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Possibility to add
several select
medical results

Test date uncertainty on Covid-19

infected patients post transplant

On patients that are Covid-19 positive post transplant the
test date is obligatory to register in YASWA. However, we
have experienced that in some cases the date is difficult to
get hold of.

If this is the case, it is now possible to do the registration and
at the same time tick of the new box ‘Date uncertainty’.

Transplantation | Ischemiatime | Organ HLA || HLA matchgrade | Post tx infection
Infection tests

Infection code: Result Date of test/sample Date uncertainty
CMV: Anti-CMV (Cytomegalovirus) ND: Not done [l
CovAb: Antl-SARS-CoV-2 (Covid-19 antibody) ND: Not done

Covid: SARS-CoV-2 RNA (Covid-19) +: Positive 01-Jun-2020
EBV: Anti-EBV 19G (Epstein-Barr) ND: Not done
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Change in registration of selected

medical values on deceased donors
Entry of data has been changed in the ‘medical info’ tab
on systolic blood pressure, diastolic blood pressure, MAP,
pulse rate, diuresis and temperature.

Registration of these parameters have been moved to the
bottom of the page and you are now able o register
several results (date + time) and follow the development
during hospitalization.

When you wish to add a new result, click on ‘Add new’:

Basic | Infection || Laboratorytests | Medicalinfo | Blood gas & vent | Medication | HLA || Organ proc. || Organ offer | Organ QC || Payback || Files
Proteinuria: v Proteinuria commen ts:
Hypotensive period: ¥ Duration: from t min. Cardiac arrest: ¥ Duration: |from to min.
Hypertension: v Treated diabetes: >
Past/Pres Malign Neoplasia:
Past/Present Drug Abuse: v Past/Pres Alcohol abuse: >
Smoker: v Pack year:
Infection: v Cultures:
Diseases/ Abuses:

Medical history:
Current medical history: hgjhifhgh

ECG: v ECHO: i
Coranary angiography: v Chest X-ray:

Tracheal secretion: v ‘Abdominal CT:

Graph vr.: v show

Date of measurement Systolic blood pr... | Diastolic blood pr... MAP Pulse rate: Diuresis Temperature:

Include label in predefined extractions
In some of the predefined extractions only codes are
included, you now have the option to add the label, this is
done by ficking of the box in the report execute screen:

More reports X

Choose report: | Recipient - Current waiting list, kidney v
Center: ST: Stockholm v
Country: v

I Labels instead of codes I Cancel Execute




Graphical illustration

of development

Help with transferring
previous conclusions

If you want to see the development graphical you select a
parameter and click on show:
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Fusion, transfer previous conclusions

Before a STEP match run the tissue typing labs must import
updated Fusion MFI data on their recipients and each time,
they need manually to register conclusions that deviate
from the default conclusion (everything above MFI of 2000 is
positive and everything below negative).

Now a new button/functionality has been added, it will
bring forward data from the previous sample where the
conclusions are different from default setting 'M: MFI cut-off'.
After bringing forward the previous conclusions the user will
be able to modify and save the conclusions on the new
sample.

Example...
Several Fusions results have been imported:

Basicinfo || Clinical data | Address/Phone | HLATyping | Antibody Screen Test | Fusion p ibodi Previous Mi Death
Date of sample Antibodies
» 3 06-Feb-2020 A=34:01 DRB1*04:01 DRE1*04:02 DRB104:03 DREL*04:04 DRB1*04:05
< 3 12-Now-2019 A¥34:01 DQA1*03:02,0Q81*03:02 DQAL*05:01,DQB1*02:01 DQAT*05:03,D0B1%03:01 DQA1%05:05,0Q81%03:01 DQA1*06:01,0Q81%03:01 DRB1*04:01 DRBL*..

=+ X 11-Sep-2015 A*34:01 DRB1*04:01 DRB1*04:02 DRB1*04:03 DRB1*04:04 DRB1*04:05

On the sample from 12-nov-2019 more antigens have
manually been set as unacceptable (the AB list is longer
and if you enter the sample you see values where status is
different from 'M: MFI cut-off')



HLAwithmfi Tnfo Back | Save | Reset = Addcondusions | Filter; e.g. DREL"
Scandianumber: 202877 Date of sample: 12-Nov-2019
Bead data
MFL | HLA Status ML HLA Status MFI HLA Stans
- DRB1*04:01 M: MFI cut-off 10268 DRB1*14:01 M: MFT cut-off 5085 DPA1%02:01,DPB1*01:01 M: MFI cut-off
165580 ore1os.03 M: MFL cut-off 10237 DPA1*01:04,0PB1*18:01 M: MFT cut-off 5052 B*42:01 M: MFI cut-off
JE304RRN Ore1v04:02 M MF cut-off 98,38 DRBA01:03 M: MFI cut-off 4943 Br40.02 M: MFL cut-off
JSSEE One1+04:04 M: MFL cut-off 9014, B15:02 M MFI cut-off 4868 B*15:10 M: MFI cut-off
5 orsiv04:05 M: MFI cut-off B9.80 DPAI*02:01,DPBI*IS:01  M: MFI cutoff 4724 B*15:03 M: MFI cut-off
2002... | A*34.01 M: MFT cut-off 8941 DRBI*11:01 M MFT cut-off 4651 DQAI"DH0L,DQBI*04:02 Mz MFT cut-off
1434 B*37:01 M: MFT cut-off 8274 DRB1*11:04 M: MFT cut-off 4580 B*73:01 M: MFI cut-off
- DQAT*05:01,0QB1%02:01 ' U: Unacceptable 8672 A*S0-01 M: MET cut-off 4528 DPA1*02:01,DPBI*05:01 M: MFI cut-off
92585 DRBI*09:02 M: MFI cut-off B5.05 DRE1*01:03 M MFI cut-off 4527 Bror02 M: MFI cut-off
65555 DRBI*07:01 M: ML cut-off B4.68 DRES*02:02 M: MFI cut-off 4525 Bes30L M: MFI cut-off
58952 DRBI*09:.01 M: MFI cut-off 8321 DRBI*12:02 M MFI cut-off 4475 DRBI*15:02 M: MFL cut-off
WSHEa] oon1+05:05,0081°03:01 " U: Unacceptable BLES Br4n:02 M; MFI cut-off 4467 Br15:01 M: MFI cut-off
WEE0) 00A1+03:02,0081°03:02 " U: Unacceptable 7270 6*27:05 M: MFT cut-off 4428 p*27:08 M: MFT cut-off
DQAI*06:01,0Q81°03:01 " U: Unacceptable 7235 A*0z01 M: MFI cut-off 4389 DRBI*14:02 M: MFT cutoff
DQA1*05:03,D081*03:01 'U: Unacceptable: 76.68 DRB1*15:01 M: MFT cut-off 43.14 DRB1*13:01 M: MFI cut-off
44201 DQA1*03:02,0Q81*03:03 M: MFT cut-off 75.59 DPA1*01:03,0PB1*01:01 M: MFT cut-off 4257 Cro702 M: MFI cut-off
41849 DQAI*02:01,DQBI*03:01  M: MFI cut-off 7520 B*a1:01 M: MFI cut-off 4231 B*1302 M: MFI cut-off

To transfer these results to the newest/next sample you enter
the newest/next sample and click on the new ‘Add
conclusions’ button

HLA with mfi  Info Back Reset | Add conchusions | | Filter; e.g. DREL"
Scandianumber: 202877 Date of sample: 06-Feb-2020 (3 Tranafer previous conclisions|
Bead data
MFL HLA Status MFL | HLA Status ML HLA Status

S vrervoron M: MF cut-off 6524 A*29:03 M: MFI cutoff 3565 BrS0:01 M: MFI cutoff
4840 | DRB1%04:03 M: MFL cut-off 6448 4701 M: MFL cut off 392 Bs30L M: MFL cut off
4803, | DRO1%04:02 M: M cut-off 6423 B+27:05 M: MFL cut-off 3443| Cr03:09 M: MFL cut-off
4456, | DRB1*04:00 M: M cut-off 6374 B*41:03 M: MFL cut-off 3368 DRB1%01:03 M: MFL cut-off
3892 DRB1"04:05 M: MFI cut-off 6298 ORB1%01:02 M: MFI cutoff 3262| DRB1*14:02 M: MFI cutoff
Biien A*34:01 M: MFI cut-off 6297 DRB3"03:01 M: MFI cut off 3215 DRB1*15:01 M: MFI cut off
1204, BI7:01 M: MFL cut-off 6267 BravoL M: ML cut-off 3L37| pavo M: ML cut-off
580136 DRB1%09:02 M: MFL cut-off 6099 DRB4*0L:03 M: MFL cut-off 30.33| DPAI*0L:0SDPBI2E:01  M: MFI cut-off
51005 A*66:01 M: MFI cut-off 5988 B*18:01 M: MFT cut-off 3020 A*02:06 M: MFT cut-off
AB547  DQAL*05:01,0QB1%02:01 M: MF] cut-off 5933 A*32:01 M: MFI cut-off 3020 DRB1*15:03 M: MFI cut-off
42488 DRB1*07:01 M: MFI cut-off 5041 A*68:01 M: MFI cutoff 214 A24:02 M: MFI cutoff
39374 A25:01 M: MF cut-off 58,67 B*51:01 M: MFI cutoff 2810 C*15:02 M: MFI cutoff

36812 DRA1*09:01 M: MFI aut-off 5860 A*74:01 M: MFL cut-off 2508 DPA1*03:01,DPB1*13:01 M: MFL cut-off

You will now be able to modify and save data

Next STEP match run

- As previously announced the next STEP match run will take
Upcoming STEP place September 1st, 2020.

deadlines Deadlines for the upcoming STEP match run:

e Deadline for data entry in YASWA (new pairs and
updates) is August 27th, 2020, 10:00 CET

¢ Scandiatransplant office will do a quality check on
data and send a list with pairs to be confirmed by
each center August 27th, 2020

e Confirmation of pairs must be done to the
Scandiatransplant office no later than August 31st,
2020, 12:00 CET

e STEP match run is made September 1¢f, 2020.

Summer 2020

In July user support will be limited, due to summer vacation
You are (almost) on among the employees at the Scandiatransplant office
your own '

We wish you all a very nice summer &



