Order Form

for analyses of AMODIA Bioservice GmbH

*: Required Fields

* Your Company Address:

* Order Date:

* Order Person:

EAMODIA

[ APPLIED MOLECULAR DIAGNOSTICS ]

]

* E-mail (for receiving the report):

Herewith we order to perform the following analyses for the specified samples:

(Please not the instructions on the next page.)

Name(s) of Sample(s) Isolate-ID Sample |UMID Sample | Quantification |Sample
no. no. (gPCR) no.
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Remarks:

Send Order

A click on the button to the left should open an e-mail (in the standard programme), which
already has the address and an attachment (*.xfdf). If this fails:
Save a copy of the PDF file and send it as a separate attachment to "order@amodia.de”.




Instructions to Fill the Form:

Please fill the names of the samples into the left column, which should be analysed with the
analyses checked in the right coulmns. If your order has samples which should be analysed
differently, please use a different row for each different analysis.

As a verification, please note the numbers of samples for which an isolate-identification, a
universal molecular identification or a quantification should be performed.

Isolate-ID: Identification of Isolates (Pure Cultures)

To choose this analyses, there must be

+ atleast one checkmark at the target (Bacteria or Yeasts/Moulds) checked (column 2) and
 the number of samples to analyse provided in the following column (3)

Standard is the single-strand sequencing (I-001). For an increased accuracy a double-strand
sequencing (I-002) may be selected. For samples which do not yield an amplicon for a chosen
target we charge a setup fee. For more information please visit our website at identification of
isolates.

UMID: Universal Molecular Identification (Mixed Cultures)

For this analysis there must be

« at least one checkmark at the target systems (Bacteria to SOX) checked (column 4) and
 the number of samples to analyse provided in the following column (5)

Das erste System wird unter der Kat.-Nr. U-001 abgerechnet, jedes weitere System unter U-002.
Fir jedes ausgewahlte System, bei dem eine Probe kein Amplifikat ergibt, wird eine Setup-Gebiihr
in Rechnung gestellt. Weitere Informationen auf unserer Website unter Universelle Molekulare

Identifizierung.

Quantification: Absolute Quantification by gPCR

If groups of microorganisms should be quantified, there must be

« atleast one checkmark at the target systems (Bacteria to SOX) checked (column 6) and
 the number of samples to analyse provided in the following column (7)

Here for every sample one DNA extraction is required (Q-300). Every target system (Bacteria to
S0X) is charged under the corresponding cat.-no. (Q-301to Q-305) respectively.

Note:

A sample is either a pure- or a mixed culture. Thus the columns for isolate-ID (2) and UMID (4) are
mutually exclusive (i.e.: at least one of columns 3 or 5 must be zero). Both analyses may be
combined with a quantification. In this case the respective numbers must be identical.


https://www.amodia.de/services/isolate-id/
https://www.amodia.de/services/isolate-id/
https://www.amodia.de/services/umid/
https://www.amodia.de/services/umid/
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