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« To open the the HPLC software launch your web browser and navigate to the
CASPIE instrument website at https://instruments.caspie.orq.

« Enter your account information to login.

= MetaFrame Presentation Server Log In - Windows Internet Explorer

@;ﬂ - |g, https:/finstruments. caspie. org)Citrix/MetaFrame/authflogin, asp:

v| 4
G&:ngtﬂcv VGD w50 B+ f bookmarks» Siseblocked P Check + S| autofil (e Sendtow 4
'ﬁ' '113? [grﬂetaFrame Presentation Server Log In ]_l r
Web Interface

( : AS P l E for MetaFrame® Presentation Server

Log in @ Welcome Authorized Users of CASPIE Instrumentation

User name: Please enter your account credentials then click Login to get access to your reserved instrument time.

: If your have trouble logining in, contact Debbie Steffen by email or phone (755-494-4959)
‘dmsteﬂ”e ‘ i
lew Instruments
Password:
‘Iﬂlﬂllllllll ‘

Message Center

Advanced Options >>=*

The Message Center displays any information or error messages that may occur.



https://instruments.caspie.org/
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Processing Software CASPIE

You will use a copy of the HPLC

software that is not attached to the
Instrument to process your data files. e Y T
It is the same version used to create | CoogelG MO8 M %
the HPLC sequence file. W [grﬂetaFrame Presentation Server [ i

/= MetaFrame Presentation Server - Windows Internet Explorer

6;: - |ﬁ, https: f finstruments, caspie, argfiCikrix MetaFrame/sitedefault, aspo *

Web Interface f

CAS P I E for MetaFrame® Presentation’

The version of the software not
attached to an instrument is called
‘HPLC Data Processing’.

Applications f_} 4 @) Welcome Authoriz
You will a|WayS have access to the @ op B g Please enter your accou
HPLC data processing software during a\i’_“r have trouble lo:
. . lew Instruments
a CASPIE module. You will only have EAT
access to the HPL(_: instrument for HPLC Data Processing Message Center
remote control during your scheduled ) A
hOUfS. R ] [ Log OFff ] The Message Center |5§
T T P ——. _“H\_“__L__H.‘___..d e L, e

Important Note:
You must have the Citrix client installed
on your computer to proceed!
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rocessing Software (CASPIE

e You should see at least one icon in /= MetaFrame Presentation Server - Windows Internet Explorer
the 'Applications’ bOX. 5;* - |§, https: | finstrurments, caspie. orgCitrixMetaFrame/sitefdefault, asp

« Launch the ‘HPLC Data Processing’ : Google |G~ v oo B - 3 soskmar
SOftwal’e by CIiCking once on the icon. {IJ" 45? [grﬂetaFrameF‘resentatiu:unServer I_

* If this icon is not present ask your TA

for help. Web Interface

C AS P I E for MetaFrame® Presenta

Applications é 4 & Welcome Auth

A
€ Top (@ U Please enter your ac

If yvour have trouble
d:u'iew Instruments

L L iy
L L
HPLC Data Processing Message Cente
, The Message Center
Disconnect ] [ Log Off ] g }
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are ‘Offline’ CASPIE

* Because this software is not attached to an instrument it must be opened
‘offline’.

« To do this right click on the icon and select ‘Open Offline’. If you have a
Macintosh select File| Open Offline...

4 e7Chrom Elite 4 ezChrom Elite
File Edit Yiew Tools Help File Edit Yiew Tools Help H
-’i%lééE|X||ﬂﬁ|l%‘&-ﬁz%l‘@f B3 e x| E [ P !
b
| Current lacationfgroup i| Right Click | Current lncationfgroup is ‘The Enterprise’ 4
- = B The Enterprise = ¢ - Q The Enterprise open
a— B 3} S— 2
~— HRLC Data s — Configure =
—_ Processing... —_
- -
f~m— f~m— ug
— — Copy _
Paste
-._..-"‘:L B T ____,,u--l-t____ Y *".__-_.‘ll,_h._.\_ o e j
d — Rename
— Delete
—
:ﬂ'_] Close Server. ..
_.-—] Propetties
R PR [ . "“"\_.L_q. e e S PO




lose

= HPLC Data Processing (Right Click, Open Offline) (Offline)  Method: untitled.met
° The neXt screen W| ” have © Ele Edit ‘iew Method Data Sequence  Pretreatment  Analysis  Control  Reporks  Window

an ‘Instrument Wizard’ DN-B-B-S-vrmarssm ~ Xl =l &4 B0 K
WindOW Mavigation 1 ox
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= EE] Data

ﬁ Manual Inkegration Fixes
=] % Tiled Display: ; c
Inkegration Event | izliz g Usise

3 Manal Inkegration

Froceszs a sequence
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« Select File]| Method| Open.
» Select AscorbicAcid.met

from the ‘Open Method
File’ window and click
Open.

The ‘Instrument Setup’
window will open. You
don’t need to do anything
with this window and may
close it if you wish. (Note
that all the information in
the method will still be
available to the program.)

‘| Eile l Edit  Yiew Method Data Sequence  Pretreatment  Analysis
| ethod g Method YWizard. ..
; Data * hlew
T.E Sequence * Open ... ="{t;5:_ |
Report Template 3 Save B |_,ﬁh
Pretreatment » Save As...
#dvanced Reports 3 Save hs Default
E Spectral Library 3 Prink
O Select Project,.,, Import Instroment 3etup .,
Print Setup, .. Audit Trail, ..
I Ty NRESE S —
Open Method File ? |£|
Lack in: | 3 Method = + & cFE- |
| = ascorbicacid.met Open

Help

[ O |
Cancel |
bk |
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» Select File| Datal] Open.

» Select any of the files with
the .dat extention and click

Open.

» A Data window will open

with the selected
chromatogram.

‘| Eile i Edit  Yiew Method Data Sequence Pretreatment  Analwsis

ethod b % B B |0
1

| Data 3 m Cpen. .. i

Sequence 3

=y P oo

Repart Template

Pretreatrment
Advanced Reporks

E Spectral Library

. Select Project. .,
5 tBroect e,

S e e

Save As 32-bik,,.
Audit Trail, ..

Open Data File

Loak i Ix Pu-17-0103a% on 'CASPIE File Sewmj e 5 Ef- | |

2]

Group010348_Decd. seq
aroupd-Sarnple00]1 . dat
Groupd-Sample0oz . dat
Groupd-Sample00s, dak
GrouphA-Sample004.dat

File: name: IGru:uup.f-‘-.-S ample00.dat

Files of type: I.-'-‘-.II Files [*.7]

.-.A‘ .
R e . ____.'.l‘-* e T

=l
i}
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Open - 5
Cancel

Help
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 The data window has
the title ‘PDA_Plus-
242nm.’

* Right click anywhere in
the data window and
select ‘Annotations’.

add Trace...
Add Mulkiple Traces, .

Axis Sefup...

Appearance. .., [ g

Eull Unzoom
Clear Overlays

Operations bk
Lkilities b
Graphical Praogramming  #

Properties
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tion Window

T

CASPIE

* In the “Trace Annotation Properties” window (a) select “Name” then click the green

arrow. Repeat for “Retention Time” and “Area”.
« Name, Retention Time, and Area will be in the “Show the following annotations” box (b).

« Click OK to finish. You only need to select the annotations once; the software will
remember your settings from now on.

(@)

Trace Annotation Properties

Arnotation |

Trace: |1: [Current Data) - PDA_PLUS-242nm

—| Peaks - I
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Retendf 2T ime
Area

Area Percent

Height

Height Percent
ESTD concentration
ISTN coneentiatinn

-

=
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— Other
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<
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| ol
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Cancel

oy | dppbTost [ Hep |
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Trace Annotation Properties
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]
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=i CASPIE

* From the top menu select Analysis| Analyze. The chromatogram will now be
labeled. The baselines are shown in red.
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CASPIE

2| x]
Properhes. . |

» Before you print the selected
chromatogram first check the printer
settings. From the menu select File|
Print Setup. Make sure the name of Type: s Uriversal Printer

— Printer

M arme: bip Lazerlet 1012 [from Wl 21harD1EMN T LR

Status: Feady

Where:  Client:Z:hp Lazer)et 1012

yo ur I oC al p rl n ter I SS h own. Comment: Auto Created Client Printer Wl_21h&LD1ENTILEHSICE

 Don’t worry about all the letters next

. L. — Paper Origrkation
to the printer name; this is normal. G [eote 3] & Pyt
« From the menu select Reports| Print| sares a2 ~ - Lo
Method Custom Report. ) )

Metwark... | Ok I Cancel

gffline)  Method: AscorbicAcid.met  Data: GroupA-Sample001.dat  Pretreatment: ui

'}J‘ fnalysis  Control | Reports | Window  Help

1o M| £ Vew " BEO w2 ! 3

| Print 4 || Method Custom Repart  AlL+FS
g Advanced Report Properties. .. Sequence Cusktom Report
'_) T8 hinutes - Amplitude: Tomos TR

T T : Area %
J;PDJQ_PLUIS-Q-’J-EFII?‘I Current Baseline Check
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i , , External Standard
ne |
?ﬂ._:_-._.___. """" : Fraction Report
Eenﬁon Time E : i E Internal Standard
; E E E E E E Mormalization
S Bl
Falie, e b e, AN e i A | -:-\---\--\ U --'L'"-\..._\"\-- e b -: N it
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* The printed report will look
like this.

* Print reports for your
remaining chromatograms by
repeating the steps under
“Open a Data File”, “Analyze
Chromatogram,” and “Print
Report.”

 If you have trouble printing
ask your TA for help.

Run Report
Sample ID: GroupA-Sample001
Data File: Z:\GroupA-Sample001 dat
Method: K:'\Method'AscorbicAcid met
Run Time: 12/4/2007 11:34:54 AM
Vial: AD1
Inj. Vol.: 10 ul
@ntion Time
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PDA_PLUS-242nm Results
Name Retention Time Area
Ascorbic Acid 3310 353126
T o e A o g, BN i B b e it ST s e N e T NI
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CASPIE

When you have finished printing exit all EZChrom Elite HPLC software
windows.

M= HPLC Data Processing (Right Click, Open Offlix

4 £zchrom Elite

‘| Eile E Edit  Yiew Method Data Seguence Eretreai File Edit Miew Tools Help
: Method 3 , = s
Methao Barm  ~ | X Blew ’ | w2 :::;j
: Daka [3 Qpen. ..
r Sequence 3 M Slpa Elfil=., onfgroup is ‘The Enterprise’ 4
B = Configure L
Repart Template 3 priss -
Rename
Pretreatrment ]
| Delete HPLC Data
Advanced Reporks 3 1 Propetties Processing
. S , 300 - (Right Click,
pectral Library 1 System Ackivity Log  # Dpen Offline)

Print Inskrument Configurakion

Instrument Activity Log 4 200 IS

==l et ,___r."_‘ ot B
Recent Method Files R

150 1+

Recent Sequence Files 3 ]
Recent Pretreatment Files » ] j

Recent Data Files 3

E Select Project... ] '
Print Setup. .. 2350

TTTEv s

2] 100 ¢

Exit ]
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