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CHAPTER 8: APPENDICES 

Appendix A 

Blast Analysis  

Locus name Blast similarites (NCBI) E- value 

SFO-VJ2-H12 -unnamed protein product [Tetraodon nigroviridis] 

-hypothetical protein LOC100192208 [Danio rerio]. 

-PREDICTED: similar to paired box gene 6b [Danio rerio]. 

3E-12 

1E-4 

1E-4 

SFO-VJ2-H14 -novel protein similar to vertebrate potassium voltage-gated 

channel, subfamily H (eag-related) family [Danio rerio]. 

-PREDICTED: similar to potassium voltage-gated channel, 

subfamily H (eag-related), member 3 [Danio rerio]. 

6.3 

 

6.3 

SFO-T110-H3 -unnamed protein product [Tetraodon nigroviridis] 

-Cdkn1bl protein [Danio rerio]. 

-PREDICTED: cyclin-dependent kinase inhibitor 1b, like [Danio 

 rerio]. 

4E-29 

6E-19 

 

8E-19 

SFO-T110-H4 -unnamed protein product [Tetraodon nigroviridis]. 4.E-1 

SFO-T110-H6 -unnamed protein product [Tetraodon nigroviridis] 3E-19 

SFO-T110-H9 -unnamed protein product [Tetraodon nigroviridis] 4E-1 

SFO-T110-H10 -brain specific homeobox 5.E-28 

SFO-T112-H9 -FTSH11 membrane AAA-metalloprotease [ Chlamydomonas 

reinhardtii ] 

- Mfsd8 major facilitator superfamily domain containing 8 [ Rattus 

norvegicus ] 

- FAM27D1 family with sequence similarity 27, member D1 [ 

Homo sapiens ] 

-MUT6 DEAH-box RNA helicase [ Chlamydomonas reinhardtii ] 

1.6 

 

3.5 

2.7 

 

1.E-3 
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Locus name Blast similarities (MGRC-Synablast) 

 

E value 

 

SFO-VJ2-H1 

Danio rerio chromosome 6 genomic contig, reference assembly 

(based on Zv7_scaffold586) 

(35670 bp at 5' side: similar to novel pim oncogene family protein) 

(2000 bp at 3' side: gastrulation brain homeo box 2) 

 

 

 

 

1e-114 

 

SFO-VJ2-H4 

Danio rerio chromosome 4 genomic contig, reference assembly 

(based on Zv7_scaffold333) 

 

Danio rerio chromosome 5 genomic contig, reference assembly 

(based on Zv7_scaffold416) 

 

0.001 

 

 

 

0.005 

 

SFO-VJ2-H5 

Danio rerio chromosome 4 genomic contig, reference assembly 

(based on Zv7_scaffold333) 

 

Danio rerio chromosome 5 genomic contig, reference assembly 

(based  

on Zv7_scaffold416) 

 

0.001 

 

 

 

0.004 

 

SFO-VJ2-H12 

Danio rerio chromosome 3 genomic contig, reference assembly 

(based  

on Zv7_scaffold247) 

Length=5038135 

(similar to paired box gene 6b) 

 

 

 

 

9e-12 

 

SFO-VJ2-H13 

Danio rerio chromosome 8 genomic contig, reference assembly 

(based  

on Zv7_scaffold793) 

Length=6180980 

(YTH domain family, member 1) 

 

Danio rerio chromosome 24 genomic contig, reference assembly  

(based on Zv7_scaffold2328) 

Length=4000201 

(YTH domain family 3) 

 

Danio rerio chromosome 17 genomic contig, reference assembly  

(based on Zv7_scaffold1711) 

Length=1168751 

(YTH domain family 2) 

 

 

 

0.0  

 

 

 

2e-126 

 

 

 

 

8e-106 

 

 

 

 

http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189520217&db=Nucleotide&from=124507&to=128431&view=gbwithparts&RID=RUZX98KT012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189520217&db=Nucleotide&from=166525&to=168556&view=gbwithparts&RID=RUZX98KT012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189517206&db=Nucleotide&from=1179746&to=1187268&view=gbwithparts&RID=RXF0PGKJ014
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189522576&db=Nucleotide&from=796067&to=808879&view=gbwithparts&RID=RXF70V84015
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189536776&db=Nucleotide&from=2982856&to=2996159&view=gbwithparts&RID=RXF70V84015
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189530956&db=Nucleotide&from=1104920&to=1110509&view=gbwithparts&RID=RXF70V84015
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Locus name Blast similarities (MGRC Synablast) 

 

E value 

 

SFO-VJ2-H14 

Danio rerio chromosome 9 genomic contig, reference assembly (based  

on Zv7_scaffold913) 

Length=1350117 

(similar to potassium voltage-gated channel, subfamily H) 

 

 

4e-17 

 

 

 

SFO-VJ2-H15 

Danio rerio chromosome 17 genomic contig, reference assembly  

(based on Zv7_scaffold1681) 

Length=717845 

(similar to KIAA0311) 

 

 

 

3e-21 

 

SFO-VJ2-H21 

Danio rerio chromosome 16 genomic contig, reference assembly  

(based on Zv7_scaffold1600) 

Length=58112 

 

Danio rerio chromosome 10 genomic contig, reference assembly  

(based on Zv7_scaffold990) 

Length=1710968 

(6795 bp at 5' side: hypothetical protein LOC474330) 

 

Danio rerio genomic contig, reference assembly (based on 

Zv7_NA177) 

Length=193181 

 

Danio rerio chromosome 22 genomic contig, reference assembly  

(based on Zv7_scaffold2147) 

Length=317542 

(9920 bp at 5' side: similar to fibrillin 2) 

(53470 bp at 3' side: translocase of inner mitochondrial membrane 44 

homolog) 

 

 

5e-41 

 

 

 

 

8e-13 

 

 

 

 

 

3e-05 

 

 

 

 

0.001 

 

 

 

SFO-VJ2-H26 

Danio rerio chromosome 3 genomic contig, reference assembly (based  

on Zv7_scaffold247) 

Length=5038135 

(similar to paired box gene 6b) 

 

 

 

 

9e-12 

 

SFO-VJ2-H30 

Danio rerio chromosome 19 genomic contig, reference assembly  

(based on Zv7_scaffold1896) 

Length=2436711 

(271679 bp at 5' side: KH domain containing RNA binding signal 

transduction) 

(193209 bp at 3' side: similar to karyopherin alpha 6 (importin alpha 

7) 

 

 

 

0.004 

 

http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189530609&db=Nucleotide&from=69832&to=313029&view=gbwithparts&RID=RXG0R5R001R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189524073&db=Nucleotide&from=1632089&to=1649231&view=gbwithparts&RID=RXG5NSSR012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189534709&db=Nucleotide&from=789&to=52684&view=gbwithparts&RID=RXG5NSSR012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189534709&db=Nucleotide&from=116145&to=131521&view=gbwithparts&RID=RXG5NSSR012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189534709&db=Nucleotide&from=116145&to=131521&view=gbwithparts&RID=RXG5NSSR012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189517206&db=Nucleotide&from=1179746&to=1187268&view=gbwithparts&RID=RXGFGGK8014
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189532555&db=Nucleotide&from=2258958&to=2280177&view=gbwithparts&RID=RXGRF5NX014
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189532555&db=Nucleotide&from=2258958&to=2280177&view=gbwithparts&RID=RXGRF5NX014
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Locus name Blast similarities (MGRC Synablast) 

 

E value 

 

SFO-VJ2-H34 

Danio rerio chromosome 17 genomic contig, reference assembly  

(based on Zv7_scaffold1712) 

Length=4649994 

(  60060 bp at 5' side: similar to protein kinase D1) 

(11806 bp at 3' side: hypothetical protein LOC368848) 

 

Danio rerio chromosome 7 genomic contig, reference assembly 

(based  

on Zv7_scaffold717) 

Length=2772546 

(similar to putative serine/threonine kinase SADA alpha) 

 

 

2e-21 

 

 

 

 

0.001 

 

SFO-VJ2-H36 

Danio rerio chromosome 10 genomic contig, reference assembly  

(based on Zv7_scaffold1034) 

Length=413261 

(hypothetical protein) 

 

 

 

2e-07 

 

SFO-VJ2-H37 

Danio rerio chromosome 6 genomic contig, reference assembly 

(based  

on Zv7_scaffold586) 

Length=669280 

(35670 bp at 5' side: similar to novel pim oncogene family protein) 

(2000 bp at 3' side: gastrulation brain homeo box 2) 

 

9e-116 

 

SFO-VJ2-H41 

Danio rerio chromosome 6 genomic contig, reference assembly 

(based  

on Zv7_scaffold586) 

Length=669280 

(35670 bp at 5' side: similar to novel pim oncogene family protein) 

(2000 bp at 3' side: gastrulation brain homeo box 2) 

 

 

 

5e-113 

 

SFO-VJ2-H42 

Danio rerio chromosome 17 genomic contig, reference assembly  

(based on Zv7_scaffold1712) 

Length=4649994 

(60060 bp at 5' side: similar to protein kinase D1) 

(11806 bp at 3' side: hypothetical protein LOC368848) 

 

Danio rerio chromosome 7 genomic contig, reference assembly 

(based  

on Zv7_scaffold717) 

Length=2772546 

(similar to putative serine/threonine kinase SADA alpha) 

 

 

 

 

 

2e-21 

 

 

 

 

 

 

0.005 

 

http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189531008&db=Nucleotide&from=2959292&to=3044284&view=gbwithparts&RID=RXH0DU37014
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189531008&db=Nucleotide&from=3116223&to=3128006&view=gbwithparts&RID=RXH0DU37014
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189521642&db=Nucleotide&from=1454460&to=1723555&view=gbwithparts&RID=RXH0DU37014
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189524740&db=Nucleotide&from=292671&to=302684&view=gbwithparts&RID=RXHN7YDC01R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189520217&db=Nucleotide&from=124507&to=128431&view=gbwithparts&RID=RXHW911H01R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189520217&db=Nucleotide&from=166525&to=168556&view=gbwithparts&RID=RXHW911H01R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189520217&db=Nucleotide&from=124507&to=128431&view=gbwithparts&RID=RXJD62BG012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189520217&db=Nucleotide&from=166525&to=168556&view=gbwithparts&RID=RXJD62BG012
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189531008&db=Nucleotide&from=2959292&to=3044284&view=gbwithparts&RID=RUZJ8AP901R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189531008&db=Nucleotide&from=3116223&to=3128006&view=gbwithparts&RID=RUZJ8AP901R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189521642&db=Nucleotide&from=1454460&to=1723555&view=gbwithparts&RID=RUZJ8AP901R
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Locus name Blast similarities (MGRC Synablast) 

 

E value 

 

SFO-BP8-H1 

Danio rerio chromosome 17 genomic contig, reference assembly  

(based on Zv7_scaffold1747) 

Length=194841 

 

 

 

0.004 

 

SFO-BP8-H2 

Danio rerio chromosome 23 genomic contig, reference assembly  

(based on Zv7_scaffold2249) 

Length=481531 

(similar to pol polyprotein) 

0.005 

 

SFO-BP8-H3 

Danio rerio chromosome 1 genomic contig, reference assembly 

(based  

on Zv7_scaffold54) 

Length=1059805 

(65544 bp at 5' side: lymphocyte enhancer binding factor 1) 

 

0.001 

 

SFO-BP8-H4 

Danio rerio chromosome 1 genomic contig, reference assembly 

(based  

on Zv7_scaffold54) 

Length=1059805 

(65544 bp at 5' side: lymphocyte enhancer binding factor 1) 

 

0.001 

 

SFO-BP8-H7 

Danio rerio chromosome 10 genomic contig, reference assembly  

(based on Zv7_scaffold1013) 

Length=3691107 

(Iglon2 

 hypothetical protein LOC678534) 

 

 

0.004 

 

SFO-BP8-H10 

Danio rerio chromosome 15 genomic contig, reference assembly  

(based on Zv7_scaffold1492) 

Length=2670667 

(neuro-oncological ventral antigen 2) 

 

 

0.005 

 

http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189535954&db=Nucleotide&from=93371&to=196118&view=gbwithparts&RID=RXKG4WV701R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189515035&db=Nucleotide&from=900196&to=971753&view=gbwithparts&RID=RXKUYN72014
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189515035&db=Nucleotide&from=900196&to=971753&view=gbwithparts&RID=RXMEY4J001R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189524408&db=Nucleotide&from=270349&to=1013134&view=gbwithparts&RID=RXNCHWXX01R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189524408&db=Nucleotide&from=651083&to=1013134&view=gbwithparts&RID=RXNCHWXX01R
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=189528979&db=Nucleotide&from=165752&to=238795&view=gbwithparts&RID=RXR1F0EE015
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