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Time [min] Flow [mL/min] B.Conc [%]
0.50 0.3000 5.0
4.00 0.3000 50.0
4.50 0.3000 95.0
6.00 0.3000 95.0
6.10 0.3000 5.0
8.00 0.3000 5.0
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BN, 55psi,
BFREE: 600C,

RWES: 7psi,

BES. 55psi,
SHX: 35psi,
BFRBEE: -4500V,
KFREE: -100Vo
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Molecule Profiler:

Molecule ProfilerSCIEXATFIZEHR A, ERET
OSHMHA, SostREER, EBAER—8REFTEMRIET A
REE. FUEHUERE. OGNEIEN R ILROGNE RN, REH
B, 2R HNEEXENSTES.
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Compound Information  [SeeaRGHUBAHE

[Chemical tormula: | C216H278F4N780142P20
potary: Postive (@) Negative
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| EX 5653300

Peak Finding Strategy

Use this alqorithm:
TOF MS

Biotransformations

BahEris80Z MBI

/| Predicted metaboltes Biotransformations
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REFHRLED B

RUO-MKT-02-14051-ZH-A

W/ Generic peak finding

W/ Apply charge state filter

TOF MSMS

Use this set: Oligonucleotide Comprehensive
pictransformations selected: 84
Mass shift

Phosphorylation « Depyrmidination of S-Methyicylosie

 Allspecified ions
Atteast (1] ions

Al specified losses
o Attest [l losses

Phosphorylstion + Depyrimidination of T

[E3. Molecule Profiler /7 /A 4548 51

Description
79.9663 RH 1o RHK2PO3

-37.0776 +Phosphorylston -Adenine
~53.0725 +Phosphorylaton - Guanine
~27.0820 +Phosghoryleton -5 Methyicytosie
13,0884 +Phosphoryistion -Cytosine
28,0651 +Phosgphorylstion -Thymine
~14.0504 +Phosphorylation Uract

-55.0632 +Phosghorylation -Adenine - H20
~31.0770 +Phosphorylation -Cytosie -H20
71,0831 +Phosphorylation -Guanine - K20
46,0767 +Phosphorylation -Thymine -H20
~32.0610 +Phosghorylstion -Uridne -H20
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Oligo List

This tab lists oligo residues and terminal groups (not intact).

User Defined Symbol Type Total Compositio Mono. Mass  Name Base & Linker Sugar Core 3 Linker Phosphate Core  Terminus Linker Terminus Moiety s
ew
1AminoCEACs DA CIGHZENSOTP  457.17284  Amino-Modifler CG dC, Phosphate C13H20N502 ) CEHTO ) HPOZ
IAminoCEAGY DA CIEH2ENTOSPS  450.14538  Amino-Modifier C6 dG, Phosphorothioate C1IH1ENTO o cEHTO o HPSD
IAminoCBAG/ DA CIEHZENTOSP  443.18822  Amino-Modifier CF 4G, Phosphate CHHIBNTO o CEHTO o HPOZ
1AMINGCBAT™ Dhas CIBHZTN4OTPS 47413381  Amin-Modifier C6 T, Phosphorothioate C13H191403 o csH70 0 HPSO E
IAminoCEAT DA CIBHZTNAOSP  4SB.15685  Amino-Modifier CF dT, Phosphate C13H19N203 0 CSHTO 0 HPOZ
IaT(aga)" Other Residue C23HIONIOTPS 52315421 Amino-LNA_Thymine-ads, Phasphorot. . CSHSN202 o C18H24N02 o HPSO _
JaT(ada)y Other Residue C23HION308P 50717705 Aming-LNA_Thymine-ada, Phosphate  CSHSN202 0 C18H24N02 o HPOZ
IaTighyyy Other Residue CIHITHOTPS 40405556  Amina-LNA_Thymine-gly, Phosphorol... CSHSN202 o CEH11N202 o HPSD m
IaT(ghyl Other Residue CISHITNOS 3880784 Aming-LNA_Thymine-gly, Phosphale  CSHSN202 ) CEHIINZOZ ) HPOZ
X
Tyt Other Residue C2BH24NIOGPS 611124 Amino-LNA_Thymine-pyr, Phosphorot .. CSHSNZ02 o CZ3H18H0 0 HPSO
IaT(pyry Other Residue CIBHZ4NIOTP  545.13519  Amino-LNA_Thymine-pyr, Phosphate  CSHSNZDZ o CZIM1END o HPOZ
ot/ Other Residue CI7HIONIOSPSZ 45113645  Bimn, cr o 0 HPSO
Bty Other Residue CITHION3OPS 43515929  Biotin, Phosphate CITHZIN30ZS O 0 HPOZ
BiotnaT Dhar C28H41NBO9PS2  TOOD.2141 Botn-aT, C o CsH70 o HPSO
[BiotingT/ D C2BH4TNBOIOPS  684.23425 Biotin-dT, Phosphate C23H33N605S o CSHIO o HPOZ
/BiotTEG" Other Residue C22H4ON3O9PSZ 5E5.19435  BRbnTEG, Phosphorothioste C2HINI0ES O 0 HPSD
[BiotinTEG/ Other Residue CZH4ONIOIO0PS 5692172 BitnTEG, Phosphate CZHWNI0ES O o HPOZ
ICarboxydT™ Dia® CI2HIINZ08PS 37601302 Carboxy<dT, Phasphorothioate CTHSNZ04 o csHTO o HPSO
ICarboxydT! DA CIZHIINZO9  3B0.03SBT  Carboxy-dT, Phosphate CTHSNZO4 0 CSHTO ] HPOZ
ICholesterylTEGY  Other Residue CAHTUNOSPS 77145089  Cholestery-TEG, Phosghorothioate  CAQHGINOS o 0 HPSO
ICholesterylTEG/  Other Residue CAOHTONO10P 75547373 Cholesteryl-TEG, Phosphate C40HEINOB 0 0 HPOZ v
5 - =+ 75y ) 75y hy = = =\ A yind
4. Molecule ProfilerX #300 % FiZ HRR AKX MIZEHREW, RN B EXIZHRIE
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Assigned: 138 of 7150 peaks, MSMS Peak Area Assigned: 37.1%, Sequence Coverage: 23 of 23 residues [/! Base loss Water loss Internals lE.!ﬁZ'lISJ:lL QIE)&K

Fraoments: 69 of 138 Proposed
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7918777 UmCICmUm| .. y10
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958 2234 mCmGmA ¥3

639 1685 mGMA. w2

Charge

Emor  Intensity
(ppm)__ (cps)
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30 2717
46 222
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18 6496
04 22884
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1. SCIEX ZenoTOF™ 7600 R St fTHE MR &, TOGNHFEMEEBRIF
2RESEE ( m/z 300F2000 ) 43 ¥R FE40000~60000, RIET
IR ERETER.

2. {FFSCIEX OSEETF & HRHITHERE. FEF . EIENIE.
OGNEUED . MEL R, EFHTEMEUREZMET M
23, BREN, HERESH.

3. Molecule Profilerd] A% [E 2300 % MiZ H B FI K BV ML HRR (&
i, RIET BT ER. A, TR,

4. Molecule ProfilerfJOGN —ZRIEEI L ECINGE, BB IRIRAIITOGN
M REEMTIE, BT EMMNa/w, biyBFZ5, S8
ERFIBRE. BK. SEMB~EFERFBREZMER, B
RIESERBFLEEINROGNFIIMTHESE.
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B Ao
© 2021 DH Tech. Dev. Pte. Ltd. RUO-MKT-02-14051-ZH-A

SCIEXH[E
SEREHSATE

J— ) ; | )
/SCI EX ED R 512457

E1if . 010-5808-1388
f£HE: 010-5808-1390

£ EEEHBIE: 800-820-3488, 400-821-3897

FEARRREREAZFRL
T KTXERILES185
1/E502%

EBIE: 021-2419-7200

f£H: 021-2419-7333

. )
BEM: sciex.com.cn

1B EX B 2 Hh 5 & R R 2 [ https://sciex.com.cn/diagnostics o
RAEFTEL, JIETAB Sciex Pte. Ltd. 372 35 [ /5 5 6 H th I 5¢ b (X A9 A FI

TS AT

TN R X BRI 155
BRSTIH1907E

B33E: 020-8510-0200
f£HE: 020-3876-0835

BAMIE: SCIEX-China pa



