
Result certificate #168699

Detection of canine TYRP1 (locus B) gene
variants influencing coat color

Result: B/B

Customer: Nataša van Wyk, Zahradní 93, 25070 Veliká Ves, Czech Republic
Sample:
Sample: 21-02819
Date received: 05.02.2021
Sample type: blood

Information provided by the customer
Name: Darling Bear of the Monk
Breed: Newfoundland
Microchip: 953 010 003 485 484
Reg. number: CMKU/NF/6623/19/20
Date of birth: 2.3.2019
Sex: female
The identity of the animal has been checked by MVDr. Lucie
Veselá, KVL 5226

Genomia s.r.o, Republikánská 6, 31200 Plzeň, Czech Republic
www.genomia.cz, laborator@genomia.cz, tel: +420 373 749 999

Report verification code is: DAF5-AN6N-FY82-YA5B-14KF. You can verify report online at www.genomia.cz
Without a written consent by the lab, the report must not be reproduced unless as a whole.
The result refers only to the sample as received. Genomia is not responsible for the accuracy of the information provided by the customer. 1 / 1

Explanation

Presence of TYRP1 gene (locus B) variants c.991C>T (allele bs), c.1033_1036delCCT (allele bd) and c.121T>A
(allele bc) causing brown coat or nose color was examined. It is a set of locus B (Brown) alleles. Wild type allele
is called B.

   •   If the result is B/B the individual does not carry brown color.
   •   If the result is B/bc or B/bd, B/bs the individual carries brown color.
   •   If the result is bc/bc or bd/bd or bs/bsthe individual is brown colored.
   •   If the result contains two or more different b-alleles the individual could be either carrier of brown color
without brown color phenotype (b-alleles are inhered from one parent only) or is brown colored (b-alleles are
inhered from both parents). It is not possible to summarize locus B genotype without testing the parents.

Phenotype of b allele (brown color) is inherited as a autosomal recessive trait. This examination does not
exclude existence of any unknown variant of TYRP1 gene causing brown coat and nose color. Final coat color
is influenced also by other loci (A, E, D, K).

Method: SOP182-TYRP1,173-TYRP1, PCR-RFLP

Date of issue: 17.02.2021
Date of testing: 05.02.2021 - 17.02.2021
Approved by: Mgr. Martina Šafrová, Laboratory Manager



Result certificate #168701

Detection of d1-allele in D-locus affecting
the coat colour in dogs

Result: D/D

Customer: Nataša van Wyk, Zahradní 93, 25070 Veliká Ves, Czech Republic
Sample:
Sample: 21-02819
Date received: 05.02.2021
Sample type: blood

Information provided by the customer
Name: Darling Bear of the Monk
Breed: Newfoundland
Microchip: 953 010 003 485 484
Reg. number: CMKU/NF/6623/19/20
Date of birth: 2.3.2019
Sex: female
The identity of the animal has been checked by MVDr. Lucie
Veselá, KVL 5226

Genomia s.r.o, Republikánská 6, 31200 Plzeň, Czech Republic
www.genomia.cz, laborator@genomia.cz, tel: +420 373 749 999

Report verification code is: AKH7-77CW-78FY-N8A3-3Y5C. You can verify report online at www.genomia.cz
Without a written consent by the lab, the report must not be reproduced unless as a whole.
The result refers only to the sample as received. Genomia is not responsible for the accuracy of the information provided by the customer. 1 / 1

Explanation

It has been examined the presence of gene variants c.-22G>A of MLPH-gene (melanophilin gene) causing
coat colour dilution in dogs. The dilution is caused by d1-allele at D-locus (Dilution). The MLPH-gene is
responsible for the density of pigment granules (eumelanine) in a hair. The presence of the gene variant
c.-22A, d1-allele, causes the loss of pigment granules in a hair; the original black colour is diluted to blue and
brown colour to lilac.

The phenotypic expression of d1-allele is inherited autosomal recessively. The colour dilution occurs only in
d1/d1-dogs that inherit d1-allele from each of its parents. The dilution is not expressed in heterozygous dogs
D/d1, however these dogs are carriers of this trait. Dogs with D/D result do not carry dilution.

There is other MLPH-gene variant c.705C (d2-allele) that is responsible for colour dilution in various dog
breeds. The diluted dogs are also compound heterozygous d1/d2, where the d1-allele is inherited from one
parent and d2-allele from the other parent.

There will be probably discovered other gene variants responsible for colour dilution. The final colour of a
dog is affected by the presence of alleles at other loci (E, B, A, K and other).

Method: SOP175-MLPH, real-time PCR-ASA

Date of issue: 10.02.2021
Date of testing: 05.02.2021 - 10.02.2021
Approved by: Mgr. Martina Šafrová, Laboratory Manager



Result certificate #168700

Detection of SINE insertion in MITF gene

Result: S/S

Customer: Nataša van Wyk, Zahradní 93, 25070 Veliká Ves, Czech Republic
Sample:
Sample: 21-02819
Date received: 05.02.2021
Sample type: blood

Information provided by the customer
Name: Darling Bear of the Monk
Breed: Newfoundland
Microchip: 953 010 003 485 484
Reg. number: CMKU/NF/6623/19/20
Date of birth: 2.3.2019
Sex: female
The identity of the animal has been checked by MVDr. Lucie
Veselá, KVL 5226

Genomia s.r.o, Republikánská 6, 31200 Plzeň, Czech Republic
www.genomia.cz, laborator@genomia.cz, tel: +420 373 749 999

Report verification code is: 4AJN-RHK4-QKKC-7MRW-BJAT. You can verify report online at www.genomia.cz
Without a written consent by the lab, the report must not be reproduced unless as a whole.
The result refers only to the sample as received. Genomia is not responsible for the accuracy of the information provided by the customer. 1 / 1

Explanation

Presence or absence of SINE insertion (short interspersed nucleotide element) in canine MITF gene was
tested. The SINE insertion was only found in dogs presenting the extreme white or piebald phenotypes (s/s),
and was absent in Irish-spotted and solid dogs (S/S).

The s-allele causing extreme white coloring (sw) and piebald (sp) is inherited incompletely dominant. One
copy of the s-allele results in a dog with less white markings (called the "trim" pattern). Homozygous status
(s/s) causes piebald or extreme white coat color.

   •   S/S –> solid color
   •   S/s –> dog carries one SINE inserted allele (sw or sp) –> less white markings, the sw and sp alleles cannot be
distinguished by this test
   •   s/s –> the individual is homozygous for SINE insertion –> extremely white sw/sw or piebald sp/sp coat
color appears

Method: SOP176-MITF-SINE, ASA-PCR

Date of issue: 18.02.2021
Date of testing: 05.02.2021 - 18.02.2021
Approved by: Mgr. Martina Šafrová, Laboratory Manager


