
For clarity introns have been scaled by a factor of 13.6

1 chr12 (16372bp)

300 bps (ex.) 3800 bps (in.)

For clarity introns have been scaled by a factor of 13.3

1 chr12 (16372bp)

300 bps (ex.) 3700 bps (in.)

complete

incomplete

complete

incomplete

Homo sapiens dynamitin (dynactin p50) gene

Puccinia graminis f. sp. tritici coronin gene

1 gi|124000909|gb|DS178272.1| (2606bp)

300 bps

1 gi|124000909|gb|DS178272.1| (2606bp)

300 bps

Protein query length: 539 aa, Matches: 537; Mismatches: 2; Exons: 10; Introns: 7; Intron?: 2; Gaps: 0.

Protein query length: 406 aa, Matches: 406; Mismatches: 0; Exons: 16; Introns: 15; Intron?: 0; Gaps: 0.

Protein query length: 406 aa, Matches: 401; Mismatches: 0; Exons: 14; Introns: 12; Intron?: 0; Gaps: 1.

Protein query length: 539 aa, Matches: 539; Mismatches: 0; Exons: 10; Introns: 9; Intron?: 0; Gaps: 0.

Scipio v1.0

Scipio v1.5

complete

incomplete

Mus musculus dynactin p150 gene

Protein query length: 1281 aa, Matches: 1281; Mismatches: 0; Exons: 32; Introns: 31; Intron?: 0; Gaps: 0.

Protein query length: 1281 aa, Matches: 1258; Mismatches: 2; Exons: 28; Introns: 25; Intron?: 1; Gaps: 1.

Scipio v1.0

Scipio v1.5

Scipio v1.0

Scipio v1.5

For clarity introns have been scaled down by a factor of 4.32

1 gi|94471533|ref|NC_000072.4|NC_000072 (19936bp)

900 bps (ex.) 3900 bps (in.)

For clarity introns have been scaled down by a factor of 4.43

1 gi|94471533|ref|NC_000072.4|NC_000072 (19936bp)

900 bps (ex.) 3900 bps (in.)


