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RNA-Seq Data QC
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QC Report

Sequencing Project ID: 1025041
Sequencing Project Name:

Pisolithus microcarpus 441 Eucalyptus
globulus Metatranscriptome

Flle Name:

7692.2.81148. ACTTGA. fastq.gz

Sequencing Information

Sequencing Platform: Illumina
Instrument Type:  HiSeq-2500
Read Length: 2 x 150 bp
Read Count: 343004772
Percent of Reads > Q30 Average: 84.44%
Average Base Quality Score:  33.08 +- 8.3
Q20 Read Length, Read 1: 150 bp
Q20 Read Length, Read 2: 150 bp
Read GC:  52.26 4+-5.07 %

Reads Matching Potential Contaminants

Adapters:

Adapters (first 50bp only):
DNA Spike-ins:

RNA Spike-ins:

E. coli:

Fosmid Veetor:
Mitochondria:
Chloroplast:

PhiX:

rRNA:

0.51%
0.0%
0.0%
0.0%
0.0%
0.0%
0.38%
0.35%
0.0%
3.12%
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RNA-Seq Library QC — Usable reads JGI ¥ (

JOINT GENOME INSTITUTE ‘ )

®Trans Mapped

HrRNA

100 -
90 -
80 - € Mapped >80%
70 -
60 -
50 -
40 -
30 -
20 -
10

B Artifact

Percent Reads

<— Non-usable <5%

TTOU TTPX OYHS OYHG OAUW OYHH OYHB ONSB OYHY ONSA

Example Fungal Libraries
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de novo Assembly - Trinity JGI}/? (
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RNA — Differential Gene Expression _]Gl(’g/f (
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ConditionA ConditionB

BIOLOGICAL
REPLICATES!

Align reads to genome = HISAT

— 'S —)i—)i —)i -
Read count = featureCounts 3’3’ 2> 3 22X e
S 202, S>3 =
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Normalize/Diff Exp = DESeq2
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Differential Gene Expression

* Is the difference in gene expression statistically significant ?

JGI}
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D (J A D (U = JLL = A
" Rep1 Rep2 Rep3 Rep1 Rep2 Rep3 :
001 | 132 | 151 98 | 1239 | 849 | 1563 -3.3 1.9E-46
002 | 2063 | 1825 1911 & 2107 | 2046 | 2031 -0.12 0.51
003 | 12585 | 12158 | 12858 | 320 | 362 | 316

Table of raw counts
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Are replicates correlated? JGI
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Condition 1 Condition 2 Condition 3
I
J | Biological Replicate set

Rep1 Rep2 Rep3 -highlighted in white box

Condition 1 —= Rep2

Condition 2 —= Rep2

/ Outlier
\ Diagonal-

Replicate vs itself

Condition 3—=  Rep2

>

High Pearson Correlation Low
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Total RNA

Small RNA Analysis — miRDeep?2

Novel miRNA

Provisional ID

 chromosome:AGPV2:1:176764762:1 38876

Score total
Score forstarread(s) ¢ 13
Scoreforread counts 0
Score for mfe 32
Scare for randfold 22
Score for cons. seed
Total read count
Mature rad count 26
Loop read count 0
Star read count 0
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MiRNA expression

JOINT GENOME INSTITUTE

Sequencing

Read Lengths

o [ b
prerd | ™, st o ot [ 005 N ety | miRBespeenct)
o
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Goal: |dentify symbiotic gene expression effects
Known: Fungal infection increase plant growth
Design: Plant / Fungi grown in isolation and

in contact

Log2 fold change (Contact)

_ _ Plant
Plant in Isolation
1 8 6; 5%2 4056
Log2 fold change (Isolation)
. 16384
Plant in Contact | * .o
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Log2 fold change (Contact)
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RNA-SEQ Data Provided Through JGI

Genome Portals

FY 2015 RNA Projects

JGI®: 8pHome /G MycoCosm [F] Project List

734 Fungal Samples

| Home | Project List | User Programs l Science | Informatics | Outreach | About Program

Fungal Genomics Program

ixplorauon of fungal diversity

® 1000 Fungal Genomes
project.
Nominate New Species!

1§ Genomic Encyclopedia
of Funai

|£ Plant Feedstock Health
Mycorrhizal Symbiosis
Plant Pathogenicity
Biocontrol

|5 Biorefinery
Lignoceliulose
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Search Genome
MycoCosm

the fungal genomics

resource ’ *
s Video Tutorias -
Pezizomycetes

Dikarya
o

nihot esculenta
icinus communis
inum usitatissimum
'opulus trichocarpa
dicago truncatula

rabidop:
rabidopsis lyrata

/ Orbiliomycetes
- : f_‘ Eurotiomycetes
Pezizomycotina ~
Dothideomycetes
Lecanoromycetes

Keyword search
BLAST search
BLAT search

Genome browser

N

e 2154 Plant Samples

§w%ngl
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Crenarchaeota

Dectorel Firmicutes
Actinobacteria
Cyanobacteria
unclassified Archaea Aquificae Chioroflexi
Thermotogae
Archaea Defococcus Therm Spirochaetes

Thermodesultobacteria U0 Crriecteres

-, Alphaproteabacteria Smetgistatos

Fungi P 0, % Betaproteobacteria Fusobacteria
(o) %b. ‘Gammaproteobacteria Praret
Metazoa ;. Deltaproteobacteria OMyCHtes)
@/,0 Epsiloproteobacteria
Choanoz
-] Fibrobacteres Dictyoglor
veigpente Eukaryota Bacteria Chlomydine; Verrucomicrobia
Heterolobosea
Heterokonta
Rhizaria Cryptophyta
Hoptophyta Metagenomes
Soil
Host-Associated Engineered
Marine

Limg "

MG Home G Find Genes | Find Functions | Compare Genomes | Analysis Cart | My MG | oMics |

13840 Loaded

Home > Find Genomes

e 146 Microbial Samples
-+ 466 Metatranscriptome Projects
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