[eHOMWNKa ANaTOMOBbDIX
BoAOpoOC/Ien



CoaepykaHue

* OUC (ornitine-urea cycle) in diatoms
* Methylome of Phaeodactylum tricornutum

» Small RNA transcriptome of Thalassiosira
pseudonana

* Nuclear genome sequence of Synedra acus
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Overview of the roles of unCPS and
the diatom urea cycle
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Insights into the role of DNA methylation
in diatoms by genome-wide profiling in
Phaeodactylum tricornutum
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McrBC and Tiling Array profiling
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Bisulfite conversion and sequencing

Bisulfite-mediated conversion of cytosine to uracil
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Overall statistics

* ObHapyxeHo 3 887 HMRs (~1.4Mb, 5% reHoma)
* 39% HMRs kapTtupytotrca Ha TEs

o 3HauntenbHaga Yyactb HMRs kapTtupyeTtcsa Ha
HenoBTopsALKMecsa obnacTmn reHoma:
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Methylation profiles of genes
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Methylation patterns of selected genes
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Distribution of TEs around genes
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Characterization of the Small RNA Transcriptome of the
Diatom, Thalassiosira pseudonana

Trina M. Norden-Krichmar'?, Andrew E. Allen?*, Terry Gaasterland', Mark Hildebrand’

1 Scripps Institution of Oceanography, University of California 5an Diego, La Jolla, California, United States of America, 2 ). Craig Venter Institute, San Diego, California,

United States of America



Abundance of small RNAs mapped
along chromosome 22
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Percentage of small RNA
sequences
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Small RNA distribution by genic
features
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AKTYyanbHOCTb NONy4YeHud
nocnenoBaTenbHOCTU A4ePHOro

reHoma S. acus
* [lnaTomoBble BOOOPOCIIN:

— Ba)XXHENLUNN KOMMOHEHT rnobanbHON 3KOCUCTEMDbI
— MEePCNEKTUBHbLIN DUOTEXHONOMMYECKUN OOBEKT

— rpynna opraHM3MoB CO CITIOXXHOW 3BOJTFOLMOHHOW
NCTOPUEN

* Tonbko oauvH Bua Bacillariophyta asnaetca
MOAEeNbHbIM OPraHN3MOM

* //I3BeCTHbI NocneaoBaTerbHOCTU AOEPHbIX
reHOMOB YeTbIpex BUOOB AnaTomMen (2
onybrnnkoBaHbl)



AKTYaNbHOCTb NOJyYeHUA
nocnefoBaTebHOCTU AAEPHOTO
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CTaTnCTnKa COOpPKM AAepHOro

reHoma S. acus

Assemby S5FLX 7FLX+MiSeq(PE) 7FLX+2MiSeq(PE+4MP)
Alighment statistics
peakDeth 9 40 PE Reads 33 PE Reads
estimatedGenomeSize 149,60 146,50 271,1
numAlignedReads 3.7M 4.5M 11M 4.5M 30.8M
numAlignedBases 1240M  3004M 2241M 3 004M 5337M
Contigs

numberOfContigs 34K 37K 9.8K  40.8K 3.9K
numberOfBases 67M 81M 73M 96M 98M
N50ContigSize 3.0K 3.4K 10.5K 3.8K 100.1K




[TokpbITE CO0PKN A4ePHOrO

reHoma S. acus
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[lpeacTaBneHHOCTb
yrbTpakoHcepBaTuBHbIX CEGS
(Conserved Eukaryotic Genes) B
reHomMax AnaTtoMOBbIX BOOOPOCEN

Proteins Completeness, %* Total @ Average
T. pseudonana 223 90 276 1.24
P. tricornutum 223 90 274 1.24
F. cylindrus 219 88 401 1.83
S. acus 217 388 359 1.65

* out of 248 highly-conserved CEGs
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