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Compound Spectra - LH-65 ESINEG_MSMS_ce80_RD5_01_215.d
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Spectrum View - BSA_lpmol BE1_01_258.d [
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MASCOT Search Results
( ALBU_BOVIN 3204 Serum albumin OS=Bos taurus GN=ALB PE=1 SD

b2 TRY1_BOVIN 391 Cationic trypsin 0S=Bos taurus PE=1 SV=3
| 3¢} MALT_SALAR 45 HTH-type transcriptional regulator MalT 0S=Szlmanella arizonae (strain ATCC BAA-731 / CDC346-86 / RSK2980) GN=malT PE=3 SV=1
ba A1AG_BOVIN 37 Alpha-1-acid glycoprotein OS=Bos taurus GN=0RM1 PE=2 SV=1

bs MTAP_NEUCR 35 S-methyl-5'-thioadenosine phosphorylase 0S=Neurospora crassa (strain ATCC 24698 / 74-0R23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=NCU03963 PE=3 SV=1




UPLC-HRMS ®

Chromatogram - TRY-10 Y¥-10 1651 PURITY0901_RE7_01_2870.d: BPC +All MS
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#  RT[mn] Int. Type 1 S/N  Chromatogram Max. mfz  FWHM [min] Area Frac. %
1 7.3 hromatogram 43334 3.7 BPC +AIMS 4533620 0.1 0.41
2 7.9 romatogram 2173596 2129 BPC +AlMS 566.4323 0.1 16.54
3 8.4 omatogram 167436 12.5 BPC +AIMS 997.3795 0.1 115
4 8.9 bmatogram 201718 15.3 BPC +AIMS 11604408 0.1 0.99
5 3.0 4791821 Chipmatogram 1043032 98,9 BPC +AIMS 597.8232 0.1 6.08
[ 9.2 1066362  Chipmatogram 266330 229 BPC +AIMS 662.2581 0.1 135
7 9.5 3667165 Chibmatogram 807972 77.2 BPC +AIMS 743.7872 0.1 4.66
8 9.8 15097551 Chffomatogram 3462482 340.3 BPC +AlMS 825.8186 0.1 19.17
9 1.3 4875630 Cffromatogram 567600 43,9 BPC +AlMS 853.8471 0.2 6.19
10 11.4 1245266 ghromatogram 226236 16.1 BPC +AIMS 825.3153 0.1 1.58
11 1.7 79941364 Chromatogram 2155948 2075 BPC +AIMS 1022,5788 0.1 10,15
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Calibration

ReSPé_ Curve Coefficients
x10 y = 743980.622685 x + -17184.049625
R = 0.999984
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0 2 4 6 8 10 Conc.
# Sample Name Theor. Conc Area Target Cmpd Calc. Conc. Accuracy
1 0.001 ng ml LCMS (+) 0.0 ng/ml n/c
2 0.01 ng ml LCMS (+) 0.0 ng/ml 7837 0.03 ng/ml 336.3
3 0.1 ng ml LCMS(+) 0.1 ng/ml 65522 0.11 ng/ml 111.2
4 1 ng ml LCMS(+) 1.0 ng/ml 698142 0.96 ng/ml 96.1
5 10 ng ml LCMS (+) 10.0 ng/ml 7425387 10.00 ng/ml 100.0
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