DNA Appendix G — Instrument/Software Troubleshooting Guide

If you cannot contact your local Power User, please reach out to any Power User for assistance. See the

shared google document “Casework Power Users” on the BIO Team Drive.
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Automate Express

How to PAUSE a run
1) Press STOP to pause the run. Open the door, address the issue. Press START to resume the run
a) IMPORTANT! If you open the instrument door while the instrument is running, the run stops,
and it cannot be restarted. If you need to open the instrument door during a run (even in the
event the run is stopped due to an error), first press STOP to pause the run, then open the door.

How to return a tip/go back to starting position

1) Press STOP.

2) Press ESC until you get to the main menu.

3) Press 1 for manual.

4) Press 2 to return tip. This brings everything back to their starting positions.

Pipette Tip Not Ejected/Jammed
1) PAUSE the run
a) Ifrunis stopped due to an error, still PAUSE the instrument
i) Tryto unjam the tip and replace with a new tip
b) Press START to resume the run
2) Possible causes
a) D-ring too much or too little grease
b) D-rings need to be replaced

Wet Pipette Filter/Replace Pipette Tip
1) Note Instrument and lane of wet filter, notify power user
2) Possible causes

a) Pipette tip hitting bottom

b) Clogged mandrel (use lighted mirror to check)

c) Sample volume too low (lower than recommended)

No/Partial Initial Sample Lysate Uptake
1) Afterinitial sample uptake step, before any other steps in the process
a) PAUSE automate, manual pipette sample into cartridge well #2, replace tip for that well, press
START to resume the run
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b) Cartridge order:

1j2|a|4|5)|6]7|8|0|10 12

v

2) After run is complete
a) No sample uptake
i) Notify Power User and TL
ii) The analyst is to create a QIR
(1) Ensure that the workflow includes which AE instrument, tip nozzle number, and sample
type (context)
iii) Re-extract sample on a different instrument (add appropriate blanks), with TL approval
b) Partial sample uptake
i) Notify Power user and TL
ii) The analyst is to create a QIR
(1) Ensure that the workflow includes which AE instrument, tip nozzle number, and sample
type (context)
iii) Depending on the sample type
(1) Go forward with quant using the elution recovered, with TL approval
(a) Determine if quant value is ok to use for sample type, with TL approval
(2) Retain remaining sample volume
c) Possible causes
i) Pipette tip hitting bottom of tube
ii) Wet tip filter during run
iii) Clogged mandrel
iv) Sample volume too low (lower that recommended)

Clogged Mandrels
1) Notify power user
a) Use hand held mirror with light to look into the opening of the mandrel
i) If brown or white crusty material observed in mandrel opening, note instrument and lane
b) Notify DNA analysts to avoid lane for future extraction until the mandrel can be replaced.
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No/Low Elution Volume
1) No Elution volume
a) Check sample tube for remaining sample

i) If full sample volume remains, follow “No sample uptake” steps above, with TL approval
ii) If partial sample volume remains
(1) Depending on the remaining sample volume re-extract, with TL approval
(a) If a re-extraction is performed, the analyst is to create a QIR
(b) Ensure that the workflow includes which AE instrument, tip nozzle number, and
sample type (context)
2) Low elution volume
a) Check sample tube for remaining sample
i) Depending on the remaining sample volume re-extract, with TL approval
(1) If a re-extraction is performed, the analyst is to create a QIR
(2) Ensure that the workflow includes which AE instrument, tip nozzle number, and sample
type (context)
ii) If no sample volume remains, the analyst is to create a QIR
(1) Ensure that the workflow includes which AE instrument, tip nozzle number, and sample
type (context)
3) Possible causes
a) Initial sample volume too low
b) Wet tip filter during run
c) Clogged mandrel

Hamilton STARIlet

Vector Error
1) Before script starts
a) Check to make sure there is only one Hamilton window open
i) Example error:

HxHsIRunControl2 >

e An error occurred while running Vector,
The error description is:

Error code OxEQQO1005: USE device is already configured.
[0x33 - Ox1 - OxB805)
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b) Check for security updates

i) Example error:

Weekly maintenance - error ﬁ

6 An emror cccurred while running Vector,

The error description is:
The instrument has not been initialized.
(028 - Dl - Onelf)

|

c) Let power user know so they can investigate if the computer was removed from the “do not
update” and/or “secops” lists

d) Control panel = programs - view installed updates
i) Look for installed security updates for Microsoft Windows (may start with KB....)
ii) Right click to uninstall one at a time
iii) “Yes” at prompt to uninstall
iv) “Yes” at prompt to restart computer

e) Test connection
i) If vector error received, remove next update

2) During run

a) Immediately after importing sample lists and instructions
i) File name is too long
ii) Example error:
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HxHsIRunCentrol2

IQI An error cccurred while running Vector,
" The error description is:
C:\Program Files (B8 \HAMILTON\Methods\YFP_CBLmed(129, 1) : The
field is too small to accept the amount of data you attempted to add.
Try inserting or pasting less data. n
{023 - 02 - (39)

b) Instrument runs into something unexpected (different tube for example)
i) Double check layout of hardware and tubes
ii) Did you switch TRIO dilution buffer and standard for example?
iii) Example error:

HxHsIRunControl2 ot

e An error occurred while running Vector,

The error description is:

Step canceled.

User-defined error handling will be used,
([P4: £ drive, Step lost on Z drive.]

[P3: Main, Command not completed.]

[P&: Main, Command not completed,]

[P7: Main, Command not completed.]

[P&: Main, Command not completed.])
(28 - Ox1 - OxB0a)

Help

iv) The Hamilton expected the dilution tube depth, standard tube with shallower hardware
definition in its place. Z-axis could not go to prescribed depth as it “smashed.” Follow up
error after “ok:”
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1000ul Channel Aspirate - Error

Error
Description:

Step lost on Z drive.

Channel Error

Mot Executed Error

Assigned recovery

Mot Executed Error

Mot Executed Error

Mot Executed Error

5
L]
T
]

Recovery
Repeat Available Continue Waste
Bottom Air Exdude
Execute Abort

Cancel

Open cover

Move Up

Help

Input file issue during amplification
1) May cause Hamilton to only pipette PC and NAB into amp plate

2) Ensure that 7500 data export has correct columns chosen and that they are in the correct order, it

should look like this

Export Properties T Custarnize Exporﬂ

Customize: Results =

Organize Data Results Export

File Name: 040221TRIOjac_data

File Type: %)

Standard 1 Standard TIPC UNKNOWM 29816341  NaMN
Standard 1 Standard T.Large Aut.. STANDARD 18.77971 50.0
Standard 1 Standard T.Small Aut_ STANDARD 20794317 500
Standard 1 Standard TY STANDARD 20.193207  50.0

] well
Sample Name

EEEB

@ Down Rows Across Columns = Well | Sample N..| SampleT.. TargetMa.. Task cr Quantity MFRatio | Degradati...
A1 Standard 1 Standard TIPC UNKNOWN 29.535156 NaN -
Select Results Content Al Standard 1 Standard TLarge Aut STANDARD 18863815 500
[ All Results Fields - M Standard 1 Standard T.Small Aut_. STANDARD 2071578 500 =
A1 Standard 1 Standard TY STANDARD 20.112616 500

a) If there are additional columns present or if the column order is different from the above
uncheck the boxes on the left side of the screen under “Select Results Content” and re-check

them in the correct order prior to exporting quant data

Dropped tip or tip observed on deck

1) This may be more common with humidity changes in the laboratory environment

2) Procedure to check the deck:
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a) Examine plate
b) Examine carrier trays & plastics for extraneous liquid
c) Do agood decontamination of the deck, carrier trays, tube holders etc
d) Document with a QIR to include troubleshooting steps undertaken

Barcode Error
1) May occur when loading tip carrier if laser does not properly read the barcodes on the tip racks, or if
racks have been placed in carrier backwards (with barcodes facing back of carrier)

Load Carrier - Error

Error
Description:
Barcode efror.

Position Error Assigned recovery

Position description:
Assigned barcode: °.
Recovery
Repeat Barcode... Unload carrier
Continue Exdude

Abort Cancel Help

a) Click continue, does not impact run

b) If happens repeatedly, may indicate that laser needs to be adjusted by a Hamilton service
engineer
i) Contact the local power user to coordinate

Pipetting issues
1) Error messages in dilution table when sample(s) should be processed, but were skipped
a) Examples:
i) "Sample Concentration higher than 500 ng/ul" and a "-1" value for the total amp target
ii) The associated sample file name does not have "_DNU" suffix so your batch notes think it
was amped, but the 3500 file generated by the Hamilton skips over it.
b) Steps to take:
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i) Check input files — are any samples duplicated?

ii) Check input files — were edits made to sample names between quant and amp set up?
Check for consistency as 7500 file and amp set up file must match exactly

iii) Can ask power user to look with you/second set of eyes

iv) Can escalate to TL team if struggling to identify cause

v) Otherwise, QIR serves as notification to TL team

2) Well has incorrect volume visibly evident upon completion of set up:

3)

a)

b)

d)

Examples:
i) Master mix present, but no sample/RB (can happen during amp set up)
ii) Master mix + some sample/diluent volume (can happen during amp set up)
iii) Sample appears present and no master mix
Steps to take:
i) Check input files and dilution table
(1) Renamed a sample and not carried through?
(2) Duplicate sample or RB names causing issues?
(3) Dilution table has a comment indicating sample skipped?
ii) If caught before amp:
(1) Measure volume present in well and in sample tube after Hamilton set up and provide
in QIR narrative
(2) Add master mix from overage in master mix tube + sample/RB/TE to a new well and
update run information
(3) Notate in the batch notes what occurred and remediation steps taken
If caught based on CE data:
i) Measure volume present in sample tube after Hamilton set up and provide in QIR narrative
ii) Reamplify the sample
Document with a QIR including troubleshooting steps performed to ensure casework is not
impacted

Sample is expected to yield a quant value (reference or body fluid indicated) and results in no or low
human DNA detected

a)

b)

Re-quant to determine if value is reproducible

i) If robust DNA detected, QIR for Hamilton issue during original quant set up

ii) If low value obtained (consistent with original quant), proceed with amplification, as
applicable to the case

Perform amplification (manual or Hamilton)

i) Consider microcon or re-extraction of additional sample

ii) Inhibitor could have been co-extracted with DNA

iii) Collection issue or inherent to sample (environmentally degraded)
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c¢) Document the circumstances with a QIR to include possible root causes and remediation steps
taken
4) Sample set up (GF/YFP) on Hamilton yields a flat-lined profile that is not consistent with the
guantification value
a) Check for primer front
i) If not present, re-prep the CE plate
ii) If present, proceed below
b) Check input file(s) and dilution table for correct target/dilution instructions
i) Was the Hamilton aspirating <2uL? May be due to current script scheme
ii) Dilution table has a comment indicating sample skipped?
c) Perform a manual amplification for the desired target of that sample
d) Document with a QIR including troubleshooting steps performed to ensure casework is not
impacted
5) Sample set up on Hamilton (GF/YFP) on Hamilton yields a profile of a low quality that is not
consistent with the quantification value(s)
a) Check input file(s) and dilution table for correct target/dilution instructions
i) Was the Hamilton aspirating <2uL? May be due to current script scheme
ii) Dilution table has a comment indicating sample skipped?
b) Perform a manual amplification for the target of that sample
i) Recommend to not use original amplification for replicate analysis in STRmix due to profile
quality
c¢) Document with a QIR including troubleshooting steps performed to ensure casework is not
impacted
6) Sample set up (GF/YFP) on Hamilton or manually yields an overblown profile not consistent with a
low quantification value(s) obtained from quant set up on Hamilton
a) Re-quant (manual or Hamilton) and proceed with subsequent amplification based off new quant
value
b) Document with a QIR reflecting troubleshooting steps taken (including original and new quant
values, original and new profiles) to ensure casework is not impacted

See Power User
1) Issue in dilution table (unexpected comment, sample being skipped)
a) Check input files
b) Sample name changes? Duplicate names?
2) Final plate does not correspond to expected plate (wells missed/skipped)
a) Checkinput files
b) Sample name changes? Duplicate names?
3) If cannot figure out, escalate to TL team
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GeneMapper ID-X

Archiving Data

1)
2)

3)

First, you will open GMIDX and make sure no projects are open. If you have an open project, save it,
and click File>New Project.

Next, Click Tools>GeneMapper IDX Manager, find your projects (you can sort them alphabetically by
holding down "SHIFT" and right clicking the top of the name row).

For each project that you have, you will export it by clicking the project until it is highlighted and
clicking export.

5 *
Took B i}
CGOH | W  IRBEU|BEE | P @ | roesens | @k B 28R |De
Buproject Samples -
Status [Sample File Sample Name | Sample 1D [Comments _[5ample Type [specimen Category [P _[Analysis Method [Panel [size Star|Custom Ce|atrix [RunName [Instrument Type [Instrument ID_[Run Date & Tme_[Plate 1D [Cap |Well |5E |REF [5Q0 [ARNM [SFNF [MNF |F [505
i / | | 1 N N A | | | [ I
2 I I I 1 N — — I I I I —
3 4® GeneMapper® ID-X Manager X
:
s
.
- Find Name Containing:
0
5
m Proects prlys ethads Tae Setgs Pt Setngs Nt S Standcds Regrt ecigs
< e ot 5oved o sangles_[oesrpion >
o 008 T - &
i G G 6 10 &
e R %
110320_GF_JM 2020-11-04 06:19:57.0 imalloy 68
iz TG D = 5
0820 e e ooy n
50320 376 109 1 oty v
50520 395001 w109 D ooy .
Vi0520_7C_59001 .70 09 ooy g
0520 390005, w109 T ety g
110920_PC_350003_IM_YFP 2020-11-09 12:48:42.0 imaloy 4
ez G 09 D o B
ez yee a6 179540 i
2z 10105 01369079 &
122220jm1 PP 2020-12-29 15:18:05.013 imalone 10
czraiee 50 Tz D ]
G275 et e T T
st 510 102 5555 &
st 510 5T 15 O &
52020 GG RES ST 6 D 5
020 16 e+ R sz 5 L
Rerane.. || Seers.. || ot || oo bete
veb | | oone
Progress status I sicn

4)

You will be prompted to find the folder within the IDX folder with the corresponding project name.
a) Open that folder and hit save. Do this for all projects.
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COH | WF BEEU| EEE | > @ | s | [ H| #2eB | De
Frors Samples 5
Gisus [SampleFle[Sanplefiame  [Sanpl D [Conents [Sanpl Type [Spednen Category [GFN [Analys ithod [Panel[5s St Custom Cel et [Furfisme[sbrumert Type _[instrment _[Fur Date &.Time_ [Plte 0 [Cop [Wel [ [REF 500 [ARAM [SFAF_[WF [SUF[505
B [ [T [T [ [ [ [ [ [ [ T
2 1 - 1 1 1 1 1 | | | -
g ®
0
5
s
Find Name Containig
¢ o
0
0
o Projects AvaysisMethods | Tabl Settngs PotSettings  Matrces  Size Standards Report Setings
< S ~—v— e = e T >
o] W Export Project<T2030mGF xh
ey e 7 ¢ e@m
o7 zsz0ncer G
Ml T12520mkGF_CBI 121520hmGF_Col [t name
] 12520mkProFlexYFP_CBI 121520ja¢GF CBI =
Tioszo e = verurt exsting les
EE recentiiens || 1201205hGE.CBI 121520kemGF_CBI
T e 120220KmGF_CBI 121520y GF_CBI [l Export with analyss setings
T 120320jmigf CBl 121520ym¥FP_CBI
| 120420chGE YFP_CBI 121620ja¢GF.CBI
iy 120720hGE YFP_CBI 121620mKProFlesGFYEP
HOR0RCSOD1ENg 120920jmGE_CBI 121620ymwGE_CBl
110920 PC 350003 G 120920kmGFYEP_CBI 121820ymGE_CBl
T1020_pe 380003 M. 120920mkGE_CBI 121820ymYFP_CBI
e Documents | Ll 121019_GF_RAR_CBI 122120mkGE.CBI
i e 121020KmYFP_CBI 12220j2cGF CBI
[ 121120hmGE_CBI 12222ja<GRYFP_CBI
3 121720jmGF_CBl 1222201m1GRY_CBI
Lz2z20imicr Thape 121220caKkGFBYFP_CBI 122320.CR _GF.CBI
T2zt < >
IS 8 Flerame: | 20920jmiGF.ser Open
OEIGE BT pmark
Files of Java serialized fle (*.ser) v Cancel
To302ceF B10_R e )
o302 B0 I S5 6] Kchanpin 7
552520_Ke_GF_REI'S STRmix 2005 26 1207550 aorez s
552620.K6.Ye REWSS 200522 G L4 Kgorez g
= e =
veb | [ pone

Progress Status

5) You will then delete the project from GMIDX by highlighting only your project and hitting the delete
button.
a) When you need to re-import a project, you will also use this screen.
b) Click on import, find your project in the IDX folder (.ser file) and import it back into IDX after the
backup is complete.
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FORENSIC

— x
W @ | B @ | e setsng: | [caranayes B 28R | Do
Status [sanpleFle  [sampleName  [sample 1D [Comments [Sample Type [specien Category 5PN [AnalyssMethod [Panel [Size Star|CLstom Ce Matric [Run Hame[Instrument Type _[fnstrument ID_[Run Date & Time[Plate 1D [Cap [well [5E [REF [5Q0 [ARAN [sFF [ [shF [505
i | | | | 1 | | | | [ [ | [T
2 | I I — L [ I I | I [ [ [ f—
3 4® GeneMapper® ID-X Manager X
0
s
¢ Find Name Contairing
s
o L
T Projects | Analysis ethods Table Settings  Plot Settngs  Matrices  Size Standards Report Settings
< Project Last saved # of Saml Descrpton >
1z3020_GF AW 2021-01-04 07147135 651 “ 5
51320 CR_Gr28 20200518 1531737.0 &
728208GF _GRI 20200615 09:5409.0 ®
Ti0320_Gr 2020-11-04 06:15757.0 G
Ti0320_M PP 2026-11-16 149442.0 i
110420 M GF 2025 1214 15716118.0 @
Ti0420_YFe M 2020-11-05 15:01:02.0 i
110920_PC_350001_GF M 2020-11-08 12321040 0
110520_PC_3500D 1_3M PP 202-11-05 12:3526.0 g
110520_PC_350003_GF M 2020-11-0 124705.0 0
110520_PC_350003_3M_FP 0
Tii620_Gr_m is
111620 _YFP LN it
12222017
122220 mivFe 20201225 15:18:05.013 malone i
inz720keGr B 2026-11-12 104347.0 Kehanph G
102720keGF B9 _Re-inject 2020-11-11 20:3%:43.021 kchamplin 6
i03020keGF B10_GFR 2020102 15465367 Kehanph &
T03020keGF B10_5TR 2020-11-15 1412515561 Kehanph &
052020_KG_GF_REINIS_STRmix 2020-05-26 12:04:35.0 kgome 9
052020_KG_YF+_REINIS 2020-05-22 08:58:14.0 kgome 9 g
Import, Bgort | Delete
e | [ Done

6)
7)

a)

Double check that your .ser files are in the folders.
Once you have exported all of your .ser files into their corresponding folders, you will go to the IDX
folder and move all of your project folders into the ARCHIVE folder at the very top.
Find your lab and your name and cut and paste your project folders into there.
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FORENSIC

SERVIC
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(e = | ID-X Data = m}
Home Share View
» u 4 cut x i G?JNEW item ~ :j iiopen - [fsetectan
w- Copy path e f_] Easy access ~ ! Edit Select none
Pinto Quick Copy Paste Move Copy  Delete Rename New Properties ) .
access EI Paste shortcut to to - folder - ) History E]D Invert selection
Clipboard Organize New Open Select
L v 4 <« Lab » DisciplineFiles » DNA » ID-XData v D Search ID-X Data
[0 Name - Date modified Type Size

3 Quick access

00- ARCHIVE-Backup Qtly by each Lo...  4/21/2021 8:06 PM File folder
> & This PC 011021_GF_reinjection_JM_CBI 1/13/2021 9:14 AM File folder

& Network 011021_GF_YFP_JM_CBI 7:54 AM File folder
011321_GF_JM_CBI File folder
012120)JMGFYFP_CBI File folder
012221krmGFYFP_CBI File folder
012821krmGF_CBI File folder
020521_GF_JM_CBI File folder
020521_GF_reinj_JM_CBI File folder
020720GFinput/M_CBI File folder
021021_GF_JM_CBI File folder
021021GFsat_CBI File folder
021021YFPsat_CBI File folder
021221GFsat reinject_CBI File folder
021221YFPsat reinject_CBI File folder
021721ahbGF_CBI File folder
021721ahbYFP_CBI File folder

. Ananna 1A e - sy
169items  State: &) Online

b) When Power Users do the backup, they go into the ARCHIVE folder and save everything to an

external hard drive.

i) Afterwards, they delete all of the projects from that folder.

i)

once a power user has copied it to that folder.

Restarting all of the Oracle Services manually

1) Please go to Computer Services

If you need to get data at a later date, you will use the ARCHIVE hard drive to pull that data

a) Control Panel> System and Security (if you are on Win10, this folder may not be present) >

Administrative Tools> Services

b) Scroll down until you see the Oracle Services

i) Example screenshot:
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FORENSIC

SERVICES

Select an item to view its

MName Description  Status Startup Type  Log On As
description. i NetTep Listen.. Receives ac. Disabled Local Servi..
4 MetTep Port 5. Provides ab... Disabled Local Servi...
i Netlogon Maintains a .. Started  Automatic Local Syst...
< Network Acce—  The Networ.- Manual Metwork 5.,
& Network Conn.. Manageso_  Started  Manual Local Syst..
& Metwork List 5. Identifies th.. Started  Manual Local Servi...
S Metwork Locat.. Collects an.,  Started  Automatic Network 5.
i Network Store—  This service .. Started  Automatic Lecal Semvi...
< Office Source .. ‘Saves install.. Manual Local Syst...
& Office Softwar_ Enables the . Started  Manual MNetwork 5.
& Offline Files The Offline .. Started  Automatic Lacal Syst...
“uOracle IFA V55.. Started  Automatic Local Syst...
L CraclelFAGML. Manual Local Syst.,
£ OraclelFAGML. Started  Automatic Lescal Syst..
% OraclelobSche.. Started  Automatic Local Syst..
% OracleMTSRec.. Started  Automatic Lacal Syst..
- OracleSenvicel.. Started  Automatic Local Syst..
4 Parental Contr... This service .. Manual Lecal Servi...
& Peer Mame Re.. Enables ser... Manual Local Servi..
% Peer Metworki.. Enables mul. Manual Lecal Semvi...
< Peer Metworkd.. Provides id— Manual Local Servi..
& Performance C.. Enabiles re... Manual Local Servi...
4 Performance L. Performanc... Manual Local Servi...
“%Plug and Play Enablesac.. Started  Automatic Local Syst...
PP XP R F ThePnP-Xh Starad hdanal 1 el Swet

ES

2) Click on the first Oracle service in the list, and then click Stop
3) Then make sure the start-up is set to Automatic, and then click Start:
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—

" Oracle IFA VSS Writer Service Properties (Local Computer) -_' T e

Genaral ;'—F’fﬂ_ﬂ" | Recovery I Dependencies

Service name: DracleVssWrilerlFA

Drzplay namie Oracle IFAVSS Whler Senice

Descnplon:

Path to execulable
c\apphedbiosystems\oraclegmiddbinOraVS5W.axe IFA

Siarup type

Halp me configuie senvice siaiup oplions.

Serico stalus Stanted

Stan | SIDP‘ -l ause Haegume

L _ =}

Yo can spacily tha stan paramatecs thal apply when you stan the sennce from
here

a) Repeat this for each of the Oracle services.
b) When done, they should all have “Started” as the Status and “Automatic” for the Start Up type.
c) Please note that stopping them and then re-starting is key here

d) Nowr

e-launch GMIDX

File Pathway error

1) Attimes projects will open but not appear to be analyzed although all of the edits were previously

saved or when reanalyzing it may not recognize the sample.

a) If this

occurs GMIDX will need to be reminded of the file pathway.
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a? Analysis Requirements Summary

1 sample does not meet one or more analysis requirements.

Analysis Reguirement Mot Met

# Samples That Do Mot
Meet Requirement

Sample File Mot Found

1

What would you like to do next?
(@) View sample(s) that do not meet one or more analysis requirements

() Continue analysis

Ok . Cancel N He.li:I

i) Select Edit -> Define new sample file path
¥ GeneMapper® ID-X - *041321DIVGF - D Vensel

File Edit Analysis View Tools Admin Help

C Copy Ctrl+C
m] @ Paste Ctrl+V
% Add Samples to Project... Ctrl+K :
Define new Sample File path... i
(
Delete from Project 3
Select All Ctr+A |;
Fill Down Ctrl+D I
Fit to content Ctrl+|
4~ Find... Ctrl+F
Sort... Ctrl+G

T
ii) Lead GMIDX through the pathway to the file on the P drive IDX folder where the raw data

from the 3500 is saved
iii) This should link the data back to GMIDX
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STRmix™

License Error

1) When attempting to open STRmix™ and you receive the error: “All licenses are in use or your trial
license has expired”
a) Close the STRmix™ window.
b) Go to the Start menu and select “Floating License Server.”
c) Select “Floating License Server Manager.”

= A

A~ Acrcbat Reader DC

l Floating License Server Management GUIl 5e
Floating License Server Manageme...

d) If someone else is using STRmix™ on that server, the Floating License Server Manager will show
that the license is in use:

[i21] Floating License Server Manager - O X
Connection View Configuration License Client Help

Installed License List

License ID Product Name Product Edition Product Version Issue Date Expiry Date License in use / Y. Total Usage Time
1573661087579 STRmix 2019-11-13 i/1 43:08:51:20

Running Clients for Selected License

Select a license to display active dients.

1. Click on the license and it will show who is using the license in the Running Clients for
Selected License box.
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[i21] Floating License Server Manager — [m| X

Connection View Configuration License Client Help

Installed License List
License ID Product Name Product Edition Product Version Issue Date Expiry Date License inuse [ ... Total Usage Time

1P Address Additional L., Issue Date Last Connection Current... TotalUs... UsedFe...
127.0.0.1 2022-02-10 ... 2022-02-10 10:35:43 0:00:05:02 2%:1%:12...

Server Time: 2022-02-10 10:40:48 MST Connected to 127.0.0,1:16090

2. Ifitis someone other than you, that person is either actively using STRmix or did not log
off correctly. Check with that person before proceeding.
e) If no one else is using the server, you will typically see this error:
Connection View Configuration License Clent Help

Installed License List

Connect to a floating license server to display installed licenses.

Connection Error s

—
'.8' Floating License Server Connection Error: Connection Refused
b

Running Clients for Selected Licens

Select a license to display active dients.

Mot Connected

1. Click “Ok.”
2. Select “Connection.”
3. Select “Connect to License Server.”
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4. When the window launches, do not change any of the fields. Check the box for “Connect
on Startup” if it is not already checked.

E Connect to Floating License Server >

Connection Information

Host name or IP: | iR

Port Mumber: | 16090

Save Connection Information

Connect on Startup

5. Click “Connect.”
6. The license server will appear in the “Installed License List” section of the Floating
License Server Manger.
7. Close the Floating License Server Manager, and relaunch STRmix™.
f) If you are unable to re-connect the license following the steps above or you continue to get the
“Floating License Server Connection Error: Connection Refused,” contact a STRmix™ committee
member to have the server restarted.
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