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ABI PRISM® 3700 Instrument -Hardware-Raw Data Troubleshooting Module

This module is intended to troubleshoot raw data that are displaying anomalies in the electropherogram display in Data Collection

Software V2.0 or the raw data profile in the analysis software.

BEFORE PERFORMING ANY TROUBLESHOOTING WORK ON YOUR 3700 INSTRUMENT, PLEASE READ THE ABI PRISM®
3700 DNA ANALYZER USER'S MANUAL FOR SAFETY AND WARRANTY INFORMATION AND FURTHER DETAILS ON USE OF

THE SYSTEM.
Please contact technical support if you have any questions.
Text in blue indicates a link to another portion of the document.

Observations Possible Causes

Recommended Actions

Two Lines per peak The preferences to display the
confidence bands were turned on

Click to enlarge or view more
examples

Change the preferences to deselect the display confidence bands.

Pull Up and/or Pull Down Peaks Incorrect spectral is selected

Rerun the samples verifying that the correct spectral dye set for
your chemistry is being used.

Optics have been realigned or
replaced

Different polymer type is being
used. Switched to POPS5 or POP6

Click to enlarge

Rerun the spectral calibration.
A spectral will need to be run for the following changes:
+ Changes to the optics.
+ A different polymer type is being used.
+New dyes are being used on the system. For example in
sequencing moving from BigDye V1.1 to BigDye V3.1 or
in fragment analysis changing DS-30 to DS-33.
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Observations

Possible Causes

Recommended Actions

Background fluorescence

Refer to the Array View Colors Troubleshooting Module to identify
fluorescence.

For fragment analysis, the capillary
that is borrowed is further than 5
capillaries away.

Select a capillary that is within a 5 capillary distance. If a capillary
is unavailable, run another spectral. Refer to page 4-41 of the ABI
PRISM® 3700 DNA ANALYZER USER'S MANUAL, “Reviewing
and Overriding the Spectral Calibration Profiles.”

No Data/Weak data

No data

(@)

lick to enlarge

Weak data

Click to enlarge

Intensity vs Run Time (mins)

If results are sporadic or random:
Sample Transfer problems
Bubbles in the sample wells

Bubbles in the sample transfer
lines

Clogged autoloader tips

Sample Issues

Spin down samples before placing on the instrument. Inspect the
tubes for bubbles in the bottom of the well.

Verify that the fittings on the ports above the sample transfer
syringes are finger tight.

Verify that the sample transfer syringes are tightened to the pump.
Finger tight should be sufficient.

Verify that the fluid line sinkers are at the bottom of the reservoir.

Verify water levels in the water reservoir. Replenish if necessary.

Run the Change tips wizard.

This will prime the syringes and flush water through the tubing going
to the loading tips. During the wizard, monitor both sample transfer
syringes for bubbles. If bubbles are present in the syringe but not
the tubing from the water reservoir, change the syringe.

Replace the autoloader tips. Refer to the change tips wizard for
instructions.

Run the Long Read standard to determine if the issues sample
related and then contact Technical Support.
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Observations

Possible Causes

Recommended Actions

If results are capillary specific
Capillaries are clogged

Capillaries are broken

Capillaries are not seated
properly

Inaccurate spatial calibration

Run a regenerate array to flush out of the capillary, refer to the
Change Array wizard and select to clean the array. This may not
always be successful. If the capillary continues to fail, one can block
the capillary within the software, refer to page 4-12 of the ABI
PRISM® 3700 DNA ANALYZER USER'S MANUAL, “manually
overriding the capillary state.”

Or replace the array

Replace the array.

Verify that the array loading-end header is seated correctly, not
under tension, and the capillary tips are positioned in their injection
wells.

Run another spatial calibration.

If results are across the entire array
Sample Transfer pumps may not
be functioning

Refer to the Verifying Syringe Pumps Module for more details.

Electrophoresis issues

Refer to the Electrophoresis Module for more details.

If results are have a pattern

Refer to the Missing Lanes Module to for more details.

Spikes or Bright Events

A leak in the system allowing
particulates to enter the system.

Inspect polymer lines for any source of bubbles or particles, correct
any leaks.

Replace the inline filter

Replace polymer with a fresh bottle

Perform a regenerate array

Bubbles in the cuvette or the array

Run the Cuvette Flush module. Refer to the Checking for Bubbles
Module and the Checking for Leaks Module if the bubbles in the
cuvette persist.

Module
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Observations

Possible Causes

Recommended Actions

Click to enlarge

L}hhmih v Tieme (mira)
2000 a 000 108

Capillary Numnber 20

Click to enlarge

Electrical noise

Use an Uninterruptible Power Supply (UPS).

Capillary specific

Run a regenerate array to flush out of the capillary, refer to the
Change Array wizard and select to clean the array. This may not
always be successful depending on the contaminant. If the spike
does not go away, one can block the capillary within the software,
refer to page 4-12 of the ABI PRISM® 3700 DNA ANALYZER
USER'S MANUAL.

Over tightening the thumbscrews
on the detection end of the array.
The laser beam may simply be too
close to the capillaries resulting in
direct illlumination of the tips

Remove the array and re-install such that the thumbscrews are
tightened until finger tight. Check the CCD View to confirm the
presence of horizontal rows of bright spots near the bottom of the
CCD display window, typically referred to as “picket fence.” Refer to
the Checking CCD Module for more details on checking the CCD
view.

Anomalous peaks

Click to enlarge
Data preceding the spike may have
lowered resolution

Bubbles migrating through the
capillary degrade resolution and
generate a bright signal upon
emerging from the capillary tip
within the cuvette.

Run the Cuvette Flush module. Refer to the Checking for Bubbles
Module and the Checking for Leaks Module if the bubbles in the
cuvette persist.
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Observations Possible Causes Recommended Actions
Spikes underneath the baseline Spatial calibration may have shifted | Run another spatial calibration and run Long Read Standard sample.

Click to enlarge'

Jagged Peaks
o= | Fluid other than polymer is mixing Avoid mixing polymer from different bottles. Run the change polymer
in the cuvette resulting in refractive | wizard for a different lot if the lot numbers are different.

index changes and deflection of the
laser beam Inspect sheath-flow syringe for signs of fluid mixing during filling

Install a new inline polymer filter and run the Cuvette Flush module to
thoroughly flush cuvette

Click to enlarge

Symptoms are more evident for ) . o , . .
longer fragments Microbial contamination of water Rinse the water and buffer reservoirs with either 1) hot water or 2) a

Dark lines seen across array view and/or buffer reservoirs 1:3 dilution of household bleach in water followed by a thorough
rinsing with deionized water

Click to enlarge

Elevated/Separation of the Baseline | Background Fluorescence Refer to the Array View Troubleshooting Module for more
information.

RawDataTroubleshooting Final
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Observations

Possible Causes

Recommended Actions

(LT =] 108
Intanity v Run Tirve {miss)

Click to enlarge

Contaminant present but
electrophoreses out before data is
collected

There may be a contaminant in the system which appears early in
the run, before the samples. The software incorporates this
contaminant as part of the background level. However, the
contaminant then electrophoreses out of the system before the
samples appear, therefore the amount of background changes. It
may not affect the analyzed data depending on the fluorescent
intensity of the contaminant. Refer to the Instrument
Maintenance Module.

G or C dye breakdown

Click to enlarge

Chemical breakdown of BigDye™
Terminator G-dye or C-dye

Minimize exposure to air for samples re-suspended in HiDi
Formamide by covering the samples with the recommended foil or a
heat seal film and use the robot piercing. Formamide absorbs water
in air undergoing hydrolysis to generate Formic Acid and Ammonia.
One of these is partially responsible for the degradation of the
extension fragments.

Peaks appear as doublets or have
bulges or small adjacent extra
peaks

Click to enlarge

Excessive sample has been
electrokinetically injected into
capillary

The recommended injection solution is HiDi Formamide because it is
less prone to evaporation, provides denaturing capabilities and yields
the most consistent results. However, water can also be used for
resuspension of samples but due to extremely efficient injection it
generates the most signal but can also lead to excessive sample
being injected. If water is used it may be necessary to increase the
resuspension volume.

Run the Long Read Standard sample using HiDi Formamide to
eliminate instrument issues.

Gradual loss of resolution

Changes in the state of the
capillary walls can lead to
degradation of performance.

Run a regenerate array to flush out the capillary every 80-100 runs, if
maintained properly, the array should provide 300 runs.

If the regenerate array procedure does not work, replace the capillary
array.
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Observations

Possible Causes

Recommended Actions

Old or expired reagents

Replace the buffer or polymer with fresh supply. Verify that the
reagents have not expired and have been on the instrument less
than 7 days.

Poor quality water in buffer solution
or incorrectly made buffer

Remake 1X running buffer with fresh distilled, deionized water.
Filtered water is adequate if the filtration system produces water
purified to 18 Mega Ohms resistance.

Use a different water source if available.

Buffer or polymer levels are
depleted.

Prepare fresh 1X running buffer and fill the reservoir. Place a new
bottle of polymer on the system.

Bubbles in the cuvette or capillaries
are blocking current flow

Check for bubbles within the CCD view, refer to Checking the CCD
window Module. Run the cuvetteflush.mod service module.

Sample issues

Please contact technical support for sample related issues.

Some samples have data start
points that are later than most of the
samples of the run.

Data in the late-starting lanes
suffers early loss of resolution

e

- _#___AWM‘M

Click to enlarge

“Overloading” of sample due to the
high efficiency of injection from
water.

Use HiDi Formamide or increase the resuspension volume. Contact
technical support for more information on decreasing sample signal
intensity.

Run the Long Read Standard to verify instrument is running properly.

Old or expired reagents which can
affect current

Replace the buffer or polymer with fresh supply. Verify that the
reagents have not expired and have been on the instrument less
than 7 days.

Low read length on one side
Failing samples with signal >
50 RFU

Clumped capillaries

Inspect the array for any capillaries that appear to be clumped
together. Carefully clean and separate clumped capillaries in place
with damp tissue.
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Observations Possible Causes

Recommended Actions

Sample issues

Run the long read standard to verify the instrument is running
properly, if so please contact technical support for sample related
issues.

Failing samples with signal Broken capillaries
<50 RFU

Inspect the capillary array for broken capillaries; replace defective
arrays.

Improperly installed array load
header

Confirm that the capillary array load header is properly seated and
that all capillaries are in their proper wells.

Non-optimal cuvette temperature

Choose the cuvette temperature with the most uniform signal
strengths across the array for all subsequent run.

If problem persists, please contact technical support.

Contacting Technical Support
By phone: 1-800-831-6844, option 5
By email: ABTechnicalSupport@appliedbiosystems.com
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Restarting the 3700 DNA Analyzer

IMPORTANT To prevent firmware and software memory problems, we recommend that you restart the instrument and the software
once a week.
To shut down and restart the instrument:
Step 1: The instrument should not be running or extracting data.
Step 2: Close the 3700 Data Collection software by selecting Shutdown from the File menu.
Note You cannot use the Close button to exit the software.
Step 3: Close the OrbixWeb Daemon software by right-clicking on its button in the taskbar and selecting Close from the pop-up
menu. If you get a run-time message, click OK to close the message.
IMPORTANT Do not shut down the OrbixWeb™ Daemon until after you have shut
down the Data Collection program.
Step 4:
a. Turn off the instrument using the On/Off button.
The following diagram shows the left front grill.

Reset button

Green
Yellow | Status lights

— Red

N button

b. Wait 30 seconds.

c. Turn on the instrument.
Step 5: When the green status light is steady, wait 1 minute.
Step 6: Restart the 3700 Data Collection software.

RawDataTroubleshooting Final
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How is the array view accessed in Data Collection V2.0?

During a run
Note Always exit the Array View when you are finished viewing. Do not leave the window open for extended periods during a run as this may
cause unrecoverable screen update problems.
1) Select the Run Status tab > select Array View.
Below is a normal view of a run.

Array View
Sub-Page

| 3700 Data Callection Softwere - Yersian 1.1
File Edt View Inztupett Help Dsfsfecusition

| Capillary

status bar

Electropherogram— | Capillary
display display

B

1
Capillary selector slider

RawDataTroubleshooting Final
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After a run
Accesses information within the database
1) Select the Data Acquisition menu and select Display Reduced Data for Run.

2) This opens the Select the run to display dialog box.

~

!"'_. Select the run to display

|Run_my3700_1999-02-05_13 |

OHK Cancel |

3) From the drop-down list box, select the run that you want to display. Click OK.
This opens the Retrieving block box.

Er.':_-_;FIetreiving block 0 from Bun_mp3...
Retreiving block 0 fram Run_my3700_1894!

4) When the retrieving window disappears go the to run status tab and select the array view.

RawDataTroubleshooting Final
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L, AT Drata Collsction Software - Yessen 2 001

Fie Edl ‘View Inaburend Help DuaAcqdation
»d ] siple)

Piste Szt | Fun Sl P Status | Log |
Bt A7 iew | Cogtry view | o viw |

M L ——

Electropherogram
display <

T Ganilian Hurier +3

[ptacornecting trom & ko Exvaction Seraer St : Siopped hecause of error INRNENNENENENENENENNNNNENEN
- . : :
Use the capillary selector slider to Datais stored in blocks. Use
view individual capillaries in the the right screll bar to scroll
electropherogram view on the left. through the blocks of data.

RawDataTroubleshooting Final
Module
Page 12 of 36



Applied
Big'apystems

What is the electropherogram display?
An electropherogram is a graph of relative dye concentration against time, plotted for each dye. The electropherogram display is plotted using

Intensity vs. Time. The plot also appears in the capillary view tab but has been rotated 90 degrees, this shows capillary number vs. run time. This
view provides a quick view of capillary specific issues.

To access this view select the Run Status tab > select the Capillary View tab

Ol Data olle D 0 are g D 1
File Edi “iew Instrumernt Help Data Acouisition

e s )
Flate Setup ] Run Setup  Run Status l Run Log ]

Status | arrklview Gty View | cco view|

g1.88 82.38 52.53 53.38 83.88 54.38
Intensity ws Run Time {mins)

RawDataTroubleshooting Final
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Normal Data
Below is how normal raw data should look and a general overview of what the plot displays.

Example 1: Data from an empty well

Notice the baselines for all

. . colors are close together in
oy e et e Sk L
O NG oy e i S } the blank injection. Samples
typically will not show such a
baseline.

-100
129.47 130.07 13067 131.27 131.87 132.47

Intensity v Run Time (mins)

+The Y axis represents the intensity. This scale will vary depending on sample and may be misleading if any offscale data exists, as the sample
may appear weak so it is important to note the scale of “good” data. In this example the scale is 0 to 100.
+ The X axis represents the time in minutes. Note that the peak morphology may differ depending on the part of the run that is being viewed.

Example 2: Long read standard results

For high quality samples the baseline
can range from 0-200. This sample is
from a long read standard.

21.88 2238 2288 23.38 23.88
Intensity ws Bun Time (mins)

RawDataTroubleshooting Final
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Dye sets

Filter Set

m@mooIm

a1 ;

Dye Set
DS-01

DS-30
DS-31
DS-32
DS-33
DS-02

Dyes or kit

BigDye™ Terminator V1.1

BigDye™ Terminator v3.1

6-FAM, HEX, NED and ROX

6-FAM, VIC, NED and ROX

5-FAM, JOE, NED and ROX

6-FAM, VIC, NED, PET and LIZ

dR110, dR6G, dTAMRA, dROX and LIZ

Module
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Two Lines per peak

Changing the preferences

1. In the Data Collection V2.0 Software select the Edit menu > select Preferences > select Run Status tab in the Setting Preferences
window.

2. In the Data Acquisition Option, deselect the Display Confidence Bands

Seling Preforences 3|
P —— The Display Confidence Bands allows for the
sers | mstument | Patesep | Runsetuw evaluation of the quality of the spectral. The
RunStatus | Datadnelysis | Deta Extraction confidence bands provide a measure of the statistical
[ Status Cptions confidence with which the electropherogram data is
Refresh Interval (Range 0-30 Seconds): known.
B Secones A small confidence interval indicates a good spectral

calibration for that capillary. A large confidence
interval indicates a potential problem with the spectral
E Seconds. data. For more details on this please refer to the ABI
PRISM® 3700 DNA ANALYZER USER'S MANUAL.

Record Interval (Range 0-300 Seconds);

rData Acquisition Options

,:
< [_ Dizplay Confidence Bands
P

Ok Cancel Apply

RawDataTroubleshooting Final
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Examples of two lines per peak

Example 1 Example 2 Example 3

Intensity ws Time {mins)

Intensity ws Time (mins) % . 5 = 56 .
-2&% i 200 G| i :

55.29 53.79 28.29 20,79

83.18 Intensity we Run Time (mins)

Capillary NumerElE

24 29

Example 1 shows a good quality spectral.

Example 2 shows the optimal spectral quality as the peaks appear to be a single peak. Note that this sample is the Long Read
Standard run immediately after the spectral calibration and that the spectral file is not borrowed from another capillary.

Example 3 shows a questionable spectral applied to a long read standard. Note the separation of the peaks and also the pull up
and pull down of the dyes under the main peak. The spectral should be re-run.

it e eeeeeee~-.ng_Final
Module
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Pull Up and/or Pull Down Peaks

This exhibits both pull up and pull down in the baseline.
Pull down in green can be seen under the yellow and
blue peaks.

S s Pull up in red can be seen under the yellow peaks
Inte nsity w= Run Time (mins)

+If there are consistent patterns in the colors that are pulled up or pulled down for example, green always below blue, this can be

attributed to an improper spectral being applied to the sample. The function of the spectral is to subtract any overlap between the
dyes.

+If the pull up and pull down does not exhibit a consistent pattern then it may be sample related.

RawDataTroubleshooting Final
Module
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Weak Baseline or Flat Baseline
Sequencing standards typically give peaks above 800.
Examples:
No sample injection Weak injection
The scale is only +/- 100 and the baseline remains near 0. The scale is 0-200 but the peak heights are at 125 and below.

200

100

: 0= J N T L Lo
G256 59.06 59.56 70.06 70.56 71.06 71.56 52 .55 Q.06 59 .56 0. 0.
Intansity ve Run Time (mins) Intenzity vs Bun Time (mins)
RawDataTroubleshooting Final
Module
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Spikes or Bright Events

The presence of contaminants or bubbles in the system can cause a brief intense signal when hit by the laser beam. Spikes in the raw data can
also be due to voltage spikes from either 1)other instruments on a non-dedicated line or 2) from a non-UPS surge-protected circuit. The spike can
be in all four colors or a specific color depending on the cause and contaminant.

;_Ecur:mirr;.ﬂnn}_m: 3.5 - [17OVTFT12407_C1_11T70 1F112407C1_209.501]

%ntensiw ws Time (minz)

Fle Edt Sanple Maroger Windoa Hep
u] 9300

196

L ) = LY

.I |

T T .

Ly I
e T I.-w_,__rnu....-,.\,c

|

| III|I| III
J1

'- ¥ !- -I,._. AN

P T
J 1

| I ; A
s .-ilﬁv..,.n.-..-.-'.-\.--\.-\..,_ v

I

-lil_ v

|

Jj "-__-'I"«.,,-r*' e ,,_H,J'JI'« Iun,,l ot Jl.ll ||-’~ﬂJ.d

W

Capillary Mumber 20

The intensity of the spike is near 15,000. The sample is a long read standard which has an intensity of 800-1200 but due to the
intensity of the spike the sample appears to be weak. It is important to note the scale of the intensity vs. time graph. Also, note
that the spike generates a large negative peak, due to the intensity of the spike the spectral can not adequately compensate for
the amount of signal observed. It is common for spikes to also exhibit negative peaks.
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The array view sub page.
A bright event occurring in one capillary can affect neighboring capillaries. The
intensity of the spike will be much less than the capillary of origin.

RawDataTroubleshooting Final
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Anomalous Peaks
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Spikes underneath the baseline
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Jagged Peaks/Striations

£ 3700 Data Collection Software - Version 1.1b1c8

Fie Ecf Mimw noineon Heb Do Acaibion
»J 21 sinlel
Pioto Sctp | Fum Setup. P S5 | Loa |

St AT View [WN’YM |

Inde ity Firme (mins)
200

. ““mmuuuﬂlmmﬂ
. | i}, 1

Capillary Number & j

o
Stop ERERERRNRNRERNRANRRERERRNAE

Elevated/Separation of the Baseline
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Swqumncing Analysiz 1.5 - [SHE3E_B01_URS_004 bad. ab1]

[

W) EM Scle Maper Windew el

T

B
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149.2 149.0 150.5

Intenszity ws Run Time (mins)
vioaulic

1511

151.7
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Picket Fence
T The picket fence is seen only on the right
q}cn Calibration [, =t [ e = side and is minimal. No action will need to
Cnaleih’s ] p :h_;f-\.riu.:il o b= T be performed
adar 1 1LLH . L. ﬁ; S O
e qarill ‘ ‘
g | - e

1 4 J

- — — PP S U PR PR |IJ'L¢MTJ A
ok = oo &= oa omc o4 e sh o ool th ok vk ook oo =i i x
_ SO

-
00 a1 T kN o0 EE L8 W G0 e O IRC KA G0 INC I I 0 6% IR0 I A eer e

Y v P ler e = macie [
W n o o Gl ;ﬁ - Fv
: .
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CCD Calibration T — e e - across the entire array. If data is affected, it may
S || e be necessary to adjust the array at the detection
e P v || [eemrosbie [Tl end, tightening the thumbscrews until finger tight.
If this does not resolve the issue, replace the
Py ol array.
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G or C Breakdown

Formamide absorbs water in air undergoing hydrolysis to generate Formic Acid and Ammonia. One of these is responsible for the degradation of
the dyes. To prevent the occurrence of dye breakdown it is recommended to run the samples immediately after resuspension or to store the
samples seal the samples to prevent exposure to air.

G breakdown with BigDye™ Terminator V1.0.

m | Shouldering of C peaks due to dye breakdown in
BigDye™ Terminator V3.1

T a0 60, 1040, ETERE

GCTGCTTCTCCTCAC TG TCTCCACTTCCTTGAACART
70 a0 90 1an

Foa |

472 |

m_— ‘ q ‘ / RawDataTroubleshooting Final
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Double Peaks
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Late Start
gﬂ Sequencing Analysis 3.7 - [LateStart_extreme.abl] - |EI|£|
Eile Edit Sample Manager ‘Window Help _|5'|5|
[&] |
L L | L
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Sample Transfer syringe and pump
The red arrows identify areas of possible leaks.

From water reservoir to syringe

From syringe to robot tip

From water reservoir to syringe

From syringe to robot tip

Tips should be tightened until finger tight.

Module
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Array Diagram
Lead header
L Capillarias 3
- J
Y
Loading end of Broken capillaries along the length of the array can be problematic if the array is not changed.
array Polymer will still flow through the capillary causing buildup of polymer in the area and affecting

other capillaries.

Detection end of array

Check the area for any polymer leaks, if
present remove the array and clean the
area of polymer. Clean with a lint free
tissue moistened with DI water.
AR, : See below to check the o-ring.

T Y

Thumbscrews: These should
be tightened until finger tight

RawDataTroubleshooting Final
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Load Bar

RO TR HE P LRI S ) ST R TR TR e e ——_

Verify that the capillaries are sitting in the wells of the
load bar and that they are covered with water or

Load bar buffer.

Inline Filter

Dried polymer will
appear in these areas.

Inline filter

RawDataTroubleshooting Final
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Reservoirs and Fluid Line Sinkers

_—

e

Buffer

Water

Running the wizards
Step 1: Select Instrument > Select Wizards > Select the appropriate wizard.

[mEtrument
LA Crl+R
Ship i+
Stop Cirl+T

LEr Rl e

Wiizard=s
|ttilithes
Manual Control

= Fluid line sinkers

Change Array
Change Swringe
Change Palymer
Change Tips
Longkerm

Module

Applied
Big?ystems

The Buffer and Water reservoirs should have enough
fluids for the scheduled runs. It is recommended to
check the reservoirs daily. Also, verify that the fluid
line sinkers are at the bottom of the reservoirs and
that the lines are submerged under the fluid.

RawDataTroubleshooting Final
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Running service modules within Data Collection V2.0

3 z
g%, Run Service Modules

INSTFUIMENT L.AMmmann | KeSOnnses

Step 1: Go to the Instrument menu > Select
Utilities > Select Run Service Module >
Step 2:Click the Select Module button

I: 13700 Data Collection Software - Verzion 2.0

File Edi view [ioata ] Help Dats Acquistion

SET

Mmlm"' o, kT '-“ﬁl

5‘“]"”"‘"“ Wizards v pvew|

e TR s —
esrumarg Ml Cortrol hicdLie Exdtar I
- I
10 Mone
Inestruemanit Stater

Stop

Run tietfiod | | (Select Module..

\/
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Service Module Location E B3 |

Laak. in: {4 Service Modules j | ﬁl |
3 AutoFlatel s Os (L) = hange. rmod
g2 OracleDB (D)
2| BubbleRe T AppledBi IUse0nly.mad
@ CurvetteF PRieERIE | se0nly. mod
) i [C3 Support Files s
@ PipetT est: [ Data Collection Support p.mod
2] PrpetT st b b ervice Modules |
@ PlerurnPu §2 Programs [E:] hatge. mod
2= (R -
File name: I Open I
Files of type:  [&l Files (- =l Cancel |

Service Module Location

Look, in;

Service Modules

=l 8] & [2 3

AutaPlatel eckCalibration. rmod
BubbleRemorve.mod

| CurvetteFluzh. mod
PipefTezt354. mod

3| PopT ot aterE moharpe—saed

@ PostB atchinternall) s evel
@ PreB atchintermalll ze0nly. mod

@ STRSwingePrime. mod

PipetT ext36. mod @ whaterFlush. rmod
PlerumPurge. mod E Wi aterT oPopExchange. mod
File name: I Open I

Files of type: |4l Files (%)

j Cancel |

Module

Applied
Big?ystems

The service module utility should automatically search the Service Modules
Folder, if not the folder can be found in the
D://AppliedBio/Support Files/Data Collection Support Files/ Service Modules

Double click on the module, in this example
CuvetteFlush.mod.

RawDataTroubleshooting Final
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The module selected should be listed.

o selacted mockuie tla CuvetieFlish mod

=l
Select Run Method.
Module

Applied
Big?ystems

After selecting run method, the steps of the service module will be listed.

v: Bun Service Modules

INSTFHIMANT L.AMmmann | Kesnnnses’

You tnust choose a file to run You selected module file CuvetteFlush.mod

"Begin Cuvette Flush Maodule "

"Szzymes cuvette and lines are filled with polymer "

"Initizlizing sensors."

"Fluzhing tuking to cuvette with POP "

"Filling load trough with weater”

"Fluzhing tubing to cuvette with POP "

"Fluzh twwice with polymer pump swhile the shesth pump is flushing.

"Waiting for shesth pump "

"Fluzh palymer through cuvette, out valve 11"

"WMaiting for sheath pump

"Flush 2.5 ml out walve 11 with sheath pump.”

"Fluzh 4l polymer out wvalve 11 with polymer pump while sheath pump is running "
"Finizhed 3ml"

"WMaiting for sheath pump

"Allosey pressure to return to zero

"Fluzhing bubbles from cuvette!

"Prezsurize ta B0 pai for 1 minute."

"Opening cuvette to purge bubbles "

"Flush palymer through cuvette with palymer pumg, out valve 11, then out valve 12"
"Repeat flushing bubbles from cuvette "

"Prezsurize ta B0 pai for 1 minute."

"Fluzh palymer through cuvette with polymer pump, out valve 11, then out valve 12"
"Third time flushing bukbkles from cuvette, "

"Pressurize to 60 psi for 1 minute " —
"Fluzh palymer through cuvette with polymer pumg, out valve 11, then out valve 12"
"Flu=h 1 .5ml palymer out valve 12 with sheath pump

"Fluzsh 2ml palymer out valve 12 with palymer pumg swhile shesth pump is ronning."

"Filling load trough with water" -
Kl | b

Select Module.. |

| v

RawDataTroubleshooting Final
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Pl -
g Information

@ DdpplisdBiolSuppon FilesiData Collection Support filesiService ModuleshCuvetteFlush mod Method Execution Has Successfully Finished.

When this window appears the module has completed, if there is an error during the module, please
contact technical support.
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