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RNA ) #£ {5

v" TruSeq Small RNA Sample Prep Kitx AL =547 5" —ffA& (1 ugdDTotal
RNA. $L<I%10~ 40 ng Small RNANIHE

v RNAQHIHIS[EIMIRNABDRERZEFER I &KLY, miRVana (542779/0
+—X). miRNeasy (F7 %4 >). NucleoSpin miRNA (¥ v/\TA4F—4 L) E,

v RINSLLE#F#ESE, Agilent Bioanalyzert>Tape StationZi EZ#FLVT, RNAD B E
1T

v’ MIRNAEEE (Y4 XEFILT-Small RNA. AGO1% & k&% . Exosomal
miRNA, M#EHFmiRNA)Z LS55 L. Agilent 2100 Bioanalyzer Small RNA
Fv T TMIRNADHEET HELLY,

v TruSeq Small RNA Sample Prep Kitld, 5 RinME/) U BE. EXUIERIFH

OHEIZZE-> T &Small RNAZ R R EL T D, RNADPEIRIZE > TIE, BERAL
BRENBENMELNEL,
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TruSeqg Small RNA Sample Prep Kit®D#B4t

v 1KitHf= Y 24k
: ki v 1Kith=Y12 BEDA Ty I RA{FE. SetA~-D
T el ZBEEATAERKTI8 A VT v o RIZHE

v 1.5HEOT—4 70—

hAOTHES v b 19> TILH v MMl
-UYmaxX bk

RS-200-0012  TruSeq Small RNA Sample Prep Kit - Set A 19,125H 459,000
RS-200-0024  TruSeq Small RNA Sample Prep Kit - Set B 19,125H 459,000H
RS-200-0036  TruSeq Small RNA Sample Prep Kit - Set C 19,125H 459,000H
RS-200-0048  TruSeq Small RNA Sample Prep Kit - Set D 19,125H 459,000

{f 4% (X EL I H A MR R2016 F4 A REThRIC KD
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S4 75— A

WEEFER. BICEENADLELZLD

T4 RNA Ligase 2, Deletion Mutant (Epicentre, Cat# LR2D1132K: 2,000 units
[up to 10 libraries], Cat# LR2D11310K: 10,000 units [up to 50 libraries])

SuperScript Il Reverse Transcriptase (Life Technologies, Cat# 18064-014
10,000 units [up to 50 libraries])

EXKENHELGLD
— Novex TBE gels 6%, 10 well (Life Technologies, Cat# EC6265BOX)
— Novex TBE running buffer (5X) (Invitrogen, Cat# LC6675)
— LEEOESKIBMNATRELESIKENE (Xcell SureLock Mini-Cell Electrophoresis unit7s
&)
Glycogend L < LRI &

Filter Tube (IST Engineering, Cat# 5388-50 4> Costar, Cat#8162., % L < [R5
), 7L S ODNAHEDREIZZILT T 28R DIZFERA

lumina
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Total RNA or Total RNA: 1 ug
Purified Small RNA Fragments ifi

3’ Ligation
\ 3’ & 5’ Adaptor Ligation

: — 2~ 3FFfHE
_ 5' Ligation

RT-PCR - 1st Strand Synthesis —

| HEREEPCR
PCR Ampliiication plicdic

-~ Index Sequence —

F

Gel Purification \ - FILH A X5 E
v (Pooled Index Option) 4 H% FEﬁ

Hlumina



TFETR—S545—a IE
3’ Adaptor Ligation

Total RNA (1 pg) 5 ul
RNA 3’ Adaptor (RA3) 1 ul
Total Volume 6 ul
70°C, 2 min. —» FITKEA
LT DPremix (4 u)xmMA 5 (RS EDFEZEIX10 pl)
Ligation Buffer (HML) 2 ul
RNase Inhibitor 1 ul
T4 RNA Ligase 2, Deletion Mutant 1 ul
Total Volume 4 ul
28°C, 60 min.

1 ul Stop Solution (STP)ZMA . EXRyTa25 , (RIGEDE=1X11 ul)

28°C, 15 min —»JiK L.

lumina



TFETR—S545—a IE
5’ Adaptor Ligation

1. PCRFa1—TIZ1#4AH1=Y1.1 u*IORNA 5 Adaptor (RA5)E#L . 70°C 25 D NEAEL 1=
DHFEOMZKEAFET,
*IRIATHMNIEL.L pl. 4RIATHNIEL.4 & D,

2. EAEMLI-RASZERLVT., LIT D5 adaptor ligation® &It & ZE AR T 5,
Reagent Name 1 rxn 4 rxn

ZAEMELT=RAS 1ipl 44yl

10 mM ATP 1.1 pl 44 le—— HREEND1LIEZEE
T4 RNA Ligase 1.1 pl 4.4 ul

Total Volume \3-3 Ul 13.2 pl J

3. #EfiL1=PremixZ L T, 5 adaptor ligation X [&&1T5
11 ul 3’ Adapter Lifgation & 54

3 UIDERBL1-5 adaptor ligationD RIGEEMAZ D, (RIGEDILELL4 ul)

28°C, 60 min.

AT —aAVEY (14 )
5 KEIZBE, RDRTYT~NED, | llumina
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US4 75— a VEYPD S L, 6ulE
e > THERE RIS £ £
SUTIII=SAT—2aVEY < | Rof=54 5— a3 L EYIE. -80°CTLERM

S =1
1 yl RNART Primer£ iz %, F THRAFAIEE
70°C, 2 min. —» F<ITKEA BHEY L ITILDEEL,
\ WEEDLIE X% E
LT DPremixz5.5 ulllZF Y (RIEDHEIL12.5 pl)
Reagent Name 1 rxn 4 rxn _
. d Buffer* > Ul 38 ul *5X First Strand Bulffer .
X First S(;ran Bufter H I ' “I DTT & SuperScript |l
ﬁ)osmml\DIADTN'I-'I;P cl)'ﬁlp ii E' RTaselZinvitrogen®
. ' SuperScriptl @ /& fm &
RNase Inhibitor 1l 4.4 pl 13 8 +4 5 e
SuperScript Il Reverse Transcriptase* 1 ul 4.4 ul :
Total Volume 5.5 ul 24.2 y) [**12.5 mM dNTP®D #{

l 50°C 1RBFM[E /It
KEA

10

25 mM dNTP Mix 0.5 pl
Ultra Pure Water 0.5 pl

Total Volume 1l

lumina




PCR Amplification

11

LT DPremixZHEEEY (12.5 u)ZMAb, (RIGERDILEIXS50 pl)

Ultra Pure Water 8.5 ul
PCR Mix(PML) 25 ul
RNA PCR Primer (RP1) 2 ul
RNA PCR Primer Index (RPI1X) 2 ul
Total Volume 37.5 ul
PCRIZMNE & i

98°C 30F)fH

RNA PCR Primerl&RNATI(E&H Y
A . DNAPrimer¢d,

RNA PCR Primer Index (RPIX)T
IndexmMFmEns,

60°C 30F)
72°C 15%) M

98°C 10FVfs *11H 4 49 )LIE1 pg Total RNAZ HHE#MEHZ L
115 A9)L* <—

a8 T3, YU TILEPERIZEHE T,
BATISHY A 7 )LE THEDOT Z & A A[EE

72°C 105
4°C Hold

!

PCREY) (50 ul)[%-20°C C1EME TRIFAIEETT

lumina



PCR Amplification

R

i-d_o

PCRE % Agilent 2100 Bioanalyzer High Sensitivity chipZ BT,
FU]
400 Mature microRNAs and
other regulartory small RNAs
1= MIRNASFEEDS A TS5 —H4
200- RIZH=5150 bpD E—H #HEEL .
o BEETOREEHH
004 S

SHE £ 171N

CROTNLYYHELARATY TT, BX
BAVTIVIREEDITATI)—
 OMIRNAS A T3 ) —DHRFREEZE
EAATERA

i S ii‘.s.' i_i =

Human BrainE3E M Total RNAZ UL\ =154 O =5

60 70 B0 S0 100 110

120

lumina



Purify cDNA Construct
BERkEE ALY 1 XES

1. Agilent BioanalyzerD s fifER & T2, BHGHAUTYIREFDTA4TT)—D . mRNASF
DEREZZHZDHIOITEELET,

ZRADBEET I LIEH O TILEGYH LEZANFRELMDY FEAD., &
_] KA DI VMEEIZIE. Agilent Bioanalyzer®@ iz A ¥ v 7L T, 1&EKDD4
J IWEIYH L LTH KLY,

2. BERXEEITOV T ILER—H—DHE[HEEITS

BEXKEITSHEL D (312%H)
#1 4 X5 & — (High Resolution Ladder, ¥ v FIZ{R)
1 ul High Resolution Ladder + 1 yl DNA Loading Dye=2 ul (1L — > %)

#2PYH LBEDHZTRIY—H— (Custom RNA Ladder, ¥ kIZ ﬁE)
2 ul Custom RNA Ladder + 2 ul DNA Loading Dye =4 ul (2L—> %)

#3 PCREWM(S4 75 1)—)H LLIET—ILLI-PCREY)
50 ul PCREE%) + 10 yl DNA loading dye = 60 ul (L— > &71=Y 25 ulE T)

13 | llumina



Purify cDNA Construct
ERkEE ALY 1 XES

3. EXKBI DRI
E)(D)(A)(D)(E

(EOABEI55 L5 TEEABEFNET

E: High Resolution Ladder 2 ul/well, 1L—2 %
EDOEIF2L—2Fi LTWET A, IL—2 Tk

D: Custom RNA Ladder 2 ul/iwell, 2L—> %
AT ) —FHO KRS

A: SATS51)— 25 ull well, 2L—> %

QVeII?ET:LBO Ul z LV ES1ZF 3 /
-

Novex TBE gels( 6%, 10 wel)Z AL T. 140
V 600 EDERIKEIZITLNET

B CIndexZ#FD2i&&

| !

=OICKEEZDITET

(ZIX, TR I %EITH

14
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Purify cDNA Construct

ERKEIZAL=Y A XREF

4. TFOHLTOTARKBR (0.5 ug/m)T2~30 ML BEITLNET
5. UVESU RS ILSR—A—TDNAZ A fRIELYIYHHLEITULVET,
* SYBR Gold TR & &Dark Reader CODAI$RIEE 0K

E)(D)(A)(D)(E

6’GJJUH5L,E RY—h—MRY . 145~ 160 bmﬂ
MiRNAISHEL =S4T SV —=HF ELEDHDT. 2
YT,

F: Small non coding RNAZXRET RIHEIEZD
gIYH,

*130 bp DR FIITF7 X T2—ETDEEWIZLEHD
Q PYHSHENESITEER ! /

MIRNA

150bp® 5 adaptor ~ (21~25nt) 3’ adaptor
N R —
Index

130bp® _—
AL MSolE

15

lumina



FILH 5 ODNAHH
FIVERRF 11— D%EE

I |
M =.. 500 pl tubeDJEIZ JNE&H(F1=500 plF 21—
‘ ——FILTREHITD = J%. 2miFa—TJIzty
\/ W NLET
k.l..' | |
L DR & DNAD HhH
1. FEELEZIIWVBEBRAF1—JICUYHLI=S ILE AN, 20,0009 25 E DR DNETT ILE
BRELES,

2. 300 ul Ultra Pure Waterz® L=~ JLIZINZ . EE T2/ LI L Rotatorz FHLVTEE
F9 . (RRKTH—/N\—F A1)

74 JL3— (IST Engineering, part # 5388-50, ) # AL\ f=imDALEE(ZKY ., 7 ILT T %L
2 ul Glycogen. 30 pyl NaOAc&975 pl iBEILT=EtOHZ N A . 20,0009 2053 fE] M= 10 L2
ZITVWET(TR/—ILIKER),

500 ul 70% EtOHTY > R%ZF1TLN, REZSHE B,

10 pl 10 mM Tris-HCI pH8.5 (EB¥RSBTHAE) AN T —» T4 TS —5ERL !

B W

o o

User GuideTIZ T 2 / —JLiEBRIEA T a3 oD IFEEA., EfELI=ALEL

16 ‘ el s | : | | llumina



5475 ) — O

ARGy e

Agilent 2100 Bioanalyzer (DNA1000F v ) ZAWTH A X LN FREDFHEZITLVET,

Mature mi;RNAs and
other regulagory small RNAs

miRNAIZH3ELT-

SA4TSU—HF
(150 bpF2E)

™7
15

T
0

T T T
Loo 15 S0

T
0o

T
15

*Qubit& LN\ o = Z A EHBFEMEE F1TL). Agilent 2100 BioanalyzerD iR {HE#ER & F/E L

TLAZEHERET D E KLY,

lumina
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4T3V —fRE FERLGE

RNADERZE M (70°C 20 R D &L, BOMZKEAFET,

7 ILEN Y 1= L IZ[EBlue Pippin (sage science) {5 Z & £ 8[BETY ,

4T —FERDERAIEZ. X4 — FRNAIZHIELAH S Z EHZ LY
AomEExy FO, +9EDRNAZEHFE T HAZ ENEETT,

- MIRNAE
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@& H=Y. 100~ 5005 —FOWMEBIAER
) —RF R[50 ETEL (MIRNABRFTOETS)

T e 1w | tewser

15 0HBYDY>

TILE 1 ~5 ~3 ~5 ~26 ~48
(5005 1) — FER#S)
fE A E Mid Output  High Output V2 V3 Mid Output  High Output
)—FE 1x 50 bp

*TruSeq Small RNA Sample Prep Kit[&BRKT481 o TYIRETOXRIETY

FC-420-1004 MiniSeq High Output Kit (75 Cycle) 800/ ') — K 99,000
FC-420-1001 MiniSeq High Output Kit (150 Cycle) 2,5008 1) —F 144,000M
MS-102-2001 MiSeq Reagent Kit v2 (50 Cycle) 1,50085')—F 144,000M
MS-102-3001 MiSeq Reagent Kit v3 (150 Cycle) 2,500/ 1) —F 158,000M
FC-404-2001 NextSeq 500 Mid Output v2 Kit (150 Cycle)  1{&3,0005 1) — K 186,000
FC-404-2005  NextSeq 500 High Output v2 Kit (150 Cycle) MEY—K 249,000

(48 (& 50 2200 4% fn i 48 &/ 2016 4 A XEThRIZ K5
20 llumina
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Small RNA 54 I35 —[FH A4 XHEW=D., V53R F—BENENLL, 7
FRAZ—HNEERLYIELTSET ., BEHNGHRFTEHIN, V5REFZ—F
BRICAWSS4 T735 ) —REFBED20~30%EEZRLE LI-ES>AKL,

72 TR 8D DHRAAHCIRAEDIEIRIZ K Y %Baseh R 5

000HOOTYJ All Lanes All Bases

AR E FTotal RNAA S Small RNAS A D
) —%fEHLI=154

o1 lumina



RHRAEAT

Small RNA ApplZ2DUVT

Small RNAApp TTESC &

v' MIRNA®D FIRfEHT

v DESeqlc&%. —HEFBHMZEREL. BEREEMATOY
i f-PCATZOY bk, E— k7Y TEICHE

e v miRDeep*% A L\ = #TFmMIRNAD F Al

tomma e | Y PEFTE— Y LIFTEEEA. BHISFASTO Tool
Kit¥ CEBIANE

Limitation

- 12H7(21009 > TILET

- 1#2#7(2200 G basesEz T. 1Y > FTILHT-Y25G basesE T
- SBEFI(E, E F(hgl9), ¥ RX(Mm10), 5 k(rn5)

- Single ReadMFASTQT#H 5 Z &

- Read LengthA‘18~51 ntCTdhH 5 _ &

- ZERBIEF DT, Replicate TOEBABEIZHY FT,

Software Ver.
Isis (Analysis Software): 2.5.52.11, SAMtools: 0.1.19-isis-1.0.2. Bowtie (Aligner):
0.12.8. miRDeep*: 3.2, DESeqg2: 1.0.17

2 ‘ | llumina



RHRAEAT

Small RNA ApplZ2DUVT
BFTOERITORIZTF T2 — ) LDOEST

FASTQ Toolkit

Bs pace Labs More info »

FASTQ ToolkitTF7 4 74—k LD EE
J—RRZEZFDZ25. 94 )TAR) LIRELTEET,

CATEGORIES Quality

Adapter Trimming

Use these parameters if you want to trim adapter sequences. The adapter sequence can be specified separately for the 5- and 3-end and is a required input for adapter trimming. In
addition to the adapter sequence, you can specify a stringency value that determines how similar a sequence has to be in order to be identified as an adapter sequence.

¥ Click to expand/hide adapter trimming settings

Adapter trim stringency (0.01-0.99):

0.90 o

Select an adapter to trim or specify the adapter sequence(s) below:
TruSeq Small RNA (TGGAATTCTCGGGTGCCAAGG) 0
Adapter sequence(s) to trim from the 5"-end:

o TruSeq Small RNA 73 T 2—IERLTEST

Adapter sequence(s) to trim from the 3"-end:

Trim Ns from the 3'-end before identifying adapters:

o

(]

MiSeq Reporter, Bcl2fastqCH7H 72— b1 LOETMNAIEETT




BaseSpacelZFASTQAR 7w 7O— FEh TWLWE SRR,

BFELDFASTQ%BaseSpacelZ7vy7O0—K ¥ 3 5%

RHRAEAT

ind U5
%4 AN ey ] e
G} taureh app Download Project Import Share project Get link

»
| m F;.E.r't Transfer Owner
: Analyses
Project®Import7 43> % yses [N
*ﬁ d— t &\ % ?#E 0) 7 ‘y 70 (] NAME LAST MODIFIED W STATUS APPLICATION
. :
O—KT&%x9, o Small RNA 03/15/2016 9:40:11 Mar 15, 2016 Small RNA
@ @ FASTQ Toolkit 03/15/2016 7:20:57 Mar 15,2016 FASTQ Toolkit

.

-

Z
Edit project
i

Move to Trash

SIZE

47 GB

12GE

/ SRADT—42%#7v70—K3 558
14

9, AccessionE 5 (SRR123456774 ) L E,

SRA Import

K BaseSpace Labs

SRA Import AppTSequence Read ArchiveDT—32% AV iR—hTEE

N

/

T

lumina



RHRAEAT

BaseSpace
Small RNA AppDE1T

¢7| Small RNA v1.0.0
-Rj- lllumina, Inc.

Analysis Mame: Small RNA 03/06/2016 7:04:36
Save Results To: Select Project(s):
160306_MiniSeq_Small_RMA X
Options
Enable Novel Precursor _©

il €— miRDeep*Z ALV=FTFHEMIRNADFER #1750 ?

é )

Enable Pairwise Differential @ @ ) — E¥ FEﬁ tt $5-E E '?i' 5 75\ >

Expression Analysis:

4 References )
Species: Homo sapiens/hg19 @ NREY (Human,
1 Mouse. Rat) &7 —4
MiRBase Version: miRBase 21 v N—R*ZEIRLET
T :
*miRBase21® &

G GARCGTANC

lumina
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BaseSpace
Small RNA AppDE1T

Samples

Samples can be partitioned into multiple groups for differential expression analysis and novel
precursor discovery. At least two groups are required for pairwise differential expression analysis.
Movel precursor discovery is performed for each group.

GROUP GBEL \ ( SAMPLES \

#1 .
control Select Sample(s):

#2 .
control Select Sample(s):

\_ J

TIN—TREFATS B TILEER




BERAEAT

BaseSpace
Small RNA AppDE1T

Select Sample(s):

Search...

FiltersX & {#

O SAMPLES

E Filters

o H HBRR1-trimmed-10 @
102.956 MBE
1/12/16 6:02 AM
{Unknown genome)
Read length: 36
Reads PF: 4,952,896 Genome
B MiniSeq: TruSeq Small RNA (MAQC HERR and UHRR) — Any Genome — -

. lllurmina Inc

H UHRR3-trimmed-10 @
54.88 MB

11216 6:02 AM
Unknown genome)

d length: 36

Project
MiniSeq: TruSeq Small RNA (MAQC+

Min Read 1 length Max Read 1 length

Min Read 2 length Max Read 2 length

JruSeq Small RNA (MAQC HERR and UHRR) Min # reads Max # reads

: b9 ! Il { .
O TR CIT AR Hlumina’
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BaseSpace
Small RNA AppDE1T

Samples

Samples can be partitioned into multiple groups for differential expression analysis and novel
precursor discovery. At least two groups are required for pairwise differential expression analysis.
Movel precursor discovery is performed for each group.

GROUP LABEL SAMPLES

(#1 | Uur Select Sample(s):

Select Sample(s):

JIN—TEENIZET 52 TILDOEENEHY E LT,
*Replicate COZEHFMNLETI DT, BAEBIEIZDLLEEIR

A



BaseSpace
Small RNA AppDE1T

Differential
Expression Analysis

Select Pairs of Groups for

_©
Differential Expression < <:| FIv 7 iC_ )\ ;h' 6

Analysis:

PAIR CONTROL GROUP
#1 ' UHRR

COMPARISON GROUP
HBRR

ﬁ —H RN =

= =

1T

TJIN—TBEFATS

LICogMECTIA

RHRAEAT

lumina
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BaseSpace
Small RNA AppDE1T

j Small RNA v1.0.0
V28 [llumina, Inc.

Analysis Name: Small RNA 03/06/2016 7:04:36
Save Resulis To: Select Project(s): _’
160306_MiniSeq_Small_RNA ® -

Options
Enable Novel Precursor — @

LY

Discovery:

Enable Pairwise Differential 0 7 A3 —
Expression Analysis:

LY

Hlumina



BaseSpace
Small RNA AppDE1T

Analysis Info

MAME Small RNA 03/06/2016 7:04:36
APPLICATION Small RMNA | Version: 1.0.0

DATE STARTED Sunday, March 6th 2016, 10:22:11 am
DATE COMPLETED Sunday, March 6th 2016, 11:07:39 am
DURATION 43 minutes 48 seconds

SESSION TYPE Single Mode

SIZE 1.69 GB

STATUS

Application completed successfully

MiniSeq CEE L =T—4% . #{K&H71=-Y300~5005 ") — K%, —REfEfE4T
(BIRIREIRIREDLLE) Z 1T o -15E . 4A5748F TRT




BERAEAT

Small RNA v.1.0 AppDEfTHE
Quality Control Statistics (each Sample)

Polya — Human5SrDRA

MTPolyC, Adapters
o i
Phi¥174

Unaligned
1

.~ Abundant

M
4 M

IM

Number of Reads

2M

1M

35 40 45 "o | \
Small RNA Length [bases] miRMA | HumanRibosomal

Small RNA Length Distribution Read Distribution Abundamt Distribution

Novd R R

_ IsomiR (known precursor]

Sub-Category = Number of Reads #
65.08%

exaon 487,645 (21.35%)
Known mature miRY GRNA 121,784 (5.33%)
 cmENa lincRNA 344180(1.51%)
Sub-Category - Number of Reads *= incRMA PIRNA 380,037 16.63%)
|somiR (known precursor) 2,528,173 (31.46%) precursor 1,143,772 50.07%)
. snoRNA 03,368 (4.00%)

IsomiR. {novel precursor) 08,745 (1.23%)
snRNA 23,545 (1.03%)

Known mature miRNA 5,230,531 (65.08%)
Total 2,284,560

Novel mature miRMA 179,519 (2.23%)

T 8.0360.068 Other RNA Distribution
¥ 1 miRNA Distribution | = IAACCAR R R - .
32 ! 3 y DA TR TOATC ¥ l'"“lr“‘ b. '. ‘ Ay o .l 3 ] X 9 | i . 2 'v - » - AL : .’ . Ilumlna




Small RNA v.1.0 AppDEfTHE
Quality Control Statistics (Aggregate Summary)

AMALYSIS INFO
INPUTS

OUTPUT FILES

AMALYSIS REFPORTS

UHRRZ2
HERR3
UHRR3
UHRR1
HERRZ
=t

Aggregate Summary

RHRAEAT

Small RNA Length Distribution

Read Distribution

Abundant Distribution

miRNA Distribution Other RNA Distribution -

Genome

El save Plot (SVG)

-

Sample B Abundant # Genome #

miRNA #

Other RNA # Unaligned # Total +

HERR1 149,382 (2.73%) 55,959 (1.02%)

HBRR2 193,281 (3.78%) 62,166 (1.22%)

HERR3 196,783 (3.8%) 65,559 (1.26%)

UHRR1 865,444 (25.69%) 108,103 (3.21%)

51 (0%)

91 (0%)

143 (0%)

132 (0%)

339,422 (6.19%)

351,083 (6.87%)

357,830 (6.9%)

112,854 (3.35%)

4,935,954
(90.06%)

4,500,535
(88.12%)

4,564,030
(88.03%)

2,282,484
(67.75%)

5.480.768

5,107,156

5,184,345

3,369,017

A= 1 (MAggregate Summary = ESEE TDRAZHAR-HREARTINET

RSl

lumina




RHRAEAT

Small RNA v.1.0 AppDESTHE
Summary and Top Sequences

Summary and Top Sequences i |
7
> ~
Mature miRNA IsomiR (Known Precursor) Novel Mature miRNA IsomiR {(Novel Precursor) Precursor Group E, T: ll \-H- 7 t 7 v 3
~ -
Novel Precursor Group miRMA Family piRNA ~ EJE*R L/ 35 .g—
\_
1
Mumber of Mature miRNAs With Reads 354
Total Number of Reads 5,230,531
Hits File View || [& Download
y
Show |10 ~|entries Search:‘
‘ Name - Number of Reads
hsa-let-7a-5p 16004
hsa-let-7b-5p 20786

hsa-let-7¢c-5p 1112 VieW€*$T t . %o)@1$-60)§
| sseresn = | EMRNAIZTSA AV h&h

| hsa-let-7d-5p 763 T" IJ I\“& EEEEJ\']-T% — t 75‘~
! |hsa-let-7e-3p 2 = AL —
Bl =
| |hsa-let-7e-5p 1207
hsa-let-7f-5p 2361
hsa-let-7g-5p 2186
! |hsa-let-7i-3p 1

Showing 1 to 10 of 467 entries
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Small RNA v.1.0 AppDESTHE

Visualization by Precursor
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Small RNA v.1.0 AppDEfTHE
Differential Expression Analysis

Differential Expression Analysis 1 Agg regate S um maryd) H 0) i 7Tt
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Output Files

NAME

family \

ANALYSIS INFO

mirna

INPUTS BEHTEY L3 TOHRBRKERR
EER A 2 Ly

pirna 1]

OUTPUT FILES

precursor

/

UHRR_vs_HBRR.result

ANALYSIS REPORTS

NG

LUHRR34trimmed-10
UHRR14rimmed-10
HBRR3-trimmed-10
UHRRZ-trimmed-10
HBRRZ-trimmed-10

HBRR1-trimmed-10
Aggregate Summary
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Files %3 E oo

global.result
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A B C D E F G
1 HBRRZ—-tril HERR1 —trit HBRR3—tril UHRR1 —tril UHRRZ —tril UHRR3—trimmed—10
2 SampleGro HERR HERR HERR UHRR UHRR UHRR
3 hsa—let-7a 105751 123312 107241 15877 11652 16004
@ dESE"q.EOU"ItS.I:S'\-' 4 | hsa—let-7a 26 33 33 o] 8] 8]
5 hsa-let-7a 2 4] 2 2 1 0
6 hsa-let-7hb 125584 14846 13404 2008 1405 2076
A i A 7 hsa—let-7h 8] o] 0 o] o] 8]
dq_SE'q.dISr_'l.p... g  hsa-let-7c 20061 23282 20152 1108 786 1112
9 hsa-let-7c 7 10 7 2 0 u]
10 |hsa—let-7d 4671 5034 5164 e 553 763
deseq.heatmap.pdf 11 hea-let-7d 730 206 783 203 146 165
Ehsa—let—?e G564 7385 6724 1173 860 1207
13 |hsa-let-7e 51 52 43 1 2 2
deﬁecl. ma. pclf 14 hsa-let-7f 60887 72303 G2625 2468 1815 2361
15 |hsa—let-7f 8] 8] 0 o] 8] 8]
16  hsa-let-7f 1 2 ¢} a a 4]
17 | hsa—miR-1 352 34 327 27 22 20
[x] deseq.res.csv 18 | hsa-miR—1 0 0 0 0 0 0
18  hsa-miR-1 23571 23621 25482 3839 2610 3633
20 | hsa—miR-1 8] 8] 0 o] 8] 8]
deseq.scatm'.pdf 21 | hsa—miR-1 281 315 314 474 37 4289
22 | hsa—miR-1 12 7 g 6 1 1
23 |hsa—miR-1 11 17 13 13 13 13
24 hsa-mikR-1
4| A = o B
1 basehean log2FoldChifcSE pvalue A status
2 hsa-let-7a-5p MM 073IES -064849 0024585 250E153 3.73E152 OK
3  hsa-let-7a—3p G86818 -468124 1315717 0000374 MaN Low
4 hsa-let-7a—2-3p 1437637 1549983 1164755 0183275 MaM Lo
5 hsa-let-Thb—5p 5086858 —061283 0038599 1.76E-56 1.05E-55 OK
6 |hsa-let—7k—3p 0 Mah Bar [NEIN [NEIN Lo
7 hsa-let-7c-5p 5836625 -210055 0037792 8] 00K
8 hsa-let-7c-3p 2447118 113891 08978853 0244621 MNaM Lo
9  hsa-let-7d-5p 19446853 -068417 0053557 22BE-37 9B0E-37 OK
10 hsa—let-7d-3p 3640272 0120881 0102137 0236604 025032 OK
11 |hsa-let-7e-5p 2732891 -037458 0037719 306E-23 95BE-23 OK
12 hsa-let-7e—-3p 128164 -245158 0627571 937E-05 0000115 OK
13 |hsa-let-7f-5%p 17043568 257776 0041215 8] 00K
14 |hsa-let—-7f-1-3p 0 Makl MaM MaM MaM Lo
Ehsa—let—?f—Z—Sp 0215526 —1.24358 1523707 0414411 Mal Low
16 hsa—miR-15a-Ep 102119 -1 57962 0188732 189E-15 456E-15 OK
17 |hsa—miR—153-3p 0 Makl Mah Ma Ma Low
18 hsa—miR-16-Ep 9139279 -05BE918 0084602 3B86E-11 TAOE-11 OK
15 |hsa—miR—16-1-3p 0 Makl Mah Ma Ma Low
20 |hsa—miR-17-5p 5151585 2717876 0085073 56VE-224 1 35E-222 OK
21 hsa—miR—17-3p 4832831 0488482 0707573 04089566 MaM Lo
22 |hsa—miR-18a-5%p 17693 220487 (363726 1.35E-08 Z236E-09 OK
23 hsa—miR-18s-3p 3641653 5045488 08534423 MaM [REIR Outlier
24 0 NaM MNakl Makl Makl Low
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- 2016/4/22
HEE=OT7T)r—a V@B LESA TS —HELy FEIET
- 2016/4/26

Nextera Mate Pair Sample Preparation Kit& BaseSpace T5E#EdT 5 /N0 T YT 5/
L7t T)—-
- 2016/5/13
MiSeq TS V&9 BHIIC -S> FIL— MMERY 7 klllumina Experiment Manager
(IEM) DfEWLE -

- 2016/5/27
TruSeq Rapid Exome & TruSeq Exome Library Prep Kitz FAL\/= Easy Prep
Exome

User Guide, O&A, Best Practices

- Mylllumina&k Y& By b R—kR—D D 1FEHRZE CHEREIZS
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http://www.illuminakk.co.jp/applications/sequencing.ilmn
http://www.illuminakk.co.jp/events/webinar_japan/support_webinar.ilmn
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AT CAT TANGAT TAC TTGAT CLACT QAT T CAACT TAL COTAACGAAG GTAT CAAT TOAGACTAMTATTAAL GTACCATIAANGAGC TACT G TOC AL GACOAAAA AT GATAACAG TAACACACTTETATTAACC TTAAGC GAA LG TATCATTAAGATTACTTGATC
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