
Main Menu

Process sample...
General configuration
Library of compounds
Library of solvents
Library of samples
System devices
Dosing device
Chromeleon configuration
Reset and initialize

End

Configuration

Bind tolerances?: [Yes / No, with password / No]
Tolerance password: [abc]
+ from target: [glob_tol_max] %
- from target: [glob_tol_min] %
Automatic draftshield: [Yes / No]

Back Save

General configuration

Compounds

Compound XYZ
Compound ABC
...

Back New < > >>

Add compound

Name: [ABC123]
Mol. Weight: [comp_mol] g/mol
Purity: [comp_purity] %

Back Save

New

Modify compound

Name: ABC123
Mol. Weight: [comp_mol] g/mol
Purity: [comp_purity] %

Back Delete Save

Select existing /
prefilled

Compound library

Delete compound?

Do you want do delete this compund?

No Yes

Delete

No

CL

Solvents

Solvent XYZ
Solvent ABC
...
Back New       < > >>

Add solvent

Name: [ABC123]
Density: [solv_dens] g/ml

Back Save

New

Modify solvent

Name: ABC123
Density: [solv_dens] g/ml

Back Delete Save

Select existing /
prefilled

Delete solvent?

Do you really want do delete this solvent?

No Yes

Delete

No

SL

Solvent library

Samples

Sample1
Sample2
...

Back New < > >>

Sample library

Add sample

Name: [ABC123]
Solvent: SolventID
Compounds:
COMP1 comp_conc_t µg/ml
COMP2 comp_conc_t mg/ml
COMP3 comp_conc_t mmol/ml
...

Back [Delete] Solvent Comps. Save

New
/Select existing

Delete sample?

Do you really want do delete this sample?

No Yes

No

Yes
/remove sample

M

DL

DL

Hamilton Microlab Dispenser

System devices

BALANCE
Name: CubisModel
Serial number: SerialNo
Calibration date: [abc]
DENSITY METER
Name: [abc]
Serial number: [abc]
Calibration date: [abc]
THERMOMETER
Name: [abc]
Serial number: [abc]
Calibration date: [abc]
PRINTER
Name: [abc]
Serial number: [abc]

Back Save

System devices

Delete
Save

/add sample

Dosing device

Please select the dosing method:
Device: [Manual Pipetting, Hirschmann Opus, Hamilton Microlab 600, ...]

Back Config.

Pipetting device

YAPP16 „Stock Solution Dosing“

Version: 2.0R

Q-App version: 08-34-01

System requirements: 

Cubis MSA, Firmware > 01.07.00

SD Card max. 32GB SDHC

Languages: German, English

Units: g, mg, µg

Applicable with verified balances.

„Back“-buttons usually switches to previous screen

"Abort"-buttons usually quit the process and switches to main menu

MAXIMUM 100 elements per compounds/solvents/samples!

Result

Sample: abc
Total required volume: samp_total_amount_t ml
Verified volume: samp_total_amount_a ml

Compounds Target/Measured concentration:
COMP1 comp_conc_t  / comp_conc_a mg/ml
COMP2 comp_conc_t  / comp_conc_a mmol/L
...

[End] Print [Continue]

     Sartorius      
14:53:49  20.09.2017
User:  Administrator
--------------------
Balance:            
      MSA225P-1CE-DI
S/N         33803078
L/Cal               
BAC:        00-39-21
APC:        01-60-12
--------------------
Dosing device:      
             Pipette
S/N                 
L/Cal               
--------------------
Density meter:      
S/N                 
L/Cal               
--------------------
Thermometer:        
S/N                 
L/Cal               
--------------------
Compound 1:    V1_C1
Batch:              
Mol.Weight:         
      comp_mol g/mol
Purity:comp_purity %
Target conc.:       
   comp_conc_t mg/ml
Verified conc.:     
   comp_conc_a mg/ml
Compound 2:    V1_C2
Batch:              
Mol.Weight:         
      comp_mol g/mol
Purity:comp_purity %
Target conc.:       
    comp_conc_t mg/l
Verified conc.:     
    comp_conc_a mg/l
--------------------
Solvent:       Fluid
Batch:              
Density:  
      solv_dens g/ml
Temperature: 21.00 C
--------------------
Sample:  R:A1 566668
Refno:            21
Target volume:   
samp_total_amount_t ml

Verified volume:
samp_total_amount_a ml

Sign:_______________

Print format

Please choose the print format.

GLP Label Std.

Print

     Sartorius      
14:53:49  20.09.2017
User:  Administrator
--------------------
Compound 1:    V1_C1
Batch:              
Mol.Weight:         
      comp_mol g/mol
Purity:comp_purity %
Target conc.:       
   comp_conc_t mg/ml
Verified conc.:     
   comp_conc_a mg/ml
Compound 2:    V1_C2
Batch:              
Mol.Weight:         
      comp_mol g/mol
Purity:comp_purity %
Target conc.:       
    comp_conc_t mg/l
Verified conc.:     
    comp_conc_a mg/l
--------------------
Solvent:       Fluid
Batch:              
Density:
      solv_dens g/ml
Temperature: 21.00 C
--------------------
Sample:  R:A1 566668
Refno:            21
Target volume:   
samp_total_amount_t ml

Verified volume:
samp_total_amount_a ml

Sign:_______________

GLP

Std.

14:53:49 20.09.2017
Sample:  R:A1 566668
Refno:            21
Target volume:   
samp_total_amount_t ml
Verified volume:
samp_total_amount_a ml
Compound 1:    V1_C1
Target conc.:       
   comp_conc_t mg/ml
Verified conc.:     
   comp_conc_a mg/ml
Compound 2:    V1_C2
Target conc.:       
    comp_conc_t mg/l
Verified conc.:
    comp_conc_a mg/l
...

Label

S

Reject

Samples

Open Chromeleon sequences...
Paused Chromeleon sequences...
Sample ABC
Sample XYZ
.....

[End] 

Samples 
stored?

Yes

No samples 
available!

End

No

Modify Compound #n:

  Concentration in sample:
Concentration unit: [µg/mL, µg/L, mg/mL, mg/L, mmol/mL]
Target concentration: [comp_conc_t] SELECTED-UNIT
Compound batch: [abc]
Comment: [abc]

Name: [ABC123]
Mol. Weight: [comp_mol] g/mol
Compound purity: [comp_purity] %

< > Continue

Process preparation

+ 123.456 g
- 0% --------------------------------------------- 100% -
Please place an approriate vessel on pan.
Confirm with [Tare]

Back Tare

Process preparation

Sample: [abc]
Total volume required: [samp_total_amount_t] ml
Calculated compound amounts:
COMP1
comp_weight_t g
COMP2 
comp_weight_t g (comp_amount_t mmol)
...

Back OK

Tare

isoCAL enabled &
isoCAL result = OK

Balance not calibrated!

Please check that isoCAL is enabled 
(automatic execution) and successfully 
executed.
Afterwards you can start the process.

End

No

Yes

S

[Selected]Continue

Modify solvent

From list: [SolventList]
Solvent: [abc]
Density: [solv_dens] g/ml
Temperature: [2.00] °C
Solvent batch: [abc]
Comment: [abc]

Back Continue

Continue

Yes
/increment and assign reference number

Processing sample

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Please weigh in COMP#n (comp_amount_t mmol).
Confirm with [OK]

OK

Processing sample

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Please pipette in the solvent (solv_amount_t ml)
Confirm with [OK]

                                            OK

OK

Manual Pipetting

Hischmann Opus

Opus configuration:

Name: [abc]
Serial number: [abc]
Calibration date: [abc]
Volume: [10, 20, 50] ml
Speed: [Selectable list according to volume] µL/s

Back Save

Microlab configuration:

Name: [abc]
Serial number: [abc]
Calibration date: [abc]
Installation date: [abc]
Volume: [1, 2.5, 5, 10, 25, 50] ml
Speed: [8, 16] sec/stroke

Back                                   Save

Hamilton Microlab

Administrator

Yes

No

Start

Dosing method Hirschmann bottle top dispenser

M

End

End

CL

CL

Save
/save values

CL

Save
/add DB entry

SL

SL

Save
/add DB entry

DL

SL

Save
/save values

Save

Save

Further pipetting methods can be added (as plugins) by 
adding LUA scripts with implemented interfaces.

Result

Sample: abc
Total volume required: samp_total_amount_t ml
Verified volume: samp_total_amount_a ml

Compounds: Target / Measured concentration
COMP1 comp_conc_t / comp_conc_a mg/ml
COMP2 comp_conc_t / comp_conc_a mmol/L
...

Reject Accept

Accept

End

Device Manual pipetting

Parameter „Device“ changed / Back

Set as active device (for process)

Config.

Open Chromeleon sequences.../
Paused Chromeleon sequences...

Process preparation

Sequence details:
Url:
  abc
  def
Name: abc
Description: def
Creator: User

Back Start

Start
/mark sequence as "inprogress"

„Continue“ button available, if chromeleon sequence
"End" button available, if standard process

Continue

NC

NC

Prepare dispenser...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Please direct probe to waste
and press the probe button.

(Keep button pressed until action starts; then release)

[PROBE BUTTON]

Prepare dispenser...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Dispenser is busy, please wait...

Dispenser busy...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Dispenser is filling...

-„Process sample...“ only visible, when a sample is available OR chromeleon control is enabled
-„Sample library“ only visible, when at least one compound AND one solvent is available

Save
/Save values

M

M

Save
/Save values

PD

PD

PD

Pipette configuration:

Name: [abc]
Serial number: [abc]
Calibration date: [abc]

Back                                   Save

Save

Yes
/remove compound

CL

Yes
/remove solvent

SL

Reset menu

Configuration
Chromeleon sequences
Samples
Compounds
Solvents
System devices

Back

Reset and initialize

Reset data

Do you really want to reset the „xyz“?

No Yes

Select

Yes
/reset

No

End

End

-„Open Chromeleon sequences...“ and "Paused Chromeleon 
sequences..." only visible, if Chromeleon control is enabled

DP

DP

Process sample...

Pipetting device 
accessible?

Yes

No

Dosing device not accessible!

[Error-message]

End/OK

End/OK

Administrator? No

Yes

M

End

End

The variability of the parameter fields in the preparation 
steps are relative to the process type (DB-sample / 
Chromeleon sequence).

OK

CONTINUE

[DISPENSER READY]

Waiting for button...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Please direct probe into vessel on balance
and press the probe button to dispense...

(Keep button pressed until action starts; then release)

Dispenser busy...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Dispenser is dispensing...

[DISPENSER READY]

[PROBE BUTTON]

Required volume 
dispensed?

No

[DISPENSER FINISHED]

Processing sample

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Confirm the weighed volume with [OK].

                                             OK

OK

Yes

Relative tolerances are valid for compound AND for solvent weighing.
Bind tolerances:
-Yes: No over-/undershot allowed, messagebox occurs!
-No, with password: Over-/undershot allowed, but admin has to enter defined password then
-No: Over-/undershot allowed, only messagebox occurs

Parameter "Automatic draftshield" only visible, if a draftshield is attached

Definition / Min / Max / Default
glob_tol_max / 0.00 / 100.00 / 15.00
glob_tol_min / 0.00 / 100.00 / 15.00

CALCULATIONS:

samp_total_amount_t = input (always in MILLILITER)

solv_amount_tx = samp_total_amount_t
solv_weight_tx = solv_amount_tx * SOLVENT_UNIT_FACTOR * solv_dens

For each compound separately:
comp_conc_t = input (in selectable unit)
comp_amount_t (mass) = (comp_conc_t * solv_amount_tx) / comp_purity
comp_amount_t (molecular) = (comp_conc_t * solv_amount_tx) * (comp_mol / comp_purity) / 1000
comp_weight_t = comp_amount_t * COMPOUND_UNIT_FACTOR

SOLVENT_UNIT_FACTOR = unit_precision[weight] / unit_precision[target_amount]
COMPOUND_UNIT_FACTOR = unit_precision[weight] / unit_precision[target_amount]

e.g. => measured in grams, target amount unit is milligrams => GRAMS / MILLIGRAMS => 1 / 1000
e.g. => measured in grams, target amount unit is microliter => GRAMS / MICROLITER => 1 / 1000
e.g. => measured in grams, target amount unit is micrograms => GRAMS / MICROGRAMS => 1 / 1000000
e.g. => measured in micrograms, target amount unit is milligrams => MICROGRAMS / MILLIGRAMS => 1000000 / 1000

CALCULATIONS:

For each compound separately:
comp_weight_a = measured weight
comp_amount_a = comp_weight_a (converted to selected unit from concentration) * comp_purity

CALCULATIONS:

solv_weight_a = measured weight

IF SINGLE-COMPOUND SAMPLE:
solv_amount_a = (solv_weight_a / SOLVENT_UNIT_FACTOR / solv_dens) + (comp_mol / SOLVENT_UNIT_FACTOR * comp_weight_a / SOLVENT_UNIT_FACTOR * COMPOUND_UNIT_FACTOR) / solv_dens

IF MULTI-COMPOUND SAMPLE:
solv_amount_a = ((solv_weight_a / solv_dens) + (SUM(Volume_displacement_correction) / solv_dens)) / SOLVENT_UNIT_FACTOR

CALCULATIONS:

samp_total_amount_a = solv_amount_a (converted to MILLILITER)

For each compound separately:
comp_conc_a (mass) = comp_amount_a / solv_amount_a
comp_conc_a (molecular) = (comp_weight_a * comp_purity) / (comp_mol * samp_total_amount_a) * 1000000 / SOLVENT_UNIT_FACTOR 

Chromeleon configuration

Chromeleon control: [Enabled / Disabled]
Mandatory commentation: [Yes / No]
Special bootscreen: [Enabled / Disabled]

Back Save

Chromeleon configuration

M

Save
/Save values

Mandatory commentating: Comment is mandatory, if user rejects a result or processing of a vial
Special bootscreen: To fully load the boot- and standby-screen the balance must be plugged off current once

Open/Paused sequences

[[URL1 (last 40 characters)]]
[[URL2 (last 40 characters)]]
[[URL3 (last 40 characters)]]
...

Back <      Reload    >        >>

Select

user must enter 
comment

No

Result

Please explain the rejection:
Comment: [abc]
Predefined: [Contamination /

Wrong substance weighed /
Insufficient amount of substance left /
Wrong weighing process /
Spilling /
Too much substance weighed /
Concentration aim not reached]

Back OK

OK

Yes

Reject result

Do you want to repeat this sample 
procedure?

No Redo

No

NC

Redo

Chromeleon 
sequence?

No

Process preparation

Sequence details:
Url:
  abc
  def
Name: abc
Description: def
Creator: User
Sequence progress: 50 %
Next vessel: R:A1

Abort Pause Skip Continue

Yes

Continue

Skip sample

Do you really want to skip the next sample?
Note: The next sample will be set to 
processed and you cannot return!

No Yes

Pause sequence

Do you really want to pause this 
sequence and finish it later?

No Yes

SkipPause

NC

S

If an element from „Predefined“ is 
selected its written to „Comment“

Dispenser already flushed 
while runtime?

Yes

No

NC

Definition / Min / Max / Default
comp_mol / 0.01 / 10000.00 / 1.00
comp_purity / 1.00 / 100.00 / 100.00

Definition / Min / Max / Default
solv_dens / 0.001 / 1000.00 / 1.000

Definition / Min / Max / Default
comp_conc_t / 0.000001 / 99999999.999999 / 1.00
comp_mol / 0.01 / 10000.00 / 1.00
comp_purity / 1.00 / 100.00 / 100.00
solv_dens / 0.001 / 1000.00 / 1.000
Temperature / -273.00 / 5500.00 / 21.00

Toggling between compounds possible (if multi-component-
sample), to define all necessary parameters.

samp_total_amount_t / 1.00 / depends on balance / 1.00

Chromeleon 
sequence

Yes

No

S

Further compounds?No

Yes
/load next compound

Ventilate pipetting device?

Do you want to ventilate the pipetting 
system  now?

No Yes

Yes

No

Prepare titrator...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Please direct titrator to waste
and press [Waste], to ventilate.

Waste

Waste

Prepare dispenser...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Titrator is busy, please wait...

Abort

Titrator busy...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Ttitrator is filling...

Abort

[TITRATOR READY]

Titrator ready

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Please direct titrator into vessel 
and press [Release] to titrate...

Release

Titrator busy...

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Titrator is releasing...

Abort

[TITRATOR READY]

Release

Required volume 
released?

No

[TITRATOR FINISHED]

Processing sample

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Confirm the weighed volume with [OK].

Abort                                             Ok

OK

Yes

Titrator already flushed while 
runtime?

Yes

No

Ventilate pipetting device?

Do you want to ventilate the pipetting 
system  now?

No Yes

Yes

No

Modify solvent

From list: [solventList]
Name: [ABC123]
Density: [solv_dens] g/ml

Back

Solvent

Back
/Set solvent for sample

Modify compound #n:

  Concentration in sample:
Unit: [µg/mL, µg/L, mg/mL, mg/L, mmol/mL]
Target concentration: [comp_conc_t] SELECTED-UNIT

From list: [compoundList]
Name: [ABC123]
Mol. Weight: [comp_mol] g/mol
Compound purity: [comp_purity] %

Back Delete < +/>

Comps.

Special folder:

http://x.x.x.x/dirs/home/upload/lua/YAPP16/chromeleon/

- contains "units.json" with known unit IDs

- contains "seq.map"

-- mapping of all sequence files, with GUIDs, statuses and descriptions

-- gets updatet by Chromeleon AND Q-App

--- every time, when a sequence-change happens

-- status can be:

--- "input" => unopened sequence sent from Chromeleon

--- "inprogress" => currently processed by YAPP16 on Cubis balance

--- "paused" => processed (at least started) by YAPP16, but not finished

--- "finished" => fully processed sequence and ready to collect by Chromeleon

--- "rejected" => File is not parseable or user cancels the process

Data structure:

1 Chromeleon sequence consists of n vials

1 vial has a unique position (1 vial = 1 position)

1 vial contains 1 sample

1 process loop ("DP") processes 1 sample (1 vial-position)

1 sample consists of 1 solvent and n (max. 20) compounds

Connection established 
successfully?

No

Yes

Loading device module...

Error initializing communication to  
device XYZ!

OK

OK

PD

Select from solventList/
Prefill parameter-fields

Select from compoundList/
Prefill parameter-fields

Delete
/remove compound #n from sample

Back
/Set compound(s) for sample

DL

< / > / +
Toggle between or add compounds

A sample exists of 1 solvent and up to 20 
compounds, where each of it got an own 
concentration-value in this specific sample.

Reload

CALCULATIONS:
IF SINGLE-COMPOUND SAMPLE:
solv_amount_t (mass) = comp_amount_a / comp_conc_t
solv_amount_t (molecular) = comp_amount_a / comp_mol / comp_conc_t * 1000

solv_weight_t = (solv_amount_t * SOLVENT_UNIT_FACTOR * solv_dens) - (comp_mol / SOLVENT_UNIT_FACTOR * comp_weight_a / SOLVENT_UNIT_FACTOR * COMPOUND_UNIT_FACTOR)* SOLVENT_UNIT_FACTOR

IF MULTI-COMPOUND SAMPLE:
solv_amount_t(s per compound) calculated as described at SINGLE-COMPOUND SAMPLES
Volume_displacement_correction per compound = comp_weight_a * COMPOUND_UNIT_FACTOR * comp_mol

solv_amount_t = MEAN(solv_amount_t(s per compound))
solv_weight_t = (solv_amount_t * solv_dens - SUM(Volume_displacement_correction) / SOLVENT_UNIT_FACTOR) * SOLVENT_UNIT_FACTOR

Clear weighing pan

Please clear pan for the next sample 
vial.

OK

OK

CHROMELEON

BASE PROCESS

MANUAL PIPETTE

MICROLAB DISPENSER

OPUS TITRATOR

CALCULATIONS

Special folder:

http://x.x.x.x/dirs/home/upload/lua/YAPP16/chromeleon/

- exchange place for Chromeleon sequence files

-- e.g.: "ba9f51b5c6b811e6a22b005056c00689.cm"

- the main part of the filename is GUID, created by Chromeleon

MAXIMUM 50 sequence files allowed in this folder.

Definition / Min / Max / Default
comp_conc_t / 0.000001 / 99999999.999999 / 1.00
comp_mol / 0.01 / 10000.00 / 1.00
comp_purity / 1.00 / 100.00 / 100.00

Calculated comp_weight_ts are shown in the current active mass-unit 
(in which the compound-masses will be weighed in).
If comp_amount_t-unit is a molecular unit, show comp_amount_t in 
brackets behind.

If comp_amount_t-unit is a molecular unit, show 
comp_amount_t in brackets behind.

Set = comp_weight_t
Min = comp_weight_t * (1 - (glob_tol_min / 100))
Max = comp_weight_t * (1 + (glob_tol_max / 100))

Start
openDraftShield()

End
openDraftshield()

Balance is 
equipped with 

draftshield

Yes

No

Draftshield fully 
closed?

Open last used door

Yes

wait 1000ms

No

Start
closeDraftShield()

End
closeDraftShield()

Balance is 
equipped with 

draftshield

Yes

No

Draftshield 
open?

Close all doors

Yes

wait 1000ms

No

Configuration:
"Automatic draftshield"

Enabled

Configuration:
"Automatic draftshield"

Enabled

Disabled Disabled

openDraftShield()

closeDraftShield()

acquire proc_tarevessel
&

do zeroTare

NC

openDraftShield()

openDraftShield()

openDraftShield()

closeDraftShield()

closeDraftShield()

closeDraftShield()

weigh
comp_weight_a

weigh
 solv_weight_a

openDraftShield()

closeDraftShield()

weigh
solv_weight_a weigh

solv_weight_a

(solv_amount_t * solv_dens) <= 
remaining weight capacity of balance

Yes

Maximum weighing capacity

Remaining weighing capacity too low for 
calculated solvent amount!

Abort Continue

No

Continue

Abort

Abort
/stop titrator

Abort
/stop titrator

Abort
/stop titrator

Quit process

Do you really want to quit the process?

No Yes

Abort End

Yes / No

Process preparation

Sequence details:
Url:
  abc
  def
Name: abc
Description: def
Creator: User
Sequence progress: 100 %

Reject End

Sequence 
progress = 

100%
No

Yes

Reject

Yes

Bargraph-settings in ALL dispensing screens:
Set = solv_weight_t
Min = solv_weight_t * (1 - (glob_tol_min / 100))
Max = solv_weight_t * (1 + (glob_tol_max / 100))

proc_tarevessel + solv_weight_tx + 
SUM(comp_weight_t) <= maximum balance 

capacity

ManualPipetting() HirschmannOpus()HamiltonMicrolab600()

Start
ManualPipetting()

End
ManualPipetting()

End
HamiltonMicrolab600()

End
HirschmannOpus()

Start
HamiltonMicrolab600()

Start
HirschmannOpus()

OK

Maximum capacity exceeded!

Maximum capacity of balance will be exceeded with 
set target volume. Please define a lower volume.

OK

No

OK

Modus

Parameter „Device“ changed

Back

M

mark sequence as "rejected"mark sequence as "finished"

mark sequence as "paused"mark sequence as "rejected"

S

Yes
No

Do ZeroTare

Start
CheckTolerance()

End
CheckTolerance()

Tolerance exceeded!

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Do you want to accept this measurand anyway?
To confirm this value, enter password:
Tolerance password: [abc]

No Yes

Weight in 
tolerance?

Yes

No

No

"Bind 
tolerances?"
configuration

No, with password

No

Tolerance exceeded!

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Do you want to accept this measurand anyway?

No Yes

No

return REPEATreturn CONTINUE

CheckTolerance()

REPEAT

CONTINUE

Wrong password

Please enter correct password!

OK

Yes

Password 
correct?

Yes

Yes

No

OK

Yes

Tolerance exceeded!

+ 123.456 g
- Min -------------------- Set -------------------- Max -
--------------------------------------------------------------
Weight value is out of tolerance.
Please repeat weighing procedure.

OK

OK

CheckTolerance()

REPEAT

CONTINUE

CheckTolerance()

CheckTolerance()

CONTINUE

REPEAT

REPEAT
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