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iRT database:

|EZ Wlabiprojectiplasma MEMHE\serum_cirt_20%

Retention time predictor:

[serun_cirt_z0200518 |

| Open. .. ||Create... |

iRT standards: |None ~
Target iRT Value
14 -34.50
AGVETTTPSK -28.63
TCVADESAENCDK -23.65
YICENQDSISSK 575
WHTECCHGDLLECADDR 6.10

FKDLGEENFK 13.10 N
20 Standard peptides (16 required)
| Choose Standards. .. | | Recalibrat

Use measured retention times when present

>

Time window:

Ton mobility predictor:

| Hone w

[Jvse spectral library ion mobility values when presen

Fesolving power:

Other iRT values:

iRT Walue 2

Linear peak width

M[+15.99451JATTM[-15 S3491]IQSK | -40.51
LGNNPVSK 3873
IGTHSTTYR -38.32
RTLPEPC[+57.02146]HSK 3753

| TOCMAT.1E OO0 IIC ADDIEACL 2797

BO075 Peptides Add. .

Error:
Skyline x

The following iRT standard peptides are mizsing from the
document:

HIEGSTVFEER
AGYETTTFSE
TCYADESAENCDE
YTCENQDETSEE
YHIECCHGDLLECADDE
FEDLEENFE

YLYETAR
EVPRVSTPTLVEVSE
GPSYFPLAPSSE
EHFDYSVVLLIE
QHCELFEQLGEYE
EFFAETFTFHADICTLSEE
AVMDDFAAFVEE
FHFYFYAPELLFFAR
VSFLSALEEYTE
HPYFYAPELLFF AR
EMPCAEDTISVVLHALCVIHER
SGHNTFRFEVHLLFFPSEELAL HELVTLTCLAR
ATLYCLISDFYPGAVTVANE
EFGADLVVLFLSITTOFIFSFR

With 20 standard peptides, 16 are required with a correlation
0.59
The document does not contain any of these iRT standard pepti

Add mizsing iET standard peptides to your document or change t
retention time predictor.
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