Figure 1.1

Graphical representation of alternatively transcripts for 1-5 genes predicted by AUGUSTUS (red) in correlation to
chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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Figure 1.2

Graphical representation of alternatively transcripts for 6-10 genes predicted by AUGUSTUS (red) in correlation to
chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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Figure 1.3

Graphical representation of alternatively transcripts for 11-15 genes predicted by AUGUSTUS (red) in correlation to
chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).

gene 11
70560 000 bp 70361 000 bp T0 562 000 bp 70 563 000 bp
| | | | |
11.2
CFE02524
gene 12
Ta 144 kb Ta 146 kb T& 148 kb Ta 150 kb TE 152 kb T& 154 kb Ta 156 kb T8 158 kb
| | | | | | | 1 | | | |
[ < < < § <] i L <] <<
121
[ < < < < i - L < < <]
12.2 12.2
I
DvEST280 BG265206 AMD00132
Hh_001106221
gene 13
25 688 kb 85690 kb 85 692 kb 85694 kb 85696 kb 85 698 kb 85700 kb 5 702 kb 85 704 kb
| | | | | | | | | | | |
i I I I i
122
i - EEEEEE EEEEE - K3
122 121
| <] I
FLAG4T 14 C0436602
[ < ]
FLz44a02
HNM_001175260
gene 14
93 T2E kb 93 728 kb 93 790 kb 93 792 kb 93 734 kb 93 796 kb 93 792 kb 93 200 kb
| | | | | | | | | | | | |
14.2
IE N F i I -
1
14.2 14.1
FLA03240 FLAG0S01
FLOMOZ7
gene 15
400 734 kb 100 736 kb 100 758 kb 100 760 kb
| \ | \ | |
1583
151 152
CL437703 CF3g4447
AlTTOZAT
Hhd_001175269




Figure 1.4

Graphical representation of alternatively transcripts for 16-20 genes predicted by AUGUSTUS (red) in correlation to

chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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Figure 1.5
Graphical representation of alternatively transcripts for 21-25 genes predicted by AUGUSTUS (red) in correlation to
chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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Figure 1.6

Graphical representation of alternatively transcripts for 26-30 genes predicted by AUGUSTUS (red) in correlation to
chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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Figure 1.7
Graphical representation of alternatively transcripts for 31-35 genes predicted by AUGUSTUS (red) in correlation to

chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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Figure 1.8

Graphical representation of alternatively transcripts for 36-40 genes predicted by AUGUSTUS (red) in correlation to
chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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Figure 1.9

Graphical representation of alternatively transcripts for 41 and 42 gene predicted by AUGUSTUS (red) in correlation

to chromosome 1 sequences and position of corresponding mRNA (blue) and ESTs (green).
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