
Supplementary Material

Supplementary Table S1. Average Intron Sizes

in Ten Largest Scaffolds of Common Carp

Assembly Compared to Corresponding Syntenic

Regions in Zebrafish Zv9

Scaffold
Carp

Carp
Average (bp)

Zv9
Average (bp)

Ratio
Zebrafish/Carp

1.1 1052 1480 1.41
2.1 1436 2230 1.55
3.1 1359 2200 1.62
4.1 1315 2101 1.60
5.1 875 1773 2.03
6.1 1190 5668 4.76
7.1 2657 2960 1.11
8.1 1112 3068 2.76
9.1 2553 3551 1.39

10.1 897 2764 3.08

The average ratio is 2.13 over all scaffolds.

Supplementary Table S2. Zebrafish Genes with ENSEMBL Annotation for Which No Homolog

Can Be Identified in the Carp Genome

ENSEMBL Gene ID EntrezGene ID Unigene ID Annotation

ENSDARG00000058570 30268 Dr.76247 ccl1
ENSDARG00000075045 795785 cxcl-C1c
ENSDARG00000034222 553223 Dr.90211 HCLS1-binding protein 3 (LOC553223)
ENSDARG00000093249 561329 latrophilin 2 (sugar binding)
ENSDARG00000055679 100009640 Dr.80962 MTO1 (mitochondrial translation optimization 1 homolog)
ENSDARG00000058917 321023 nanor (nnr transcriptional regulator)
ENSDARG00000009890 Dr.75128 retrovirus ZFERV envelope protein (env)
ENSDARG00000088713 795554 Dr.75545 similar to bromodomain containing 7
ENSDARG00000068869 558896 Dr.114764 similar to Hspa12a
ENSDARG00000041433 562950 TPRXL (tetra-peptide repeat homeobox-like)
ENSDARG00000038271 Dr.84795 zgc:113293 (in situ: not spatially restricted)
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SUPPLEMENTARY FIG. S1. Contig/scaffold size distri-
bution of the common carp genome assembly. The cumula-
tive contribution (y-axis) of assembled fragments of a certain
size (x-axis) to the total assembled genome size is shown in
blue for the initial contigs, and in red for the final scaffolds.
The fragment size at which the cumulative fraction is 0.5
represents the N50 of the assembly.



SUPPLEMENTARY FIG. S2. Synteny of 9 other largest carp scaffolds with the zebrafish Zv9 orthologs. The number
indicated in the right bottom of the panels is the nucleotide start position in the Zv9 ENSEMBL database. The names of the genes
indicated at the borders of the scaffolds are taken from the Zv9 ENSDARG annotations. The indicated gene structures were
predicted with the program Augustus.



SUPPLEMENTARY FIG. S4. Analysis of multiplicity of
blast hits. Supplement to Figure 5. As control, a BLASTN of
zebrafish exons versus the zebrafish genome was performed
(green bars) showing on average a single hit.

SUPPLEMENTARY FIG. S3. Analysis of multiplicity of
blast hits. Results obtained using zebrafish exons predicted
by Augustus instead of annotated by ENSEMBL as shown in
Figure 5. ENSEMBL annotations in blue, Augustus prediction
in red. Both show on average two best hits on the carp
genome.


