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Introduction to Oligonucleotides (Oligos)

MiRNA microRNA (~ 22 nt) with partial complementarity to mRNA that inhibits translation

SiRNA 20 — 24 bp dsRNA forms part of RISC complex that results in slicing of mMRNA (complementary)
ASO Allele-specific, 15 — 20 nt

Aptamer 20— 80 nt, ss

CRISPR/Cas9 gRNA ~ 100 nt

asRNA Short (< 200 nt) or Long (> 200 nt), antisense ss complementary to mRNA

MRNA ~ 800-4500 nt
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Manufacturing Challenges Associated with Synthetic Oligos
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Shortmers (N-1) —
oligonucleotides missing
one or more nucleotides

The manufacturing
batch consists of both
the target and failed
closely related
seqguences

Imperfections in the »
manufacturing process
leads to the formation

of the impuirities. Oligos with incomplete

deprotections (benzoyl,
isobutyryl, cyanoethyl,
etc.

Biotechnol J. 2020 Aug;15(8):€1900226. doi: 10.1002/biot.201900226. Epub 2020 May 4.

Longmers (N+1) —
oligonucleotides that
Include more than the
intended number of

nucleotides

Other product related
species from events
including depurination,
depyrimidation,
oxidation, PS to PO,
and nuclease
degradation




You are asked to characterize a handful of synthetic oligos for purity

and confirm that the nucleotides are in the correct order.

What do you do?

Agilent



Appropriate Agilent LCMS Hardware for Characterizing Oligos

BioLC i il 6230 LC/TOF 6545XT AdvanceBio LC/QTOF

Oligo impurity analysis Oligo impurity and sequencing analysis

» BioLC mitigates bio-oxidation and non-specific binding of oligos throughout flow-path
« TOF/QTOF single-click tuning for all synthetic oligo types
« 5 orders of in-spectra dynamic range making it possible to see very low abundance impurities, even when they coelute

« Constant MS resolution, even when running fast chromatography

Agilent



Oligo Target Plus Impurities (TPI) Workflow

Select Match
Impurities Features
to look for to TPI list

Acquire Define

MS1 Data Sequence(s)

Find by formula (FBF) for targeted impurity analysis looks
for defined impurities.

Maximum Entropy Deconvolution for untargeted impurity
analysis finds all peaks and matches against impurity list.

Color-coded purity results — by height or area.

Please referto Agilent applicationnote 5994-4817EN

|4 Method Editor: Workdlow and Sequences.

&R 90 (B RunMethod Workflow =

- Method Automation
Wil and Segusnces
orkfiow: I|L‘||-w..-:lmm w I
Confirmation Ophors
Agditional Cheamatograms Experiment Torget Pus ingustion: w
Feparts Seguences/Masses: |“1ES RMA
Export Mods and Profiles: |11 WaterLoss
+ Intact Protein Matching Rules: | Debetion (1150 (1)
=+ Profein Digest
Matching Rules x
+ Released Glycans
Phat Include  Name Maximum allowed
‘DEgonudectides - Target rithes

* - 5-Truncation without linker
= - Sequence [0 |5-Truncation with linker

[0 |3-Truncation without linker
+ M% Extraction [0 | 3-Truncation with linker

Deletion 1

Split 1

e

- Method Automation
‘Waorkflow and Sequences
Confirmation Options
Additional Chromatograms
Reports

Export

+ Intact Protein

+ Protein Digest

+ Released Glycans

+ Oligonucleotides - Target Plus Impurities

+ Olig il -5 ‘Confir ion
+ MS Extraction

+ Export

Intact Protein  Protein Digest  Oligonuclectides

Target Plus Impurities

Purity corfimation

Oligonuclectide target is confirmed when 5=
purity iz

Cligonuclectide target is partially 5=

confirmed when purity is

For Maximum Entropy Oligo Deconvolution (®) Height
use the following for confirmation status:
() Area
Waorldflow transition
Run Find by Run Find by Oligonuclectide
Formula Deconvelution

Agilent




Example TPl Experiment Data from Targeted FBF Analysis

x107 ) Target

76 Overlaid compound chromatograms ) ) , o o

2.24

2.0 . .
18] « Manylow abundance truncations were chromatographically
£ 16 :
1 separated and undetectable in TIC.
2 .
o 1.24

1.0

0.8 « Excellent mass accuracy (average < 1 ppm)

0.6

0.44

0.%- 5 2 , S AT « Reproducible relative quantfrom 12 replicates

05 10 15 20 25 30 35 40 45 50 55 6.0
Acquisition time (min)
Avg Mass Avg %
Impurity | Oligo RT Calculated Measured Accuracy Quant RSD
Peak Length | (min) Mono Mass Mass (ppm)(n=12) | (n=12) | StdDev | (%) Sequence
1 20-21 | 0321 555.1479 5551486 1.21 0.57 001 | 239 | TpA 60
2 10-21 | 0354 | 8591930 859.1950 1.00 0.89 002 | 176 | TpTpA
3 18-21 | 0371 1,148.2403 1,148.2410 0.81 1.28 0.02 144 | coTpTpa 50 Re'atlve quantltatlon Of 20 truncation
4 17-21 | 0.604 | 14612979 | 14612978 015 0.53 001 | 118 | ApCpTpTpA . .. . .. .
5 16-21 | 0920 | 17653439 | 1,765.3442 0.57 072 001 | 172 | TpApCpTpTPA |mpur|t|e5 from 12 repllcate |nJeCt|0nS
6 15-21 | 1386 | 20943964 | 20943969 065 186 001 | 066 | GpTPAPCHTRTPA 40
7 14-21 | 2018 | 23984425 | 23984438 0.69 261 004 | 091 | TpGpTPAPCHTPTPA <
8 18-21 | 2500 | 2687.4889 | 2,687.4916 073 198 0.04 | 072 | CpTRGPTPAPCRTRTRA < 30
9 12-21 | 3199 | 30005465 | 30005483 033 214 002 | 075 || ApCpTpGPTPAPCPTPTPA b
10 11-21 | 3531 | 33045025 | 33045928 0.04 123 001 | 1.05 | TpAPCPTPGRTPARCPTPTPA g
1 10-21 | 3.698 | 36336450 | 3633.6453 021 255 002 | 093 | GpTPAPCPTPGRTPAPCPTPTPA o 20
12 9-21 | 3964 | 39376911 | 3937.6029 015 245 002 | 076 | TpGPTPAPCPTPGPTPAPCHTPTPA
13 8-21 | 4213 | 4241.7371 | 42417380 0.47 3.97 0.03 | 0.70 | TpTpGPTpAPCPTRGPTPAPCHTRTPA 10
14 7-21 | 4430 | 45547047 | 4,554.7073 0.33 1.49 0.01 | 097 | ApTpTpGpTpARCRTRGRTRARCPTRTPA
15 6-21 | 4430 | 48838472 | 48838468 ~0.23 174 001 | 085 | GpAPTPTPGPTPAPCPTPGPTPAPCPTPTPA
- - e N o = W . I B = B N . m B B =W . [ |

16 5-21 | 4513 | 51728936 | 5172.8945 005 191 002 | 080 | CpGpAPTPTPGRTPAPCPTPGPTPAPCPTPTPA . 0 NN N N AN N AN N N AN AN N AN AN NN AN NS
17 4-21 | 4696 | 54769396 | 5476.9458 122 181 001 | 079 | TpCpGPAPTPTPGPTPAPCHTRGRTPAPCPTPTPA Qﬁ/ qﬂ/ Q)'q/ /\ﬂ/ (oﬂ/ %Q/ Vﬂ/ 05"1/ q/ﬂ/ .\ﬂ’ Qﬂ/ O)Q/ q)ﬂ/ /\ﬂ/ ‘Oﬂ/ (3,"1/ b(r'[/ (bﬂ/ q/ﬂ/ &
18 3-21 | 4729 | 58059921 5,806.0001 1.51 4.04 004 | 099 | GPTRCPGPAPTOTRGRTPAPCPTPGPTPAPCHTRTPA AN N NN NT AT A A AN r{,\
19 2-21 | 4812 | 61190498 | 6119.0490 -0.32 275 005 | 1.92 | ApGpTHCPGRARTRTRGRTRARCPTRGPTRAPCPTRTPA .
Target 21-mer | 4.879 6,408.0961 6,408.1044 1.29 58.49 0.20 0.34 CpApGpTpCpGpApTPTPGpTPAPCPTPGPTPAPCPpTPTPA Ol | go |ength




%10% Tanget (40mer)
18 » Untargeted analysis revealed many low-level and co-
17 eluting impurities
1.6 1 . . . . Oligo RT Measured
« “5’-Truncation with linker” matching rules matched all length | (min) | Mass | %Quant Sequence
1.5
a| | OWGd ( 1 5) re pe ats 16-40 5.861 7,699.0915 2.08 AGCAATGAATCGAGTCGAGATCCAT
1 .-1 | 15-40 5.878 7,988.2299 2.26 CAGCAATGAATCGAGTCGAGATCCAT
. . ) 14-40 5.994 8,301.3760 1.24 ACAGCAATGAATCGAGTCGAGATCCAT
1.31 « Other peaks were subsequently identified using 13-40 | 5990 | 8631040 | 135 | GACAGCAATGAATCGAGTCGAGATCCAT
1.2 - additional matching rules and modification possibilities 12-40 | 6048 | 89350245 | 160 | TGACAGCAATGAATCGAGTCGAGATCCAT
11 11-40 6.073 9,263.8039 2.39 GTGACAGCAATGAATCGAGTCGAGATCCAT
’ . 10-40 6.148 9,577.3536 2.54 AGTGACAGCAATGAATCGAGTCGAGATCCAT
w0 Matching Rules x
‘i 1. E b 9-40 6.193 9,891.1191 0.94 AAGTGACAGCAATGAATCGAGTCGAGATCCAT
S E'] | Include  Name Maximum allowed 8-40 6.185 10,179.5068 1.18 CAAGTGACAGCAATGAATCGAGTCGAGATCCAT
E E D 5 Truncation without linker 7-40 6.214 10,468.9206 2.36 CCAAGTGACAGCAATGAATCGAGTCGAGATCCAT
. S Truncation with linker 1 H 6-40 6.289 10,782.0017 1.08 ACCAAGTGACAGCAATGAATCGAGTCGAGATCCAT
E;‘ i |:| - Truncation without linker 5-40 6.276 11,111.0793 2.03 GACCAAGTGACAGCAATGAATCGAGTCGAGATCCAT
E 6| I:l T Truncation with linker 4-40 6.280 11,400.2121 2.82 CGACCAAGTGACAGCAATGAATCGAGTCGAGATCCAT
. D Deletion 3-40 6.334 11,712.5835 0.65 ACGACCAAGTGACAGCAATGAATCGAGTCGAGATCCAT
I]E. - D Spli‘t 2-40 6.339 12,002.3602 2.68 CACGACCAAGTGACAGCAATGAATCGAGTCGAGATCCAT
E 4 Target 6.384 12,292.1749 72.80 CCACGACCAAGTGACAGCAATGAATCGAGTCGAGATCCAT
' [ OK ][ Cancel |
0.3
0.2 2-40
: 9-40 B- 40 6-40 3-40 L
0.1 11-40 10-40 4‘ 11‘ 7-40 .L 5-40 4-40 i
E - .-Ir"'h.l.n.!- A -'\_nﬂuj i LY L\.n-\.J-\_rl\...-l- JLWMWWW o W SEPE B P "‘-\.u—"\_lk‘-l'“ﬁ_h—'l ! "\-lll“'ll-l'\—\_u.u\.rlﬂ-\.

9,000 9250 9,500 9750 10000 10250 10500 10,750 11,000 11250 11500 11750 12000 12250 12,500

Deconvoluted mass (amu)




How do you really know the oligo sequences are correct?
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Sequencing Workflow in MassHunter BioConfirm 12.0

Acquire Define Match features

MS/MS to predicted

Sequence(s)

Data fragments

Sequencing results are displayed using a fragment confirmation ladder

Dots indicate found fragments

W Dot position indicates fragment type (d, c, b, etc)

Dot color indicates number of times that fragment was found (e.g. from different files or charge states)
B » Dark blue means found 2+ times
 Any other color indicates file from which the fragment was found once

Open dots indicate fragment(s) selected for view in MSMS spectrum

Please referto Agilent applicationnote 5994-5071EN
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Sequence Data for Isomeric Oligos
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Sequence Data for Isomeric Oligos

x103
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Biomolecule 5: 1-5 DNA-21mer: -ESI Product lon (rt: 5.634, 5.651, 5.667 min, 3 scans) Frag=175.0V (800.3849, 914.8688 -> **) 112321_Oligo_21mer_2.5ug_MSMS_02.d
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What if you need to confirm the sequence of an impurity identified from the TPl workflow?




Identification of Truncation Impurities

x10 7 Target (21mer)
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6
4,
2
02 04 06 08 1 12 14 16 1.8 2 22 21400%1%3 %?Acguisf?ign ﬁ}ﬁe gn%elsn)sls 4 42 44 46 48 5 52 54 56 58 6
x10 5 e A AN AV I N N NP R R RN
: W SJ;rT (o ;rA T TIG TIFA Cc T G TrA C TrTT‘{AJT
g B
0.4 J WJ 7 hﬂ B?Z N 7-B 2- 1- B"
0.21 Yy, a,- . T . L
oL L. \ ||| L \I.AL.. . Hl ..ILL......x..A...LlLAL.L..i L.MMJ‘@LMJ_[L 11._._& s J 8 _, 3B 2 ) a,B
x10 3 | E{/////////%/f AT A
y d - o L3 G T cC G A T T G T A C T|G T A C T T A 3
9'N-1(2-21) 4 Wz- W SEEELS SIS A S S S S
) l L A\[ mmm ]7
3- | Y. B" 1- 1-
O.Ihl...... Ll.u..l..k/h..l. " l | .Juh.luu....h.lllh et kL ) su.lu RN DT ......a._a:.B.w L a.
o . | ENAAARE AR AR AR A A
5"N-2 (3-21) " S ELEELS SRS A
2 l Wh[- a,-B - y a B"
0..-.|.~.;. ) h ..1...1..hl.I.|LJ ._..lﬁ‘ ll u...“ILMLu Jhn.Ahu ud LALI.. L . th e X 1 bk e N a e-B "

300 400 500 600 700 800 900 1000 lﬁbo &ﬁbo 33?0 1400 1500 1600 1700 1800 1900 2000
Counts vs. Mass-to-Charge (m/z




You were successful in profiling the impurities of the oligos and confirming the sequence!

Your success brings more requests — this time on more complex samples.

ASO

[S2MOErT/*i2MOErC/*/i2MOErA/*i2MOErC/*i2MOErT/*i2MOErT/*i2MOErT/*/i2MOErC/*[i2MOErA/*i2MOErT/*/i2MO
ErA/*[i2MOErA/*[i2MOErT/*[i2MOErG/*i2MOErC/*i2MOErT/*12MOErG/*/32MOErG/

Aptamer
[52FC/ImGMGrArA/i2FU/[12FC/ImMAMG/i2FU/mMGmAmMA/i2FU/mG/i2FC/
[12FU/12FU/mMA/I2FU/MA/I2FC/mA/iI2FU/12FC/12FC/mG/3Invd T/

You’re wondering if these samples will also work

and if they will be harder to characterize.




m/z vs. Optimal Collision Energy

22mer - Mix of Partially 36mer - Mix of Fluoro, methoxy,
%0 Thioated, fluoro and methoxy, internal hydrocarbon moiety
Hydrocarbon linker

23mer - Mix of methoxy, fluoro, deoxy,
22mer - Mix of open sugar ring RNA, hydrocarbon on

25 fluoro & methoxy RINA 21mer - Mix of Partially Thioated,
fluoro and methoxy

17mer - Fully PS, mix of constrained RNA,
deoxy, methyl deoxy, hydrocarbon linker,

>
% hydrocarbon moiety
c 20
m .
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= deoxy //
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g 15 //
= ) |
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100+
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Sequence Data for Heavily Modified ASO run by IPRP LCMS

x104
481 ¥
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47
4
3.8
364
34 100% coverage from 1 injection (no optimization)
324
3
2.84 .
26 i
24 ~ein O
221 MS/MS Spectrum A
21 e
1.8 E
1.6+ . U_
144 e
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1 e =
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Sequence Data for Modified Aptamer run by HILIC LCMS

A

100% coverage from 1 injection (no optimization)

MS/MS Spectrum ¢

a -B?%
5

e" a 'B 1-
= B 5

2 \ D=
ARTE

600 800 900 1000 1100 1200 1300 1400 1500 1600
Counts vs. Mass-to-Charge (m/z)




What if you work with longer synthetic oligos and can’t digest them?
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Sequence Data for a Long (100mer) Synthetic Oligo

o 5 /l' //’ //’ //’ //’ // ‘// ’l’ //’ //’ // ‘//’ // /l' //’ ‘// ‘// ,/ ‘,/’ ,/ /l y ( )'l // // //’ ‘./ // // // .’l' //’ //’ ‘//
MSSpeCtrum 5 C A G c e A T Al Gl clale c 6 A T A Gl clale c 6 A T AlGe clalalT
" - o s y S A A
.-f.-“.-"o.-"o.-".-"..-".f'..-‘.-"..-'ao »"..-' AL LSS »"'..-‘.-‘#.-‘.-' SIS
0.8 |
;S «’ ." 4 / / .:’/ / .’ / .’ v .c’ / «’ Ve .c’..c’/.r".c’ .’. / .c" 4 ." LS /’..’.."/."
06 1 cl G| A AGCAGTCGATAGCAGTCGATAGCAGTCGATA
» J J Iy » ), IV J » J »
oa | .‘ﬁ'/‘.‘)‘,,i p‘.,-' £l ,dp,-',v..,d Py ,-r V> o P e , S A ‘/p‘/ /p‘/,v Y /’.x‘ VAV
1 m P A A AN A A G A A A A e
o N \Al’l'\_LLA“ GCAGTCGATAGCAGTCGATAGCAGTCGATAGS‘
750 1000 1250 erzo‘s& Mass.fiharge (:10/02{‘: 2250 2500 2750 /,‘ /,lf ',,’ ‘/,d , Py ;/ // .‘/ , ~ .‘,0 ’,J’ ’,lf ./,’ .// ‘/’ s /‘/ " /S i // // , Py J "/ , o ) s /,r // ) Py
x10 4
4. 100% coverage from 9 injections
35 MS/MS Spectrum (triplicates on 3 different charge states)
34
2.5
2
1.5 2
w ! W,
15 o W a -B%
4 \NVV83 14 ;
0.5 | w 2 i3 13- 8 29k B-Hh . 1 [¢f - a _-B "
C1Tl1l 3 L ‘_ﬁ "“r,l‘ “4 '! :",' é,l C 6
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Compliance-Ready LCMS

White Paper

- Agilent

Trusted Answers

MassHunter offers technical controls for customers to meet the
requirements of 21 CFR Part 11 compliance

Support for Title 21 CFR Part 11
and Annex 11 Compliance:
Agilent MassHunter for LC/TOF and

Agilent also has offerings for Data integrity, Instrument qualification,
Computer system validation, consulting, and Validation starter kits

|2 Method Editor: Workflow and Seguences ® /% Sample Ch togram Result: LC/Q_TOF SyStemS
@2 EE 9-®- O RunMethod Workflow - et Q3 Mz v U
= Method Automation | ~ x102 +ESITIC Scan Nist mAb Intact02.d
- 141 112 2028
Waorkflow and Sequences \workdflow: | Intact Protein ~ | - Biom ule 1 )
Overview
Confirmation Options Condition: | non‘educed ~ | 05
Additional Ch " L — US FDA Part 11 in Title 21 of the Code of Federal Regulations (CFR), and its EU
HenaTEamaegrams © | Sl - - . - log, Eudralex Chapter 4, Annex 11, describe th i ts for electroni
Results Audit Trail: /Demo_Project/Data/Nist mAb Intact02.d (Number of entries: 10) » analog, cudralex Gnaptler 4, Annex 11, describe the requirements ror electronic
Reports Mods and Prafiles: records and electronic signatures for regulated pharmaceutical organizations.
Export ' From | 3/8/2021 To | 3M0/2021 Y | Find O Y aDree T Released in 1997, 21 CFR Part 11 has been enforced since 1999. The intent of these
Disulfide links: guidelines is to ensure that all appropriate electronic records are attributable, legible,
Intact Protein L Name Date Descrintion Bty . contemporaneous, ariginal, accurate, and maintained with integrity.
up Uy Up
R BioConfirm Analyst (BC_Analyst) 2021-03-10-10-53-46-08-00 Saved results. Save results This white paper is a resource for users of Agilent MassHunter Workstation
BioConfirm Analyst (BC_Analysl) 2021-03-10-10:53-13-08:00  Run Intact Protein Workdl R results Plus or MassHunter Networked Workstation for TOF and Q-TOF LC/MS systems
. . iy . o ) . o S revision 11.0 or higher whose organizations must comply with these regulations.
@ Sample Table: Nist mAb Intact02d ||§ Method EditorWorkflow ar BioConfirm Reviewer (BC_Reviewer) 2021-03-10-10:43:55-08:00 Saved reviewed audit trail. Budit trail review MassHunter Warkstation Plus and MassHunter Networked Workstation consists of
BioConfirm Reviewer (BC_Reviewer) 2021-03-10-10:43:55-05:00 Reviewed by BioConfirm Reviewer (BC_Reviewer). Audit trail review -

]| Biomolecule M5 Spectrum

et QB Lo

> oW E L 4

%103
LE

04

Biomolecule 1: +ES| Scan Frag=400.0V Nist mab Intact02.d |

n

x103

D—,—'_i“ .

Biomelecule 1: +ES| Scan (rt: 1.792-1.925 min, 9 scans) Frag

i

500

T T -
1500 2000 2500

Counts vs. Mass-to-Chy

BioConfirm Analyst (BC_Analyst)
BioConfirm Analyst (BC_Analyst)

(admin)
(admin)
(admin)

(admin)

2021-03-09-13:39:58-08:00
2021-03-09-13:31:38-08:00
2021-03-09-06:25:21-08:00
2021-03-03-06:25:21-08:00
2021-03-08-14:56:02-08:00
2021-03-08-12:53:23-08:00

Saved results.

Run Intact Protein Workflow.

Saved reviewed audit trail.

Reviewed by (admin).

Saved results.

Fun Intact Pratein Wordlow.

Save results
Reprocess results
Audit trail review
Budit trail review
Save results

Reprocess results

Review

- MassHunter Acquisition for TOF and Q-TOF LC/MS systems 11.0 controls and
acquires data from Agilent's Time of Flight (TOF) or Quadrupele Time of Flight
(Q-TOF) LC/MS systemns. )

— MassHunter Quantitative Analysis 11.0 which is used to quantitatively
analysis samples.

— MassHunter BioCenfirm 11.0 which is used to characterize proteins and peptides )
from bio-pharmaceutical sources. This software is an additional option and may
or may not be installed.

J

— OpenLab ECM XT 2.5 or higher which is used for content management and
data integrity.

Please alsoreferto Agilenttech note 5994-3546EN

- Agilent




What if you have a large number of oligos to run each week?
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Fast LC using Dual Needles with Smart Overlap and a Guard Column

HPLC: Agilent 1290 Infinity Il Binary pump, Multi-sampler with Dual Needles

LC Conditions

Column AdvanceBio Oligo UHPLC Guard column, 1.7 um, 2.1 x 5mm pn: 821725-921
Column temperature room temperature \
Injection volume 1L \
Smart Overlap Enabled, alternating needle \
Autosampler temp 4°C \
Needle wash MeOH:Water 50:50 \
Mobile phase A =15 mM TEA and 400 mM HFIP in water
P B = MeOH
Flow rate 1.00 mL/min
Gradient program Time (min) Time (sec) B (%)
0.00 0.00 20
0.03 1.80 20
0.24 14.4 50
0.25 15.0 100
0.30 18.0 100
0.31 18.6 20
0.59 35.0 20
Stop time 0.60 min
Post time 0.00 min ~40 seconds per Sample,

over 2,000 samples a day Please refer to Agilent application note 5994-3753




High-throughput MS by RapidFire

Ultrafast autosampler & online solid phase extraction (SPE) system
* No chromatography .. high-throughput desalter
« Couplesdirectly to mass spec (just like an LC)

Made to handle large sample sets

 Canrunupto 90 x 1536-well plates (=138,240 samples) without intervention
* Has temperature-controlled sample storage unit

» Integrated plate handler and bar code scanner

* Platescan be heatsealed

» SPE cartridges are good for thousands of injections each

* 12 cartridge changer with automatic switching features

Made to go fast
* Multiple pumps and valves to switch instantly from desalt to elute conditions
* MS acquisitionis constant through sample set

IPRP or HILIC methods available ~15 seconds per sample,

over 5,000 samples

Please referto Agilent applicationnotes 5994-3753 and 5994-4945

Automated cartridge changer

Temperature controlled
sample storage

RapidFire
400

a day




TPl — Automated DA in BioConfirm and Review In BIoMS Reviewer
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Summary

The high-resolution 6230 LC/T OF combined with BioConfirm 12.0 provides rich TPI results using multiple
data mining techniques including Find-by-formula (targeted) and Maximum Entropy Deconvolution
(untargeted).

The high-resolution 6545XT AdvanceBio LC/Q-TOF combined with BioConfirm 12.0 provides maximal
performance and capabilities, supporting both TPland oligo sequencing workflows.

Agilent supports both ion-pair reverse-phase and HILIC (non-ion-pairing) oligo methods on canonical,
heavily modified, and long synthetic samples.

Multiple high-throughput options for TPI are supported including Fast LC and RapidFire HRAM MS.

Data analysis is automated in BioConfirm12.0 and data review is streamlined by the BioMS Reviewer
software.
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