(91)
	
	
	496

(82)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 13 bp coding region and in addition at least 53 bp 5'UTR in the same exon

b = 91 bp coding region (including the stop codon) and in addition at least 213 bp 3'UTR in the same exon. The 3’ UTR is not fully cloned.

c = Number in brackets is the exon number of the corresponding human RTN2 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequences assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

(FUGRU)rtn1

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Fugu rtn1
	exon size (bp)

Fugu rtn1
	intron size (bp)

Fugu rtn1 d
	aa at the exon border

Human RTN1
	exon size (bp)

Human

RTN1
	intron size (bp)

Human

RTN1

	I(a)
	
	GCA
TCT
ACA
G gtaaaccgga

Ala
Ser
Thr
	G/AT

Asp
	>230 a
(214)
	>5,560  e
	G/GT

Gly
	450

(241)
	125,244

	II
	tcttccacag AT
GAC
TCC
ATG



Asp
Ser
Met
	TCC
CCC
ACG
C gtaagtacag

Ser
Pro
Thr
	C/AA

Gln
	726
	354 
	G/AA

Glu
	774
	18,039

	III
	ttgagagcag AA
AAG
GAA
TTC



Lys
Glu
Phe
	AAA
CAG
AAA
G gtcagctcct

Lys
Gln
Lys
	G/CG

Ala
	684
	>5,420 e
	G/CT

Ala
	750
	119,422

	IV (4) c
	ctcctcacag CG
ATC
GAC
CTT



Ile
Asp
Leu
	CAT
CCT
TTC
AA gtgagccgac

His
Pro
Phe
	AA/A

Lys
	208
	70 
	AA/G

Lys
	208
	1,778

	V (5) c
	ttgcttccag A
TCC
TAC
TTG



Ser
Tyr
Leu
	TCC
CTG
AAG gtgtgcctca

Ser
Leu
Lys
	AAG/TTT

Lys/Phe
	139
	161 
	AAA/TTT

Lys/Phe
	139
	1,446

	VI (6) c
	tgtgttccag
TTT
GCT
GTT



Phe
Ala
Val
	CTC
ATT
CTT
G gtgagatcat

Leu
Ile
Leu
	G/CT

Ala
	70
	177 
	G/CT

Ala
	70
	593

	VII (7) c
	gtctctacag CT
GTG
GTC
TCC



Val
Val
Ser
	AAG
CAT
CAG gtcggtggct

Lys
His
Gln
	CAG/GCG

Gln/Ala
	47
	74 
	CAG/GCA

Gln/Ala
	47
	88

	VIII (8)c
	ctcttttcag 
GCG
CAA
ATC



Ala
Gln
Ile
	GTG
GTG
GGG
AA gtgagttgccg

Val
Val
Gly
	AA/G

Lys
	59
	422 
	AA/G

Lys
	59
	6,277

	IX (9) c
	ctctgtacag G
ATC
CAA
GCC



Ile
Gln
Ala
	
	
	>75 b
(43)
	
	
	792

(43)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 214 bp coding region and in addition at least 16 bp 5'UTR in the same exon

b = 43 bp coding region (including the stop codon) and in addition at least 32 bp 3'UTR in the same exon. 

c = Number in brackets is the exon number of the corresponding human RTN1 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

(FUGRU)rtn2

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Fugu rtn2
	exon size (bp)

Fugu rtn2
	intron size (bp)

Fugu rtn2 d
	aa at the exon border

Human RTN2
	exon size (bp)

Human

RTN2
	intron size (bp)

Human

RTN2

	I(c)
	
	GCC
AGT
AAA
G gtgagagttt

Ala
Ser
Lys
	G/TG

Val
	>25

(13) a, f
	1,770
	G/TG

Val
	>54

(13)
	3,605

	II (6) c
	tcttctccag TG
GTG
GAC
CTG



Val
Asp
Leu
	CAC
CCT
TTT
AA gtaagtagta

His
Pro
Phe
	AA/G

Lys
	208 f
	210
	CA/G

Gln
	208
	359

	III (7) c
	tggcccccag G
ACG
TAC
TTG



Thr
Tyr
Leu
	TCG
CTC
AAG gtgagtcact

Ser
Leu
Lys
	AAG/TTT

Lys/Phe
	139
	878
	AAG/CTG

Lys/Leu
	139
	141

	IV (8) c
	ctgctctcag
TTT
CTG
GTT



Phe
Leu
Val
	CTC
ATC
ATT
G gtaagacaga

Leu
Ile
Ile
	G/GT

Gly
	70
	69 
	G/GA

Gly
	70
	119

	V (9) c
	tctgctccag GT
GTG
ATC
GCT



Val
Ile
Ala
	CGC
CAT
CAG gtaacggccc

Arg
His
Gln
	CAG/GAG

Gln/Glu
	47
	78
	CAG/GCT

Gln/Ala
	47
	2,357

	VI (10) c
	gatttcacag 
GAG
AAG
GTG



Glu
Lys
Val
	ATT
AAG
GAC
AT gtaagtgtgg

Ile
Lys
Asp
	AT/C

Ile
	59
	221 
	AA/G

Lys
	59
	265

	VII (11) c
	tcattcgcag C
TTT
CAG
AGA



Phe
Gln
Arg
	
	
	>353 b
(76)
	
	
	496

(82)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 13 bp coding region and in addition at least 12 bp 5'UTR in the same exon

b = 76 bp coding region (including the stop codon) and in addition at least 277 bp 3'UTR in the same exon. 

c = Number in brackets is the exon number of the corresponding human RTN2 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

f = Size was derived from genomic sequence.

(FUGRU)rtn3

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Fugu rtn3
	exon size (bp)

Fugu rtn3
	intron size (bp)

Fugu rtn3 d
	aa at the exon border

Human RTN3
	exon size (bp)

Human

RTN3
	intron size (bp)

Human

RTN3

	I(a)
	
	AAA
CTG
TCC
G gtaaggaaat

Lys
Leu
Ser
	G/TT

Val
	>163 a
(91)
	835 
	G/TG

Val
	334

(142)
	23,065

	II (5) c
	ttctgcacag TT
AAG
GAT
CTC



Lys
Asp
Leu
	CAT
CCC
TTC
AA gtacgtgcga

His
Pro
Phe
	AA/A

Lys
	208
	865 
	AA/A

Lys
	208
	2,305

	III (6) c
	ctctctgcag  A
TCA
CTG
ATA



Ser
Leu
Ile
	TCT
CTT
AAG gtgaaaactt

Ser
Leu
Lys
	AAG/CTG

Lys/Leu
	139
	339
	AAG/CTG

Lys/Leu
	139
	423

	IV (7) c
	ctgccgacag
CTG
GCT
GTG



Leu
Ala
Val
	CTC
ATT
CTG
G gtgagcaatg

Leu
Ile
Leu
	G/CC

Ala
	70
	558 
	G/CT

Ala
	70
	523

	V (8) c
	tgttctccag CC
AAC
ATT
CTT



Asn
Ile
Leu
	AAA
AAC
AAG gtaagcccga

Lys
Asn
Lys
	AAG/ACC

Lys/Thr
	47
	659 
	AAG/ACC

Lys/Thr
	47
	2,403

	VI (9) c
	tttcttccag
ACC
CAG
ATT



Thr
Gln
Ile
	ACG
ATG
GCC
AA gtaagtaagc

Thr
Met
Ala
	AA/G

Lys
	59
	95 
	AA/G

Lys
	59
	1,985

	VII (10) c
	cttccttcag  G
TTG
CAA
GAG



Leu
Gln
Glu
	
	
	>67 b
(49)
	
	
	1,735

(46)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 91 bp coding region and in addition at least 72 bp 5'UTR in the same exon

b = 49 bp coding region (including the stop codon) and in addition at least 18 bp 3'UTR in the same exon. 

c = Numbers in brackets is the exon number of the corresponding human RTN3 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

(FUGRU)rtn4

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Fugu rtn4
	exon size (bp)

Fugu rtn4
	intron size (bp)

Fugu rtn4 d
	aa at the exon border

Human RTN4
	exon size (bp)

Human

RTN4
	intron size (bp)

Human

RTN4

	I(l)
	
	CCT
TCA
TCT
T gtaagtttct

Pro
Ser
Ser
	T/GT

Cys
	>673 a
(463)
	2,289
	
	
	

	II
	aatcctgcag GT
GCT
CTT
ATT



Ala
Leu
Ile
	AAC
AGC
AGA
G gtaacctgat 

Asn
Ser
Arg
	G/AT

Asp
	39
	809 
	
	
	

	III
	tcctccacag AT
GTA
ACT
TCT



Val
Thr
Ser
	TTC
CCT
ACA
G gcaagttttc

Phe
Pro
Thr
	G/TG

Val
	54
	8,787
	
	
	

	I(n)
	
	GCC
AAA
CGG
G gttagttgtt

Ala
Lys
Arg
	G/TG

Val
	>33 f
(16)
	1,859
	
	
	

	IV (4) c
	tcacttgcag TG
GTG
GAT
CTT



Val
Asp
Leu
	CAC
CCG
TTC
AA gtgagtctcc

His
Pro
Phe
	AA/G

Lys
	208
	116 
	AG/G

Arg
	208
	4,838

	V (5) c
	tgtcttttag G
CAG
TAC
CTC



Gln
Tyr
Leu
	TCC
ATC
AAG gtgagcagga

Ser
Ile
Lys
	AAG/TTT

Lys/Phe
	139
	448
	AAG/TTT

Lys/Phe
	139
	7,776

	VI (6) c
	ccttccctag
TTT
GCA
GTG



Phe
Ala
Val
	CTC
ATT
CTG
G gtaagtcccc

Leu
Ile
Leu
	G/GT

Gly
	70
	109 
	G/CT

Ala
	70
	827

	VII (7) c
	tgttgtttag GT
CTG
ATT
GCA



Leu
Ile
Ala
	AAA
CAC
CAG gtgagttttt

Lys
His
Gln
	CAG/GCT

Gln/Ala
	47
	83
	CAG/GCA

Gln/Ala
	47
	199

	VIII (8) c
	gtatttttag 
GCT
CAG
ATT



Ala
Gln
Ile
	ATC
GTT
GGA
AA gtaagttaga

Ile
Val
Gly
	AA/G

Lys
	59
	87 
	AA/A

Lys
	59
	364

	IX (9) c
	cttcctgcag G
ATC
CAG
GCA



Ile
Gln
Ala
	
	
	>87 b
(43)
	
	
	1,009

(43)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 463 bp coding region and in addition at least 210 bp 5'UTR in the same exon.

b = 43 bp coding region (including the stop codon) and in addition at least 44 bp 3'UTR in the same exon. 

c = Number in brackets is the exon number of the corresponding human RTN4 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

f = 16 bp coding region and in addition at least 17 bp 5'UTR in the same exon.

(FUGRU)rtn7

	Exon Nr
	3' splice site
	5' splice site
	aa at the exon border

Fugu rtn7
	exon size (bp)

Fugu rtn7
	intron size (bp)

Fugu rtn7 d
	aa at the exon border

Human RTN3
	exon size (bp)

Human

RTN3
	intron size (bp)

Human

RTN3

	I(a)
	
	
	/TC


	
	
	G/TG

Val
	334

(142)
	23,065

	IIa (5) c
	cccaaacag TC
TTA
CAG
CTT



Leu
Gln
Leu
	ATC
ACC
TTT
AG gtgaggggat

Ser
Pro
Leu
	AG/A

Arg
	151 f
	175
	AA/A

Lys
	208
	2,305

	IIb (5) c
	ctatttttag A
GTT
TAT
AAA



Val
Tyr
Lys
	CAT
CCA
TTT
AG gtaagacaca

His
Pro
Phe
	AG/G

Arg
	57 f
	94
	
	
	

	III (6) c
	cctcctacag  G
TCT
CTC
CTG



Ser
Leu
Leu
	TCT
ATG
AAG gtcaggttaa

Ser
Met
Lys
	AAG/GTG

Lys/Val
	139 f
	>2010 e
	AAG/CTG

Lys/Leu
	139
	423

	IV (7) c
	ttgtccacag
GTG
ACT
GCT



Val
Thr
Ala
	CTC
ATT
ATT
G gtgggtcttt

Leu
Ile
Ile
	G/CT

Ala
	70 f
	77
	G/CT

Ala
	70
	523

	V (8) c
	ttttttgtag CT
GAC
ATC
TTA



Asp
Ile
Leu
	AGG
AAA
AAG gtactaatgt

Arg
Lys
Lys
	AAG/ACA

Lys/Thr
	47 f
	275
	AAG/ACC

Lys/Thr
	47
	2,403

	VI (9) c
	ttgtcttcag 
ACA
CAG
ATT



Thr
Gln
Ile
	ACA
AAA
TAC
CA gtgagttttc

Thr
Lys
Tyr
	CA/G

Gln
	59 f
	569
	AA/G

Lys
	59
	1,985

	VII (10) c
	gtgttttcag  G
CTG
CAG
GAC



Leu
Gln
Asp
	
	
	(49) b, f
	
	
	1,735

(46)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

b = 49 bp coding region (including the stop codon) 

c = Number in brackets is the exon number of the corresponding human RTN3 gene.

d = Intron sizes were measured using long genomic clones (Ensembl sequence assembly).

e = This intron harbours NNN stretches. Therefore the real size may differ slightly.

f = Size was derived from genomic sequence.

(FUGRU)rtn8

	Exon Nr 
	3' splice site
	5' splice site
	aa at the exon border

Fugu rtn8
	exon size (bp)

Fugu rtn8
	intron size (bp)

Fugu rtn8 d
	aa at the exon border

Human RTN2
	exon size (bp)

Human

RTN2
	intron size (bp)

Human

RTN2

	I(c)
	
	GCC
AGC
AAA
C gtaaggaaat

Ala
Ser
Lys
	C/TC

Leu
	>89 a
(13)
	820 
	G/TG

Val
	>54

(13)
	3,605

	II (6) c
	atgtgtccag TC
ATG
GAT
CTG



Met
Asp
Leu
	CAC
CCC
TAC
CA gtgagtgtgt

His
Pro
Tyr
	CA/G

Gln
	208
	146 
	CA/G

Gln
	208
	359

	III (7) c
	ctgtccccag  G
TCA
TAT
CTG



Ser
Tyr
Leu
	TCA
ATT
AAG gtaggtgtgt

Ser
Ile
Lys
	AAG/TTT

Lys/Phe
	139
	295 
	AAG/CTG

Lys/Leu
	139
	141

	IV (8) c
	atcctctcag
TTT
GTT
GTG



Phe
Val
Val
	GTG
ATA
AGT
G gtgagtttac

Val
Ile
Ser
	G/CG

Ala
	70
	136
	G/GA

Gly
	70
	119

	V (9) c
	tgctgaacag CG
GTC
ATC
GGC



Val
Ile
Gly
	AAG
CAG
CAA gtgagtttct

Lys
Gln
Gln
	CAA/GTG

Gln/Val
	47
	96 
	CAG/GCT

Gln/Ala
	47
	2,357

	VI (10) c
	ggctttcaag 
GTG
CGC
CTA



Val
Arg
Leu
	ATA
AGA
AAC
CT gtgagtaaat

Ile
Arg
Asn
	CT/G

Leu
	59
	76 
	AA/G

Lys
	59
	265

	VII (11) c
	ctttttttag  G
TGC
CTC
AGC



Cys
Leu
Ser
	
	
	>141 b
(109)
	
	
	496

(82)
	


Lower case letters are the intron sequence, upper case letters are the exon sequence at the intron-exon boundary. The 3' splice site (acceptor) is the boundary from the intron to the exon, the 5' splice site (donor) from the exon to the intron.

a = 13 bp coding region and in addition at least 76 bp 5'UTR in the same exon

b = 109 bp coding region (including the stop codon) and in addition at least 32 bp 3'UTR in the same exon. 

c = Number in brackets is the exon number of the corresponding human RTN2 gene.

d = Intron sizes were measured using long genomic clones (Ensemble sequence assembly).

