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A novel PTCHI mutation in a patient with Gorlin syndrome

Nana Okamoto™*, Takuya Naruto™®, Tomohiro Kohmoto?, Takahide Komori® and Issei Imoto®

CLINICAL REPORT

AMERICAN JOURNAL OF

medical genetics

Severe Craniosynostosis With Noonan Syndrome
Phenotype Associated With SHOC2 Mutation:
Clinical Evidence of Crosslink Between

FGFR and RAS Signaling Pathways

Toshiki Takenouchi," Yoshiaki Sakamoto,” Tomoru Miwa,’ Chiharu Torii,* Rika Kosaki,”
Kazuo Kishi,® Takao Takahashi,' and Kenjiro Kosaki**

DATA REPORT

approach

Detection of 1p36 deletion by clinical exome-first diagnostic

Miki Watanabe ', Yasunobu Hayabuchi®*, Akemi Ono?, Takuya Naruto', Hideaki Horikawa ', Tomohiro Kohmoto'~, Kiyoshi Masuda',
Ryuji Nakagawa®, Hiromichi Ito®, Shoji Kagami® and Issei Imoto’

in the proband mother

Tatsushi Toda?’, Ichiro Morioka' and Kazumoto Iijima'

Next-generation sequencing discloses a nonsense
mutation in the dystrophin gene from long preserved
dried umbilical cord and low-level somatic mosaicism

Mariko Tmiguchi—lk,edal"", Yasuhiro Takeshima®, Tomoko Lee?, Masahiro N[shiyamal'z, Hiroyuki Awano',
Mariko Yag[‘, Ai Unzaki!, Kandai Nozu!, Hisahide Nishio!, Masafumi Matsuo®, Hiroki Kurahashi®,
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Case report

Somatic mosaicism of a CDKLS5 mutation identified by
next(-generation sequencing
Takeshi Kato “, Naoya Morisada “*, Hiroaki Nagase h, Masahiro Nishiyama ®,

Daisaku Toyoshima®, Taku Nakagawa ®, Azusa Maruyama " Xue Jun Fu?,
Kandai Nozu®, Hiroko Wada ©, Satoshi Takada®, Kazumoto Iijima *

DATA REPORT
Novel PLA2G6 mutations associated with an exonic deletion

due to non-allelic homologous recombination in a patient with
infantile neuroaxonal dystrophy

Toshiyuki Yamamaoto ' Keiko Shl'mojl'ma', Takashi Shibata®, Mari Akiyamaz, Makio Oka’, Tomoyuki Akiyamaz, Harumi \‘oshir"aga2 and
Katsuhiro Kobayashi®

DATA REPORT
A novel COLI1AI missense mutation in siblings with

non-ocular Stickler syndrome

Tomaohiro Kohmoto™?, Atsumi Tsuji’, Kei-ichi Marita®, Takuya Naruto®, Kiyoshi Masuda’, Kenichi Kashimada®, Keisuke Enomoto®,
Tomohiro Morio®, Hiroyuki Harada® and lssei Imoto’

DATA REPORT
A novel frameshift mutation of CHD7 in a Japanese patient

with CHARGE syndrome

Tomohiro Kohmoto**, Miki Shono®, Takuya Naruto’, Miki Watanabe'~, Ken-ichi Suga®, Ryuji Nakagawa®, Shoji Kagami®,
Kiyoshi Masuda' and Issei Imoto'

Somatic mosaicism and variant frequency detected
by next-generation sequencing in X-linked
Alport syndrome

Xue Jun Fu', Kandai Nozu*!, Hiroshi Kaito!, Takeshi Ninchoji', Naoya Morisada', Koichi NakanishiZ,
Norishige Yoshikawa?2, Hiromi Ohtsubo!, Natsuki Matsunoshita!, Naohiro Kamiynshi', Chieko Matsumura®,
Nobuaki Takagi*, Kohei Maekawa®, Mariko Taniguchi-Ikeda! and Kazumoto Ljima®

lumina



BARIZE 1+ B TruSight OnefZ#iHi

EEDTHZEICTruSight One ¥—4 VR )\RILEFEVTEVNER
pNrEDEETCIH ?

HIRICES UICEETSERTZERL LD ENS. KEPERD SEEERTFRANEZBRECNIBELLE,
BEICAIU—ZVIUTCY—ITIVATED. K. TOVVENERY FARY MM VK STIEEP. &5
ZRREFTEL (TacBR) REPEEZROHHIEEDEETHDEIHBALERF. JVERICED.

TruSight One ¥—4 X )XXRIIVDF|RIFETL LD ?

REEREUVLTCLVDEGETFORYD. ZROBRNIIV—LAEKRUTETHD. FICEEICT/ LDA FICHHEL
CEHDY—OIVRAEAI Ly ILTVBIENS. CNVERHTES. D). REPERICKOT.
TrusightOne -> CNVOFBELRELEEDICHICT LA EVSHENDEMICTEOTLS.

BEBAFAFR NV AFY
A TV ARRBASRBER I EF
B

HARS ok

EEDTHEICTruSight One ¥Y—4 V2 )R EFEWNEWVWE R
ONEDFEFEETIN?

HaRt (UNEREE) CREMRZETOCHICE. BCTERRICHLCEDY / A - BRFEAFHNILE, 2T
TV—LBATHEETH SN, BiiN CRRIMRE UTTOICEF IR MOBTRGEICHRAN DD, Bt NcZE
HDvalidationDEFEDHHS. TruSight One MAATICERA L CTUVVZ) (R ILEFT DRI ADRE CEDH TERTH S
EEFERUTCVZDT, ) RIVBHDISRRE U TERAUR.

TruSight One ¥—45 >V R)XRI)LDF|RIFPTL LD ?

1) JJWUZAPEBHAIDY—T VABHELES LT, BRAE ARE) BN CEHTEDE

2) BEELTUX MERORKFR CAELELRTFZEFFHEELCVDCE

3) HENE—(CRSIENTVSDTC. CNVEBBEDT—IHEEL TSI E

R IRTATROE A S | ST he 4) FERICE (DBDVFRREN) THRTHORETHS & GERDRBHEBMNO/(RIVFATCIEF. JARIOU%E
B BB cbERty | NARHITERTSHENLTRITT SUENSDEHN. BERE CREZNFREENTIIEL., B—ERENTSHE
45— BER NI BFTCIHABSORENDID S TUED. ) .

RBEn) £&

MH I IR—D THEEDE] &Yk
http://jp.illumina.com/science/featured_researchers.htmi

28 illumina



EXMERBOREAZRRROE

tRTHA Pl

HERH
AR % 1~2#8

RIEAERET L
M 4% =

De Novo &£ £
HFRHB
AZRZRDFEIER2~34

lumina



Coming soon
p— !
_——

Coming soon

Comi

30

FoFT)a EEBE/IRI

A
I

dked &

X

ng soon

9

TruSeq Amplicon
Cancer Panel
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ICGC: International Cancer Genome Consortium

https://dcc.icgc.org/
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Data Release 18 Information
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EXAMPLE QUERIES

ir— ‘ 1. BRAF missense mutations in colorectal cancer
/ \' 2. Most frequently mutated genes by high impact
= mutations in stage |l malignant lymphoma

3. Brain cancer donors with frameshift mutations and

having methylation data available

Cancer projects 55
Cancer primary sites 18
Donors 12,807
Simple somatic mutations 12,942,642
Mutated genes 57,517
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TCGA : The cancer genome atlas pan-cancer
analysis project
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EWA Enrichment v2.0 are the BWA Genome Alignment Software and the
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ﬁ BWA Enrichment v2.1
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are the BWA Genome Alignment Software and the
GATK Variant Caller.
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sDC3 C=CfT 1 31349647 het 13.00 3.00 2.00 19.00 15.36 Obesity,_associatio... tolerated(1) unknown(0)
SAAL C=C/T 11 18290859 het 58.00 26.00 45.00 61.00 0.00 COSM147... Serum_amyloid_a_... tolerated(... benign{0....
ITGAZB A>C/C 17 42453065 hom 36.00 42.00 43.00 40.00 37.96 COSM436... Bak_platelet-specifi... tolerated(... benign(0)
MTHFR G>G/A 1 11856378 het 49.00 37.00 11.00 35.00 27.06 COSM146... MTHFR_deficiency,... tolerated(... probably_...
DPYD G=AJA 1 98348885 hom 77.00 94.00 55.00 78.00 71.59 Dihydropyrimidine_d... tolerated(... possibly_d...
DBT T>C/C 1 100672060 hom 94.00 97.00 78.00 91.00 85.92 Intermediate_mapl... tolerated(1) benign(0)
AMPD1 G>G/A 1 115236057 het 8.00 0.00 1.00 11.00 9,46 COSM147... Muscle_AMP_deami..
SLCBAZ0 G=G/A 3 45814094 het 6.00 1.00 0.20 10.00 7.32 Iminoghycinuria,_dig... deleteriou... probably_...
CASR G=G/T 3 122003757 het 14.00 2.00 0.41 14.00 11.16 Serum_calciurm_level  tolerated(... benign(0....
BANK1 G=>G/A 4 102751076 het 20.00 15.00 23.00 29.00 28.33 Systemic_lupus_ery... tolerzted(... benign(0....
CYP4v2 C>C/G 4 187113041 het 47.00 30.00 43.00 54.00 46.36 Bietti_crystaline_co... tolersted(1) benign(0....
KLKB1 G>G/A 4 187158034 het 59.00 66.00 79.00 52.00 58.45 COSM149... Prekalikrein_deficie... tolerated(1) benign(0)
1IL7R T=CfC 5 35861068 hom 57.00 40.00 75.00 70.00 70.09 COSM149... Severe_combined_i... tolerated(... benign(0}
IL7R G=AJA 5 35871190 hom 59.00 48,00 90.00 71.00 74.58 COSM149... Severe_combined_i... tolerated(... benign(0}
HEXB T>CiC 5 73981270 hom 98.00 100.00 100.00 95.00 96.93 COSM450... Sandhoff_disease, ... tolerated(... benign(0....
FGFR4 G=G/A 5 176520243 het 34.00 45,00 12.00 29.00 24.23 COSM156... Cancer_progression... tolerated(... possibly_d...
PLG A>A/G 6 161127501 het 0.00 0.00 0.20 1.00 0.43 PLASMINOGEN_DEF... deleteriou... possibly_d...
SERPINEL  G>G/A 7 100771717 het 9.00 10.00 0.41 9.00 8.53 Plasminogen_activa... tolerated(... benign(0....
TAS2R38 T>T/C 7 141672604 het 64.00 65.00 52.00 45.00 46.32 Phenylthiocarbamid... tolersted(... possibly_d...
PRSS1 C=CfT 7 142458412 het 0.00 0.00 0.00 0.00 0.00 Hereditary_pancrea... tolerated(... benign(0....
PRSS1 A-AIT 7 142458451 het 0.00 0.00 0.00 0.00 0.00 Hereditary_pancrea... deleteriou... benign(0....
8 PRSS1 A=A[G 7 142458526 het 0.00 0.00 0.00 0.00 0.00 Hereditary_pancrea... tolerated(... benign(0....
CYP11B2 A=A/G 8 143994266 het 7.00 0.17 1.00 8.00 7.23 Corticosterone_met... tolerated(... benign(0....
STOX1 A=A[C 10 70645376 het 24.00 10.00 3.00 21.00 16.51 Preeclampsig/eclam... tolerzted(... benign(0)
TR A-A/T 11 ARAAA/200 hat 10 _nn niz7 4 nn 27 N0 17 8A Skin/hairlava pinem
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Human microbiomes and their roles in dysbiosis, common diseases, and novel therapeutic approaches.
Belizario JE and Napolitano M, Front Microbiol. 2015 Oct 6;6:1050.
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16S rRNAf#HT 77— 70—

V3-ATEEIDES ZFIAL T,
460 bpD7 T Y AVEERT AF VI TSAI— T & HT

V3-45EE Z DI N A J LI TIEIE L .
Nextera XT¥w F TS 4 75 ) —f&L
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V3-4tEE + R IR h N Ly DICK YRBHEIZV—7 VR
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16s 8%k # PCR &g

Tailed PCR TH—/1\—N\V 5B EDI1TH S

16S V3-V4RFEH, HRXZLF T I/
FRNGES

4 J L\DNA
(5ng/uL, 2.5uL)

S—45"y FEARMWOD =325 Cycle

MDPCRE®
2x KAPA HiFi HotStart Ready Mix|Z & 5112
16S V3-V4rgia Z# 185 L /=555
(BECIRF 42 AHME Y AFTEE) 550bp DT/ E L THL LS
ntto .// www.n-genetics.com/teedback/kapa ia.padl
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16S rRNABHTO=HDKREEF 7O Fa—JL

MiSeqZz#BE L7010 ka—JL

16S Metagenomic Sequencing Library

— V3-V4ﬁﬁi\§ﬁ jﬁ- §®460 b @ﬁﬁiﬁ % PCR Preparation
iéé = Preparing 165 Ribosomal RNA Gene Amplicons for the
lT'EE IMhoning MiSeq System
- V= U RAEH . 2x250-2x300 wm :
— f&#7 : MSR# f=(£BaseSpace S
L.|hn'v C.\.-.mrﬁc.:r.nr, .‘\.n—n.IZ .......... d Hmllns_ 16
r‘_ % Tﬁgf_d: 7O D I\ : —)l/ qumrr;nﬁr\rrl-fnmm wm.nm 20

— A—Y—JBENOPCRT S 4 v —HKE
AIEEL 7 X 732 —EC 5 1EER

- A—H—HBOPCRTSA4A v—ZHAL
BHED TMIEERE A4 F

IMPORTANT This docu
NOTICE e

Part # 15084033 Rov. A Fage 1

7’0k a—)L(pdf): http://jp.support.illumina.com/content/dam/illumina-
support/documents/documentation/chemistry _documentation/16s/16s-metagenomic-library-prep-guide-
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Earth Microbiome Project #2270 FaJL
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http://www.earthmicrobiome.org/emp-standard-protocols/

Home Defining the Tasks Getfing Involved | EMP Standard Profocols: Affiliations

EMP Standard Proto

Sampling Protocol

CC

-
1

Currently there is no standard protocol for sampling, as this Is very specific for different medium of

environmental sample. Also, it is extremely difficult to be prescriptive for this,
DNA Extraction Protocol

Modified from MoBio 96-Well Manual Extraction Method

Items not provided in the extraction kit:

Publicafions Meefings EMP Logo

Meetings

**REGISTRATION
CLOSED**November 21st-
22nd 2011

NEON and the EMP
NEON, Center Green,
Boulder, CO, USA

Saturday, February 18, 2012
The Earth Microbiome
Project: Modeling the
Microbial Pianet

Time: 8:30 AM to 11:30 AM
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16SEHE=ERBITASA4 75 ) —4EH : Tailed PCR

- 16S BEMEITAOY T IILAR Ty MIFEELELY
BEERCBETAHI)TDER ~ PCREELV-{HENHS

Pa

515F
.|
v4 I —
{—\index
806R
46 overla
SBSF 46 bp P
(515F) 150 bp
P5 4 index
[— | | s
V4 I
4 —
150 bp SBSR
(806R)
254 bp |
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22 TILE1EIZFE R

16S rRNAEIEFDV 4 fEiE (254bp) ZXRIZ, 32H U TILE1S VT, 1508EERT7IT Y
~ TR

Qiime (J G caporaso, J Kuczynski, J stombaugh, et al., 2010) Z FH LT (Phylum)® L X)L

Dog Owner1l Owner 2 Soil Human Samples Malawi

We thank Jeeff Gordon for the Malawi human fecal samples and Rob Knight for donation of the family study
human/canine host-associated samples from different body sites and soil samples.
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16S rRNAEHT = A 245/ Lfg#rBaseSpace7 F1)
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16S Metagenomics
16S rRNARIE= AT

165 Metagenomics v1.0.1
ILLUMINA, INC.

Tep 20 Clessification Resuits by Taxcromic

This column chart shows the relative sbundance of the top 20 classification results within each taxonemic level.
Mouse over any category to see its description and abundance.
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20 Clessificaiion Res:

Texonomic Level

This column chart shows the relative abundance of the top 20 classification results within each taxonomic level
Mouse over any category to see its description and abundance.
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DNASA TS5 ) —HEZEHL < ERICIFE

T—AL— b : TruSeq PCR7 ') —DNAH > JILFA&E X v k
— Pub. No. 770-2013-J001 20MAR2013

— http://ip.illumina.com/content/dam/illumina-
marketing/apac/japan/documents/pdf/datasheet truseq dna pcr-free sample prep-|.pdf

F—%4 < — | : Nextera DNAY > FILEEEI v
— Pub. No. 770-2011-J021 07DEC11

— http://ip.illumina.com/content/dam/illumina-
marketing/apac/japan/documents/pdf/datasheet nextera dna sample prep-i.pdf

T—4 — b : TruSeq Custom Amplicon Low Input> 4 75 1) —5A&+ v +
— Pub. No. 770-2015-J012 11DEC2015)

— http://ip.illumina.com/content/dam/illumina-
marketing/apac/japan/documents/pdf/datasheet tru seqg custom amplicon low input.pdf

T—AR— bk Nextera A4 bRT7HUTILR LY +
— Pub. No. 770-2012-J052 0O5MAR2013

— http://ip.illumina.com/content/dam/illumina-
marketing/apac/japan/documents/pdf/datasheet nextera mate pair sample prep-j.pdf
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http://jp.illumina.com/content/dam/illumina-marketing/apac/japan/documents/pdf/datasheet_nextera_mate_pair_sample_prep-j.pdf

LA

Q(X\N”x\g,\. B w ” 1}
9 U i

P\\@&cg‘x TN B
GRIGERS T rooamToiTr QTR
GO0 R R
T Lo N, <
AC )

) 5 CHOIIGRY ‘:§,-\\
W CCGOOCATAY GBS,
}"\ o P«A C cATQ.A‘\'Mq
“ ﬂ CATGATMQN:;'\ -
e AT EeT AR

17 T e N A =
CG"B W%%W”a > e SRR

68 illumina



RNA-Seq : v hDiER

TruSeq Stranded Total RNA Ribo-Zero Gold ]

Yes

Yes

Yes
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A T2 FIEH

ATV RERH
— 2KRMDNASED EB 5 DEE 5 RNADERL
SO %ERT

AU FBRHROEE™
— FR LG LELADMINIE, ¥/ LITEHEED
(R VYETTBHIENTESL=OH. FHE
ELTHRLCEINZFD ENTE, U
CTIWEARMENMZABIENTES
— BinFiH n@i%?&@iiﬂ’&%?’?za‘-ty
XRNAOD%IEHﬁtHTé & DV EE
ATPHEERFHIR (F8) DM
= Total RNAF v b TfE#HT LT=3FE. ncRNA
DEHETEFORE (FB) ZEITTED
AL URERELSERILHE. REDAE

TZDOncRNABEIGFNAERE LTS &
Nhmb

T—%4 L — b : TruSeq Stranded mRNA and Total RNA Sample Preparation Kit (Pub. No. 770-2012-010)
http://www.illumina.com/documents/products/datasheets/datasheet_truseq_stranded_rna.pdf
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AFSUFRERZ#HEFLESATS) —ERRE

> 1t Strand cDNAD & B
2nd Strand cDNAS B

DIFEIZ d P z#{#H

High Fidelity PCREER ZFIFHJ 5 Z & T,
dUTP % {# o f-2"d Strand cDNAILIEIE S o
15t Strand cDNAfEI A 5 D A 1E1E
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RNASA TS5 ) —REDELEE

I

TruSeq mRNA

PolyAZ &' mRNA
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B Total RNA R

TruSeq RNA Access TruSeq Total RNA
@ rRNARZE

Brib. cDNAER. 74 74—t
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TruSeq RNAS A 75 1) —fRRDFIE

74

Total RNA /v 5 poly AZ & ¢ mRNA % [a]UR

RNA DO #f A1k

SUBLTSAT—%ALVI- cDNA &Rk

KimfgE. ') V1. AT A LT

ATV ARRTETR—DZA47—>ay

E—XIZ&k B9 14 XEIR
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RNASA TS5 ) —REDELEE

B Total RNA R

TruSeg mRNA TruSeq RNA Access TruSeq Total RNA

PolyAZ &' mRNA @ rRNA =

~

Brib. cDNAER. 742 742 —{im
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TruSeq Total RNAS A T35 1) —REDFIE

Ribo-ZerolZ & % ') IR — LRNAD R E 1) Y — LARNA
Total RNA
RNA DO F 1t
. EAFiESTO—D
SU 8 LTS5 4 T—%FL = cDNA & l ;

dUTPZFIA L =288 cDNA & ik

—_— ARLTRTESY
kigEE. | UBE. AT AL l | ' * E—x

ATIDRATETRE—DSA4A 55—y

E—XIZ&k b5 4 XEIR Q S
. e u

d
PCR
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TruSeqg Stranded Total RNA with Ribo-Zero

£ Ribo-Zero (X3

Ribo-Zero Fwv AS

Human/Mouse/Rat I:(%Eﬂ,aél)j A TV PO IRNARRZ
Gold Ebh. ¥YOX. Tv D RNABRE
° (MERAES + S RO RUTP)
Plant HEHDD rRNABRZ
an (fHAPEE + TEHRIK)
Globin /Z70O0E> mRNARRZE
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T—EAMNEEN TS
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ftant=YieFrZEmINn-Y 5. @i
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B Total RNA R
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TruSeq RNA Access5 4 75V —HRBEDFIR
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RNASA TS5 —RAMDEBENZI LD T—2HE

Human hg 19 ~  |chrio ~ | |chr10:123,225,756-123,375,641 Go TEr = » &2 [ = 43 [E= AN ENNEN] |
1 T— I e T T T I
Pi532  pla pis  pl2.31  pl2i1 pii22  pilid qiiz2 Q211 q2iz az31 az33 Q23.2 q23.33  q24.31  a25.1 az25.3
149 kb
123.240 kb 123.260 kb 123.280 kb 123,300 kb 123.320 kb 123,340 kb 123,361
I 1 1 1 1 I 1 1 1 1 1 1 1 1
1o - 200

TruSeq Stranded
Total RNA — 5{&
)—F

TruSeq Stranded
Total RNA

60005 ') — 'l

TruSeq RNA
Access
50005 1) — K | I
y - i | | lJl I l
7D jpﬁﬁ i ‘l I-I NI ) -I 1 1 -‘--I i ’ i | | ’ I“ i i 1
RefSeq Genes =] i H B | 4 I t H :
FGFR2

TI—7 1 > 788 (MRNA) Coding YR Intron [l 'nterosnic
= o S5 S —
= /7- é:)’(jzot ( ~ 7-'/X % Bases Aligned to Region
O‘I’/o 25% 50% 75% 10?%

TruSeq Stranded Total RNA I ]
TruSeq RNA Access s B

T—4 ¥ — b : TruSeq RNA Access Library Preparation Kit (Pub. No. 470-2013-J004 01MAY2014) I |
http://www.illuminakk.co.jp/documents/pdf/datasheet_truseq_rna_access_library.pdf umina
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AIVETFHNRET LS54T —HE*XY b

- TruSeq mRNA TruSeq RNA Access TruSeq Total RNA

fRHT X R RNAFE MRNA MRNA mMRNA & ncRNA
Fix Poly-Al< & % [E]UX O—T 1 VYt % RS rRNAD B& &
A T FE#HR No Yes Yes Yes

TruSeq RNA TruSeq Stranded TruSeq Stranded Total

=]
/A4 P T RNA TruSeq RNA Access RNA
Total RNA 100-1000

— 100-4000 n 10-20 n 100-1000 n

ATy LE ng 2 2 2
FFPE Xt its No No Yes Yes
7 vtz A FFfE] 28 fE 28 E 2 .58 2B fE
NV RF B 128 [ ORF 1165 R e]isdis|
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RNA-SeqftT DR E LLE

RMEOULBBENET HH5EE. YUOTILEOT—2EZHZAHBEN
&b H—IER1E

EimFl EiRF2

4j->j°)[,1;500075|}-|§‘ {H —

'U'“/jc’)l/z; 600075')—|~ {H —

FPKM (Fragments per kilobase of exon per million mapped sequence reads)
FPKM = I vY ikbHizVYIZTvE T EIhiz)—
IvEVvIEnf-2)—FIZEF+51008) —FHi=Y
FPKM = 1#ila®hf-UE LTI E—RBEDOHKIRE
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FR =SB AT 7D

Gene Count

Transcript Count

Link to gene models

Equal (=)

Potentially novel ()

Unknown, intergenic (u)

Owerlap with opposite-strand axon (x)

Other

Relation to reference transcripts

Comparison

Merged

45,635 52384 623231
87392 96,262 119726
GTF result GTF result GTF result

44934 45437 46,093
18,903 20155 31453
21848 28622 39115
1,361 1,674 2,459
346 374 e0e

Differential Expression |

Gene Count 62225
AGene Count 27052
Transcript Count 119,696
ATranscript Count 27379

CuffDiff results

differential gene expression, differential transcript expression

Sample Correlation
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RIMELTEHOKRKEVVEGFETZEI0LEY) DT

1

Ed9-o-is Microsoft Excel =] B [
il -k | EA s @
e g .
Calibri M . r 1] ”
1= | j £5 f t —
By~ _ —_
BTl » B I U 0 .00 | SE{ETE T4 Slg nl ICan yeS
. = I Yy —
B Tii—F : g Og O -C ange
E—
1378 - E| 801717 v
E] control_vs_comparison.gene_exp.diff o =
A B C D E F G H I J K L M N 0 P 2
370 TEX26 TEX26 TEX26 chrl3:315(control  comparisc OK 0 0.733947 inf "#NAME? 5.00E-05 8.90E-05 yes %
371 TMEM211 TMEM211 TMEM211 chr22:253: control  comparisc OK 0 0.35315 inf r#NAME? 0.00015 0.000258 yes
372/ TNR TNR TNR chrl:1752¢control  comparisc OK 0 6.15347 inf "#NAME? 5.00E-05 8.90E-05 yes
373 TREMLL TREML1 TREML1 chr6:4111tcontrol comparisc OK 0 0.428431 inf r#NAME? 5.00E-05 B8.90E-05 yes
374 VIP VIP VIP chr6:15307 control  comparisc OK 0 8.35456 inf "UNAME? 5.00E-05 8.90E-05 yes
373 VETMS3  WSTM3  VSTMS chrl1:935:control  comparisc OK 0 1.99741 inf '#NAME? 5.00E-05 B.90E-05 yes
376 YIPF7 YIPF7 YIPF7 chrd:4462: control  comparisc OK 0 0.466413 inf "UNAME? 5.00E-05 8.90E-05 yes

ol A298 me et wlualal: K

SYTA  SYT4  SYT4  chrl8:A08:control  comparisc OK 0.017874
Comparisc OK 3 45,9921
380 CAMK2A CAMK2A CAMK2A chr5:1495¢control  comparisc OK 0.062008 212.412

12,131 11.331 0.013556 yes
11.9024  10.0693 . 0.03056 yes
11.7421 20.8775 5.00E-05 B.90E-05 yes

382 GABRA1 GABRA1 GABRA1l chr5:16127 control comparisc OK 0.024212 80.9769 11.7076 10.0107 0.00025 0.000422 yes
383 STMM4  STMN4  STMN4 chr8:2709: control comparisc OK 0.06626 182.179 114249 11.6056 0.007 0.010094 yes
384 GRIA2 GRIAZ2 GRIAZ2 chr4:1581¢ control comparisc OK 0.023058 61.905 11.3906 12.8887 5.00E-05 B8.50E-05 yes
385 SLCBA1  SLCBAl  SLCeAl  chr3:1103:control comparisc OK 0.034664 76.8008 11.1135 14.2834 5.00E-05 3.90E-05 yes
337 GPMBA GPMBA GPMGBA  chrd:1765: control comparisc OK 0.186003 396.293 11.057  24.7559 5.00E-05 B.30E-05 yes
388 OPCML OPCML OPCML  chrll:132:control comparisc OK 0.017269 37.407 11.0317 11.465% 0.00025> 0.000422 yes
389 MT3 MT3 MT3 chri6:566: control comparisc OK 0.43546 856.17 10.9411 21.7277 5.00E-05 8.90E-05 yes
390 DIRAS2Z DIRAS2Z  DIRAS2Z  chr3:9337: control comparisc OK 0.070422 133.499 10.8885 19.986 5.00E-05 8.90E-05 yes
391 HMP19 HMP15 HMP15 chr5:1734" control comparisc OK 0.070297 129.187 10.8437 15.9517 5.00E-05 8.90E-05 yes
392 CAl1D CAl10 CAl10 chr17:497 control comparisc OK 0.034827 63.9818 10.8432 10.2524 0.0004 0.000661 yes
394 CNTMN2 CNTN2 CNTN2 chr1:2050: control comparisc OK 0.036353 ©66.0456 10.8272 19.051 5.00E-05 B8.90E-05 yes -
4 4 » M| control vs comparison.gene exp ¥ nER M | »[].:
TYYF 23600 Lo 13573 @HRONDELE | B | |Eom 100% ) U ®
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RNASA TS5 ) —REZEHL < ERICIFE

T—A& < — k : TruSeq RNA Access5 4 75 1) —Ff&L v +
— Pub. No. 470-2013-J004 01MAY2014

— http://ip.illumina.com/content/dam/illumina-
marketing/apac/japan/documents/pdf/datasheet truseq rna access library.pdf

DT EF— : RNA-Seq~WAEICHHELT7 T Ir—2 3 Vv 0DEV A~
— http://ip.illlumina.com/content/dam/illumina-
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