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Results



Predictions for microb & eukaryote

Summary of microbial rnpB predictions

known unknown Sum
Racteria 365 (365) 581 (591) 946 (956)
Archaea 22 (22) 37 (46) 59 (68)
Sum 387 (387) 618 (637) 1005 (1024)

Summary of eukaryotic rnpB predictions

known unknown Sum
Metazoans 84 (85) 4 (13) 88 (98)
Fungi 19 (21) 32 (49) 51 (70)
Heterokonts 0 (0) 0 (B) 0 (6)
Plants 0 (0) 0 (30) 0 (30)
Other Eukaryots 7 (12) 1 (21) 8 (33)

Sum 110 (118) 37 (119) 147 (237)



Predictions for GOS metagenome



Environmental Genomics

Traditional Microbial Genomics
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Global Ocean Sampling Expedition (GOS)

Galq:aguslslands' .:

.ot N

o Phasel/ Plot Study @ Phasell » Sampled =

e Access marine genetic diversity

e Over 10 million sequences with size of 18 Gbp



Predictions for GOS metagenome

arcM arcA bacB bacA total

GenBank 10 45 101 021 71T
GOS 0 49 3 2807 2909

4675 predictions, 1 hit per sequence.



rnpB as marker: Assignment statistics

Mo hits (66%)

other_assignment (2%:)
genus_assignment (1%5%c)

species_assignment (31%9%6)

BLAST (1e™"): GOS rnpB (2909) vs known rnpB (777)



Allcramonas —_—
Pl lcdai (1]

Shawamalla {7

Blarinalsaciar

—— P A sl (2]
Gammaproleabacisria

Tearadirmilzac]ar .
Turmnaraa (1]

Fhotobacterium
———— F o fundom 1]

Pszoudomaonas (2]

Frilachaciaria Auegeria Pomarsyl 1]

- act .
grabaci=rium Radiobactar {1)

PAr&sooous
Damitrificans (1]
Pelagibacter _ Bacteria

Alpghaprelacbaciarnia

Cawlcizaciar (1]

BEurkhaldaria (10]

Belaproteabacieria FPolynuwolecbaciar

Nacagiariug (25

Mathylowvoru= -
4 —— =P

Bacleraidetes Flavabacisrium
— - hE SR 2]

Symnachococous (18]

e :
— =
rochlorococcus .
— P E iU ':1 EQ]

Thaumarchacola

Maritimw {5] Archasa

Mitrescpumilus

¢1003 rnpB genes assigned to species of 18 genus
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Bcheck

Server

Bcheck
Database
BLAST
Help

MySql database of rnpB genes predicted by Becheck. Simply enter your query(s) and run Search.
The size limit of query(s) is 200000 characters.

Expand All | Collapse All

LY rnpB
L1 Archeae

L1 Bacteria
d Eukaryote

L GOS_rnpB
L1 Archeae
L Bacteria

Download all rnpB genes in the database. b

Search rnpP database:

Search GOS_rnpPB database:

| Query Samples || Clear Query |

|_ Search_|



Conclusion

ncRNA with strong variation

— Sub family based approach

The most abundant rnpB subfamily
— bacA type

No homolog found for 66% GOS rnpB

— May indicate unknown species

ncRNA prediction

— Secondary structure based homology search



	Slide 1
	Slide 2
	Slide 3
	Slide 4
	Slide 5
	Slide 6
	Slide 7
	Slide 8
	Slide 9
	Slide 10
	Slide 11
	Slide 12
	Slide 13
	Slide 14
	Slide 15
	Slide 16

