289 bases} | saccerz

4,608| 64,658| 64,708| 64,750| 64,500| 64,358
UF’Fl Gapped ﬁhgnment to single-exon ICGs

UPF2 Gapped Alighment to single-exon ICGs

UFF3 Gapped Alighment to single-exon ICGs

N11dtgpe Gapped Alighment to single-exon ICGs
otein enes from 3S: haromyces ome Datak

Other Features from Saccharomyc Gehome Database
Ensemk 1 Gene Fredictions - archive Ensembl 62 - aprasii

3. cerevisiae mRNAs from GenBank
7 yeast Multiz Alighment & Conserwvation

28 hases| | saccer2
64,3525| 64,3538| 64,3535| 64, s4e| 64, 845| 64,558| 64,3555| 64,568| 64,365
GGGACTGTTCAATGARAC TG AGGAATAGACAARACTTTTTAARAGA

UFF1 Gapped Alighment to s1ngle —-eX0on ICGS

UPF2 Gapped Alighment to single-exon ICGS

UPF3 Gapped Alignment to single-exon ICGS

Wildtupe Gapped Alighment to single-exon ICGS
tein- ing Genes from Sa Genome Da

other Features from enome Dat e
Ensemb1 Gene Fredictions - archive Ensembl 62 - apraeii

2. cerevisiae mRNAs from GenBank
7 Jeast MUItiz Alignment & Conservation

o0

OO0IN00
IIIIIDID
000
OROo
SHAAAAAA
A
EEEE T

I 333D
A
I-33D

DI DOIDID
00000
R ]
FEN-1~1-1-1")
R0
I3TI3I3ID
IDITIITIDID
]
A
DA
Ao
33D
e

DODIDDO
o
DAAAAAA
IODIODIDID
DODDDD0
I 3333
DIOI000
I 3333
0001000
SIIIIDID
ITOIDIDID
I4IIDIDID
0000000
AT AATAA
e
D0
IODIDIDIDID
133331
—




