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+ Advanced HRLC-MS Package
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BATCH April 2026

SELLER NovalLabs

RESULTS
MASS / PURITY RESULTS (HPLC-UV) HRLC-MS RESULTS  ADVANCED
PURITY MS PURITY

99.73% 99.42%

AMOUNT IMPURITIES PEPTIDE
2 1 43 Variants / Degradation =~ VERY LOW Identity CONFIRMED
[ mg
Process Sequence MATCH
& Meets or exceeds label Impuriies NOT DETECTED
Fingerprint MATCH
Contaminants NOT DETECTED
COMMENT

Excellent sample. No contamination, High purity under UHPLC-MS.
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MASS / PURITY RESULTS

PURITY

99.73%

*DAD1 A, Sig=220,4 Ref=360,100 (26032026-HR\DEF_LC2 2026-03-26 14-34-52\S1G10000012.D) - DAD1 A, Sig=220,4 Ref=360,100
mAU ]
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Purity determined by area percent method using UV diode-array detection at 220 nm. The principal peak area is expressed as a percentage of total
integrated peak area.

PEPTIDE AMOUNT 2 1 43
n
INDIVIDUAL MEASUREMENTS REFERENCE STANDARD
1 21.6 mg 108.2%
2 21.3 mg 106.6%
3 21.3 mg 106.7%
Average 21.43 mg 107.1%

Peptide content determined by comparing sample
UV peak area (220 nm) against a certified

reference standard of known concentration. Three SAMPLE CHROMATOGRAM

independent preparations ensure measurement
reproducibility (RSD: 0.8%).




IMPURITIES ADVANCED

MS ANALYSIS SUMMARY BASELINE SYSTEM CONFIRMATION Sample vs Blank

VARIANTS / DEGRADATION

Mono-Oxidation 0.02% VERY LOW
Di-Oxidation 0.01% VERY LOW
Methylation 0.01% VERY LOW
Deamidation - NOT DETECTED
Acetylation 0.49% VERY LOW
Hydrolysis - NOT DETECTED
Cleavage - NOT DETECTED

PROCESS IMPURITIES

TFA (salts / solvents) - NOT DETECTED
Fmoc (protecting group) - NOT DETECTED
tBu (protecting group) - NOT DETECTED

OTHERS

F-met 0.06% VERY LOW

CONTAMINANTS



IMPURITY ADVANCED

Mono-Oxidation

.01 mginL YWS-RTM (refatrutide) 1 % HCOOHH2C Cy=1 00

20280402_Y\/5-RTN_pas_MIS2 Sm(hh, 2x2) 1:TOF WS Eiv
100 25.82_ 1187.125 0 100008
1887 2.3521
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Di-Oxidation

0.0 mginL YWS-RTM (refatrutide) 1 % HCOOHH20 Cy=100
a

20280402_YV5-RTNI_pas_MIS2 Sm (N, 252 1:TOF MS Eit
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sa1 22321
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IMPURITY ADVANCED

Acetylation

.01 mginL YWS-RTM (refatrutide) 1 % HCOOHH2C Cy=1 00

20280402_Y\/5-RTN_pas_MIS2 Sm(hh, 2x2) 1: TOF M3 Eiv
100 2582_ 1197827 0100001
g8 22528
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0.0 mginL YWS-RTM (refatrutide) 1 % HCOOHH20 Cy=100
20280402_Y\S-RTNI_pas_MIS2 Sm (MR, 2x2) 1:TOF MS Bt
100 2884 1104.123 0100008
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PEPTIDE ADVANCED

MS IDENTITY CONFIRMATION CONFIRMED

Theoretical Mass 4729.4790 Da
Measured Mass 4729.4834 Da
Mass Error 0.9 ppm
Acceptance Limit <5 ppm

Molecular Formula C221H342N46068

MASS SPECTRA

0.0 mginL YWS-RTM (refatrutide) 1 % HCOOHH20 Cy=100
20280402_Y\5-RTNI_pas_MIS2 Sm (Mh, 3x3) 1 TOF MS B3+
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ADVANCED

SEQUENCE

SEQUENCE ANALYSIS

Sequence Coverage
Acceptance Limit

Amino Acid Match

M YWS-RIM_15T7.0xt.

97%

2 80%

100%
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a
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TANDEM MS FINGERPRINT

Fingerprint Similarity

Acceptance Limit

0.01 mg/mL RETATRUTIDE (L3U-EUL)_0.1% HCOOH/H20 CV=100
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EQUIPMENT &
METHODOLOGY

Purity

Mass (Peptide Amount)

Identity

Sequence

Fingerprint

Impurities

Mass Spectrometer

UHPLC System

lonization

Mass Accuracy

Software

Reference Standards

Quality System

Data Integrity

Uzorak.com

UV Diode-Array (DAD) at 220 nm, Reference 360 nm

Peak area integration, external standard, 3 replicates

Accurate mass ESI-QTOF, <5 ppm acceptance

Fragmentation analysis, 280% coverage required

Spectral comparison vs certified reference standard

Exact mass shift screening, ESI+ ionization

Agilent 6545 QTOF

Agilent 1290 Infinity Il

Electrospray (ESI+)

<2 ppm

MassHunter Qualitative Analysis



THRESHOLDS &
CRITERIA

Mono-Oxidation 2 3.0%
Di-Oxidation 22.0%
Methylation 21.5%
Deamidation 22.0%
Hydrolysis 21.0%
Cleavage 21.0%
TFA 2 0.5%
Fmoc 2 0.05%
tBu 20.05%

Identity (Mass Error)

Sequence Coverage

Fingerprint Similarity

Detection Limit

Mass Accuracy

Uzorak.com



LEGAL

TERMS &
DISCLAIMER

OUR MISSION

A big part of our mission is harm reduction. Therefore certain assessment criteria and assessed values are calibrated and interpreted at our
discretion (disclosed in a fully transparent manner in "Scoring System" and "Detailed Thresholds" sections of this report) for harm reduction
purposes, however:

TERMS & CONDITIONS

Disclaimer of Warranties

All analytical services, reports, and data provided by Uzorak.com are delivered on an "as-is" and "as-available" basis without any representations or
warranties of any kind, whether express or implied. While we employ rigorous scientific methodologies, we do not guarantee the absolute precision,
completeness, or timeliness of any test result or report. We expressly disclaim all implied warranties, including but not limited to merchantability, fitness for a

particular purpose, and non-infringement.

Educational & Research Purpose Only

The content found on our website and within our laboratory reports is strictly for educational, informational, and research purposes. Uzorak.com does not
provide medical advice, diagnosis, or treatment recommendations. The compounds analyzed are for laboratory research use only and are not intended for
human consumption, therapeutic application, or clinical diagnosis. None of the statements or findings in our reports have been evaluated by regulatory
bodies such as the FDA, EMA, or HALMED.

Limitation of Liability

To the fullest extent permitted by applicable law, Uzorak.com, its owners, and affiliates shall not be held liable for any direct, indirect, incidental,
consequential, or punitive damages arising from your use of our services or reliance on our reports. This includes, but is not limited to, financial loss,
business interruption, or reputational damage. Our total liability for any claim related to our services is strictly limited to the amount paid by the client for the

specific analysis in question.

Independent Scientific Opinion

Our scores and ratings represent an independent scientific opinion based on our proprietary methodology at the time of testing. They do not constitute an
endorsement, approval, or disapproval of any vendor, manufacturer, or product. We maintain strict operational independence to ensure our data remains
unbiased by commercial interests.

Sample Specificity
Test results apply strictly to the specific sample unit received and analyzed by our laboratory. Uzorak.com makes no representation that the tested sample is

representative of the entire production batch or lot. Variations in manufacturing may result in differences between individual units.

Indemnification

You agree to indemnify, defend, and hold harmless Uzorak.com from any claims, liabilities, damages, or expenses arising from your use of our reports,
including any misuse of our data to market or misrepresent products to third parties.

Third-Party Rights
Our services and reports are provided solely for the benefit of the direct client named in the order. No third party shall have any rights to rely upon our reports

or enforce any terms of this agreement.

Questions? info@uzorak.com Verify at uzorak.com/verify

Uzorak.com



