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2 |40 0.0462 0.8 1.7195 26 70 a4 13.85
3 92 0.0019 0.0 0.0335 a7 97 91 1.25
4 335 0.7523 125 43571 130 336 284 13.66
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5 5 |[158 705178 |12 1397.0143 RMA Quality Number
6 | 1175 13500 |22 35.3089 a1
7 |[1584 166.7873 | 266 3300074
Advanced Settings
Peak Table (RNA (Eukaryote) Mode)
TEITESID1: . <ol Total RNA 2
Cancel

Set As Lower Marker

u Set As Upper Marker

Add Peak

Split Peak

Merge Peaks

Delete Peak

Mowe Peak Start/End Points

1 g

. : o o Copy Image to Clipboard
e oy Rl » Export Data to Clipboard
- Export Data to Excel

TL 2 k07075 L (RNA (Eukaryote) Mode) cpizs |
Set As 285
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MRNA7V vt 1

MRNAZ w1 TH > 7ILERBIE LI5S, total RNADEAEZRT %
RNA Contaminationh‘Peak Tablelc R INE T,
rRNARRE—IDHERITRIRIINET, GIZUVIDSEBEEZETE
9, [ PeakTable | 3

Size (nt) ng/ul % (Conc.) | nmole/L ﬂ mRNA Property Summary
1 | 15 (M) :0‘0239 .43022 %rRNA Contamination
2 |18 00330 [13 08677
3 188 00%0 |21 11693 196
4 |18 00230 |09 0.4062
5 | 231 [00149 |05 | 02009
6 1360 lo0s63 21 l04870
Peak Table (MRNA Mode)
Cancel
- h? Set As Lower Marker
- { \ o Set As Upper Marker
= a : Add Peak
- N . Split Peak
o | v/ N Merge Peaks
- S \ Delete Peak
= J{ P o Move Peak Start/End Points
' L # Copy Image to Clipboard
Export Data to Clipboard
Export Data to Excel
ILZbbO7zAY7 7L (MRNAMode) [
Set As 185
Set As 285

Small RNAY vt 1

Small RNA7 vt TldmicroRNA. small RNADERE - BIGHBEEITELIN
Peak TableilRRINE T, TNZNOREEHD Y 1 XEEH (XPeak Table s D
Set Individual Parameters #¢ Msmall RNA Region? 7 TEETZX £ 9,

F

Peak Table %

Size (nt) ng/ul % (Conc) | nmole/L | & | small RNA Summary

1 1am 0.0646 134.7919 ———
2 |53 00592 | 160 34249 5
3 |67 02264 | 610 10,5109 :
4 | 100 00304 | 106 11263 smallRNA (pg/uL)
5 132 00460 | 124 10792 456.9
micreRNA (pg/ul)
602
TIC: 03710 | ng/uL
Peak Table (Small RNA Mode)
Peak Analysis Marker Analysis ~ Quantification  Smear Analysis Flag
small RNA Region Advanced Flag Inclusion Region Advanced Settings

Small RMA Size Region

Min. (nt) Max. miRNA (nt) Max. Small RNA (nt)
10 z 40 z 200 z
Applyto Al Apply to Selected
5% EEH
5% 7E IE|
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T—R%EHNTB

LR— b+ DIER

XZa—/\— 0)F|Ie>Generate Reportiﬁ_ FHB7ra>D ! ZEIR L.
HALEWEBZERLE Y. LA— MNMIPDFEXTIERSNE T,

= Generate PDF X
@®Run Summary @Pesk Table = @Electropherograms
(®Method Detail (®)Traces Summary (®)Gellmage [ Sample Name
[ %-Asis Size Scale
Flag Analysis (®5Smear Analysis (@ Calibration Curve
Advanced Flag @®GON Summary

Sample Option

All Samples Selected Samples

Show Integration Parameters Infermation Show Annotation

Logo

| |
2 Generate PDF Report

HET—% - BROWES

X Z a—/\—ODFile>Export DataX 7z ISHBE 7> D @ ZEIR L.
HAOLEWER - ERXZBRLET, BET—FZCSVERAT. ER
T—RIEERLIE T+ —< Y FMERATHASTNE T,

= Bxport Data X
Sample Option
All Samples Selected Samples
(o]
@® Export All
. Standard Altemate o
@ Peak Table & (e} ® @ Quality Table
@ Smear Analysis Table
Standard Altemate

Flag Criteria Analysis Table @)

Advanced Flag Criteria Table

(® Electropherogram - Exports as csv File

File Export Option for electropherogram X Axis Scale Option
Single File Separated Files Size Scale Time Scale

® Size Calibration Data

®Gel []Sample Name

Image Format For Electropherogram and Gel

BMP IPEG PNG Show Annotation  Export File Path
@® @] (@] O CA\P...\Yeast Extractions 165Kb Fast F1210217-27-23 ||
e
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Batch Processing

BEER I 7LD T—32 « LIKR—bHAOE—ELTITSZENTEED,

—

X Z a1 —/\—®DBatch Processing > Batch Data ProcessZZEIRL £ 9,
2. Folder Selection® 57 —2HNEITWEWIT LA EZFERLE T,
7 A IARDT—AESelected Datalc ) X MEINLE T,
3. HAOLIWIEBZ&ERLEY
4. HOEDT7 A NAZFERLE T,
EROBE. T—RBELT7 A NAICHAINE T,
5. Startz#EIRL 9,

% Batch Data Processing

H 5%
~
Folder Selection 7 7 ’r )l/ OJJCE\*R Export Path (If empty, uses data path)

% CAPROSize 3.0\Demo\Femto Pulse =l g =]
Selected Data

CA\PROSize 3.00Demoh Femto Pulse\FP-1201 US RNAVFP-1201 Universl Mouse Ref Total RNA Dilution Series\2017 05 01 17H 16M.raw [
CAAPROSize 3.0\Demo\Femto Pulse\FP-1201 US RMA\FP-1201 Mouse mRNA Dilution Series\2017 0105 16H 18M.raw — =
CA\PROSize 3.0\Demo\Femto Pulse\FP-1101 US NGS\Smear diluti 012017 0121 15H 49M.raw

CA\PROSize 3.0\Demo\Femto Pulsé\FP-1101 US NGSA300 b dilution series 21-30-3112016 10 13 21H 30M.raw Peak Table (Standard Format)
CA\PROSize 3.0\Demo\Femto Pulse\FP-1003 55 Kb BAC\17-54-18\2018 1005 17H 54M.raw Pesk Table (Altcmate Format]
CA\PROSize 3.0\Demo\Femto Pulse\FP-1002 gDNA 165 kb\Vesst Extractions 165Kb Fast F12102 17-27-2342018 08 04 17H 27M.raw
C:\PROSize 3.0\Demo\Femto Pulse\FP-1002 gDNA 165 kb\Vesst Extractions 165Kb EXT F12102 12-41-35\2018 02 04 12H 41M.raw Smear Analysis Table

Flog Criteria Analysis Table (Standard Format]

Flag Criteria Analysis Table (Altemate Format)
[Advanced Flag Criteria Table

H7JIEE DR

v start Y7 it (@

ET—2DHN

T—RICEAL TEMICBBUVWEhE W RCEBIC, EAEBEVWT I
CTVWET, REHDOT—RXZTHE. >( - :L — /N\—DHelp>zip opened data file
TREINDzZip7 AIILEAZRAG L. Fe7 FLRICEED TV

HmiICEAT 3 E[VWaHE

Tel: 0120-477-111. Mail: email_japan@agilent.com
Bah - A—ILRAMERE (£, B, SIEH. 5/1%FR<)
9:00~12:00. 13 :00~17 : 00

3% Agilent
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