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LONG-READ SEQUENCING SERVICEO2.

Please complete the patient information 
section and provide the clinical indication 
(if applicable).

If you wish to submit multiple samples as a batch, please access the following link to provide 
the required information: healthincode.com/en/pacbio/batch-analysis

(mandatory) Indicate the ID code provided upon completion of the registration.

Deliverables (please indicate any additional services requested) :
Results report

IMPORTANT:  If you need to sequence more than one sample, 
please access the following link to provide the required information: 
healthincode.com/en/pacbio/batch-analysis

IMPORTANT:  If you need to sequence more than one sample, please access the following link to provide the required 
information: healthincode.com/en/pacbio/batch-analysis

IMPORTANT:  If you need to sequence more than one sample, please provide 
the required information at healthincode.com/en/pacbio/batch-analysis

Please complete the recipient details for the results report *:

Number of samples *

Please provide the email address where the sequencing files should be sent *:

We will contact you if additional information about the project is needed. For any inquiries, please contact customercare@healthincode.com

Please describe the project details (e.g., gene panel used, library preparation technology, etc.) *:

EMAIL

FIRST NAME

LAST NAME

EMAIL *

FIRST NAME *

LAST NAME *

Access to analysis software (includes Raw Data) 
I already have an access account.

If not, please complete the following details:

Do you require access to analysis software? (includes Raw Data) *: Yes No

EMAIL INSTITUTION

I already have an access account. If not, please complete the following details:

If requesting a batch analysis, a separate request form must be 
completed for each individual.

1  Analysis and interpretation are based on the clinical indication provided in the designated section. 

LONG-READ
GENOME REQUEST
FORM -->

Fields marked with an asterisk (*) are required for the processing of the genetic analysis.

-> REQUESTING PHYSICIAN *

FIRST NAME

PHONE NUMBER CONTACT EMAIL

HOSPITAL / CLINIC / CENTER

LAST NAME

TAX ID.

-> REQUESTED ANALYSIS * ( SELECT THE ANALYSIS TYPE FROM THE OPTIONS BELOW )

LONG-READ GENOME

Describe the clinical indication, phenotype, HPO terms, etc., in the designated section†.

INDIVIDUAL DUO TRIO

Wetlab WGS + Sequencing + Report with clinical-diagnostic interpretation
CLINICAL GENOME 3OX  

O1.

/ REF.: S-202414941

Wetlab WGS + Sequencing + Bioinformatics analysis
WHOLE GENOME SEQUENCING 3OX  / REF.: S-202414942

Deliverables (please indicate any additional services requested) :
Sequencing files
Please complete the recipient details for the sequencing files *:

EMAIL

FIRST NAME

LAST NAME

EMAIL

INSTITUTION

Number of samples *

Sequencing – Raw Data only
LONG-READ SEQUENCING (SMRTCELL®)  / REF.: S-202414981

Technical quality report
QUALITY CONTROL  / REF.: S-202414959

QUALITY CONTROLO3.

-> TYPE OF ANALYSIS *

INDIVIDUAL ANALYSIS BATCH ANALYSIS

healthincode.com/en/pacbio/batch-analysis
healthincode.com/en/pacbio/batch-analysis
http://www.healthincode.com/en
healthincode.com/en/pacbio/batch-analysis
healthincode.com/en/pacbio/batch-analysis
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PATIENT SAMPLE TYPE *:

Complete this section only if the requested analysis corresponds to a single individual. If requesting a batch analysis, please refer to the following link to provide 
the required information for each sample: healthincode.com/en/pacbio/batch-analysis

-> PATIENT INFORMATION ( INDIVIDUAL ANALYSIS )

A detailed clinical indication and family history is essential. For family studies, a separate request and informed consent form must be completed for each individual.

FULL NAME / PATIENT REFERENCE *

NHC *SEX ASSIGNED AT BIRTH * DATE OF BIRTH *

DATE OF SAMPLE COLLECTION (if >24h and not refrigerated):

DNA BLOOD Please refer to the sample requirements.

Attach the indication for the analysis and any relevant clinical information. Incomplete or missing information may compromise the accurate interpretation 
of the results in the clinical context.

Relevant clinical information is attached to this form.

-> CLINICAL INDICATION * AND FAMILY HISTORY ( IF APPLICABLE )

DECLARATION OF THE REQUESTING PHYSICIAN *

(1) I hereby certify that the information provided in this request is, to the best of my knowledge, accurate, and that I have requested the indicated genetic analysis based on 
my professional judgment and the patient’s personal and family medical history. (2) I have explained the limitations of this analysis and addressed any questions based on 
medical criteria. In the absence of a signed informed consent form by the patient or legal representative, (3) I certify that a signed copy is stored in the medical records of my 
healthcare facility. I understand that Health in Code, S.L. may request additional clinical or familial information necessary for accurate interpretation of the obtained data in the 
stated clinical context, and I agree to provide such information if required.

SIGNATURE / print and sign by hand or attach a scanned signature. (o) DIGITAL SIGNATUREDATE

LONG-READ
GENOME REQUEST
FORM -->

CONSANGUINITY:AFFECTED: YES NO YES NO

The patient or legal representative has agreed to being informed about any results relative to         secondary findings** (ACMG)1  and/or         incidental findings.

1 Miller et al. Genet Med. 2022 24(7):1407-1414

** Reporting these secondary findings entails the activation of a service with an added cost. Please contact us for more information.

BONE MARROW TRANSPLANT:BLOOD TRANSFUSION LESS THAN 6O DAYS AGO: YES NOYES NO

http://www.healthincode.com/en
https://support.healthincode.com/requirements-manual/
healthincode.com/en/pacbio/batch-analysis
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