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This wiki has been developed as a resource for lab personnel and 4
All lab notebooks can be accessed via the side menu. The Robertg
Washington 7. More information can be found concerning research
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examine

Since June 2013 | have been using IPython as my lab notebook. This page is meg
forward facing access portal for the public (those not interested in the .pynb files)
download all the files (zip file, project on GitHub) to view (and execute) in IPython.
some active project entries rendered in the IPython Notebook Viewer.
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January 24, 2014

Secondary stress: Glyeogen

Did glycogen assay (sigma kit) on n = 8 samples from each of 3 pCO2 treatments {previously extracted by Sam) - 400, 800|
blanks. Sample blanks were a mixture of multiple samples to which no hydrolysis enzyme was added. All samples were dilu|
the reaction {samples tumed brown),

Data Repositories

pige

ependent
aring

o The Eagle#
Bioinformatis: Madule 3 o CLC Genomics Server (password protected)
making a .bed file from mass spec data

http://www.plosone.org/articlefinfo%3Adoi%2F10.1371%2Foumnal.pone 0050246 & : o Primer Database #

January 23, 2014

Secondary stress: proteomics

SR did a blastp of oyster proteins against the mouse proteome to get a single species annotation (file is qdod_proteome_t
1r*|" "W </Volumes/web/cnidarian/qdod_proteome_blastp.txt /Volumesiweb/oysteriproteomicsioyster_blastp_mouse

ded dataset, kept only columns that are useful and renamed them:
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[cez D],
n " y
Mouse Protein],
1 [e-value] mgavery's notebook mgavery's notebook INFO TOOLS
FROM [emmats jton.edu].[table oyster blastp mouse]
Uploaded lists of differentially expressed proteins for each treatment. Joined to blastp cutpyl "PY“""‘" ;’:;"9"‘"‘95:"‘9:2"-"5" o Created: Nov 06, 2013 Modified: Nov 06, 2013
— : e 2/13/13 d-69-91-159-158:bin macoconnor$ ss}
. u "‘:4:‘]"[4’5')"“ oyster blastp mouse] Mackenzie@genefish.fish.washington.edu Password: Last login: 00 04 08 00 04 08 00 04 08
= WatRE] Fri Dec 13 10:03:18 2013 genefish:~ Mackenzie$ cd ipython — S S ..
™ .edu].[distinct oyster blastp mouse].[CGI ID]=[emmatsfwashington.edu].[OA} M1 -2
} hington.edu].[400¥echS_CGIDs.txt] methylKit - joining 6 files (larvae and males) ' » k4
N .edu].[distinct oyster blastp mouse].[CGI ID]=[emmatséwashington.edu].[40| 11/6/13 from SR - "These files only contain loci 0'81 0'80 0'80 0'80 0'79 3 ) .
- hington.edu].[2800MechS CGIDs.txt] covered in all 6 files and at least 1 mCpG" R code: I o .
& m ton.edu].[distinct oyster blastp mouse].[CGI ID]=[emmatsfwashington.edu].[28] >filelist<- 2 2
—
m a rI n e = — methyIKit - joining 3 files 2 T1D3 9 &
In Cytoscape, followed same steps as Jan 21 but did not use expression data as node attributes| 'L‘”efh‘y‘t‘ ‘"S‘a"a“"”:::""z 3z 0.83 0.82 ..
3 i
oA - -
library(methylKit) install.packages("data.table") s tm Gene ontol%y
Making .igv of ALL CG meth ratio data for BIGIll i .
’ 10/15/13 1. SQL Query on methratio file: SELECT 3 F3
¥ chras [Columnt], pos as [Column2], pos + 1 as [Columna], I
y 'CpG'as [Columnd], cast(ratio as float) as [Columns] S 082 0.81 N S
g 2 L o
Summary of Nanostring Assays @) o
10/7/13 Atotal of 24 assays were performing using IFrr" o
the second generation oyster Nanostring Code Set =
total. The quality of probe performance and assay < 0 87 0 87
3 . .
Annotating Genes on Tiling Array o
10/2/13 Purpose: get the gene ID for regions S s
P master - LabDocs /DataSharePlanmd [ covered by tiling array. First: determine how many o T3D3 [ =
genes were covered in the regions we sent for them e, L=
. roducts 3 0.88[:
k51320 3 o DL T EE2v2 differential methylation via tiling array S g ™ ™
- ° o
2contributors @ . - - L u
s o 2 qdod: Querying Disparate Oyster Datasets
file | 26 lines (13 sloc) | 2.218 kb |# Open Edit Raw Blame History  Delete File Edit View Inset  Cel Kemel Help
B @B 4+ 0O > B G Toolbar: | None
Dat dR Sharing PI Data | Presentations | Peer-Reviewed Publications | PrePrints | Theses | Grants | Media T I e n s " This respository provides access to genomic data and workflows (IPython notebooks) that are being integrated as part of effort to
ata an esource a"ng an €10009 methratio cpe 124 125 0 + . . . . . L . . . . . X
€10009 methratic cee 128 1290 + increase effeciency of biological discovery. The wiki associated with this repository will serve as the primary means for
It is the philbsophy of the group to make data avallable to the widest potential audience In a timely manner. Eigggi’ :zt:i:ti: gig :is :;7 g : -
a s s he625's K NF TOOL : — - . g0 .
Data C10011 methratio e 62 s o + che625's notebook il = e documentation. Currently the documentation is focused on 1) describing current datasets and 2) providing workflow tutorials.
P
. €10011 methratio cpe 101 102 0 +
Data Sharing 10011 methratio cpc 108 109 0 + stacked bar plots code Created: Dec 30, 2013 Modified: Dec 30, 2013
Yesterday gene<- . . . - . . ) . . . . . . .
Popular Datasets Figshare Profiles In [21]:[1ve /Volumes/veb/cnidarian/BiGo_methratio_boop.g£E read.csv('R In brief, data in the form of delimited text files is aggregated into SQLShare where they can be easily queried. Below is schematic
Routine Activity [Tl figshare 7642817 68785353 378876013 /Volumes/web/cnidarian/BiGo methratio Y rplot_R.csv", header=T) head(gene) parimar=(5.14.14.18.5) legend("topright", Ity=1, lwd=2, col=c("red","blue"), legend=c("mRNA", 5 .
highly highly highly : Steven Roberts on figshare g olunas/wab/cnidarian/BiGo_methratio, "Promoter”) representation of the different types of datasets.
Research activities will be recorded da n online lab Lab can be n varous platiorms S — i * Promoter Reglo" A"aIYSIs
arch activi r ally ine I3 : 2 aintained in various piz O T (discussed figshare In (125)3Zzompeancasiiapoct 3 days ago SELECT * FROM [che625@washington.edu].
including Evernote, Wikispaces, IPython, and GitHub. Noteboooks will be made centrally accessble at — E. Timmins-Schi... on figshare [Methylated_Promoter.txt]
- # read data from data file into a pandas DataFrame Y k
genefish.wikispaces.com. — PP — Siscussed |figsh BiGOboop = read_csv("http://eagle.fish.washington. n/Bi FULL OUTER JOIN [che625@washington.edu]. Promoter vs Gene Body Methylation S
CTIUTZEETD (saved ) (discussed ) ((discussed Jfigshare Claire Ellis on figshare sep=",", # separates each col Publications Interactions Orthol Structural Elements
. na_values=("", " ")) # what values should be considere Notes- bioinformatics & rthologs
Product Publication . 4 days ago Get tables into CLC and use either DEseq, DEseq2 or - — mRNA Pathways  Gene Ontologies CpG statistics
Mackenzie Gavery on figshare EdgeR — Promoter i log
All published data will be submitted to journals indexed by the major blomedical indexing sttes Including PubMed and _ ‘7‘ fiesh In [126):BiGOboop( 'score').hist(bins=50); 1 =
PubMed Central. In instances where a publisher version of a publication is not open access, an open access aftemnative WALl (viewed Jfigshare #Axis limits are changed using the axis([xmin, xmax, ymin, ymax]) _— o | s Data Tables l Other species genomes Transposab!e Elements
s 6 elene dorfmeier on figshare plt.axis((0, 1, 0, 400000)) —— S b
(author's version) will be made available on the lab website (http:/faculty.washington.edu/sra20/?page_id=246). For all E ) Bioinformatics 2014- Module 2 ST G A .
studies, the raw data, as well as the relevant metadata and algorthms used to generate statistical and v Last week Goals: -Creating visualization from q ene Annotations z o _
graphical summaries which were used to generate the final research data will be provided. This data will be provided with a fio Caroline Storer on ﬁgshare Out(126):(0, 1, 0, 400000) BLAST results -Attach Gene Ontology information © chucncc MOr_lfS Tran.\crlp\!on Factors
OO or CC igshare to the top blast hits obtained for Module 1. = Binding Sites
permissive (CCO or CC-BY) use license. Data will be deposited as supplementary data 1o the relevant publications where § ¢
possible and where permitted, 10 data such as Figshare (http://figshare.com) or 350000/ Prepping for MBD é
similar services. Finally data will be posted on, or linked to, from the principal investigator's website. If further data is 300000, Last week Gemng samples ready for MBD tomorrow. Gomg torun g
obtained relevant to these studies, which can be combined with the published data sets, these evolving data sets will be m [discussed )figshare 16ug of my samples through the MBD protocol. Need samples to ( Genome transcripts )
added to the avallable online repositories, separately from the published data sets. ) 250000 be at 15ug at a concentration of 25ng/ul Moving forward with p
200000 |
MBD- round 2 °
150000 Last week 1/15/14 MBD- heat shock samples 15ug input DNA
100000 sheared to 500bp on Covaris S2 v2.5.4 in Armbrust lab. Processed
000 samples 2M, 2M H.S., 4M, 4M H.S., 6M, and 6M H.S. Tried to g E Prlmary
T T T T
S . . aiiie . 5
A nnitdmos L Vew Optons - oo 124 notes 0 02 04 06 08 10 S DataTable Gene Expression Genetic Variation ~ Epigenetic Features
< Groupings
Size . . . . .
Growth @ RNA-Sequencing Single Nucleotide Polymorphisms DNA Methylation
22
E X .
S K= Amplified Fragment ) P
© o  Expressed Sequence Tags P gre Histone Modification
6 s Length Polymorphisms
Q
Expression Microarrays ~ Simple Sequence Repeats ~ miRNA Expression

During the initial phases the focus is on the Pacific oyster and primary data from the Roberts Lab.

pausing occasionally to make maps.
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