
 
 

  
 

 

 

 
 
 
 
 
 
 
 
 
 

 

 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 
 

 

Quick facts 
• 246 genetic variations from 11    

different genes detected         

simultaneously in a single run 

• Both Caucasian and non-

Caucasian genetic variations 

• Developed with the leading      

scientists in the Hearing Loss     

research community backed by 

the latest scientific and medical 

studies 

 
Easy to use 

• Everything you need is in one box 

• Analysis software comes with     

integrated guidance for mutation 

detection  
• Barcoded arrays to ensure precise 

tracking 

• Consultations from day-to-day  

users 

 

 

Hereditary Hearing Loss 
• Genorama reliable Hereditary 

Hearing Loss Analysis Kit is based 

on  flexible  and  cost-effective  

Arrayed Primer EXtension (APEX) 

genotyping technology 

• The kit enables to determine 246 

genetic variations in 11 genes – 

GJB2 (Connexin26); GJB3     

(Connexin31); GJB6             

(Connexin30); 12SRNA (MTNR1, 

mitochondrial); tRNASer(UCN) 

(MTTS1, mitochondrial); SLC26A5 

(prestin); SLC26A4 (pendrin); 

KCNQ4; TMC1; MYO15A and 

MYO7A 

• Genorama Hereditary Hearing 

Loss genetic test is  recommended 

for timely diagnostics of newborn 

hearing loss and genetic       

counselling for parents and other 

at-risk family members 

• Results of the test are good bases 

for early start of the rehabilitation 

in order to ensure better language 

development 

 

Wider view on mutation spectrum 

Hereditary Hearing Loss Analysis Kit 
 – all you need in one box – 
 



 
 

Hereditary Hearing Loss Analysis Kit 
  – all you need in one box – 

 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

GJB2 (Connexin26) c.-23+1G>A; c.-23+3G>A; c.1A>G; 
c.11G>A; c.19C>T; c.23C>T; c.31_44del14; c.31_68del38; 
c.35delG; c.35dupG (c.35insG); c.34G>C/T; c.35G>T/A; 
c.40A>G/T; c.42C>G; c.44A>C; c.50C>T; 
c.51_62del12insA; c.56G>C; c.59T>C; c.60T>G; c.71G>A; 
c.79G>A; c.94C>T; c.95G>T/A; c.100A>T; c.101T>C; 
c.109G>A/C; c.110T>C; c.119C>A/G/T; c.125_127delAGG; 
c.131G>C/A; c.132G>C/A; c.134G>A; c.139G>A/T; 
c.148G>A/T; c.160A>C; c.161A>T; c.162C>A/G; c.167delT; 
c.169C>T; c.176G>C/T; c.176_191del16; c.192C>A; 
c.195C>G/A; c.196G>C; c.212T>A; c.223C>T; c.224G>A; 
c.229T>C; c.231G>A; c.233_235delC; c.236T>C; 
c.238C>T/A; c.239A>C/G/T; c.246C>G; c.250G>C/A; 
c.251T>C; c.253T>C; c.262G>T; c.263C>G; c.268C>G; 
c.269T>C; c.269dupT; c.279G>A; c.283G>A; c.290dupA; 
c.291C>A/G; c.298C>T; c.299_300delAT; c.299A>T/C; 
c.302_304delAGA; c.302A>G; c.310_323del14; 
c.312_325del14; c.314_327del14; c.333_335delAA; 
c.339T>G; c.340G>T; c.341A>G; c.358_360delGAG; 
c.365A>T; c.370C>T; c.379C>T; c.380G>A/T; c.398G>A; 
c.408C>A; c.407dupA; c.416G>A; c.427C>T; c.428G>A; 
c.439G>A/T; c.456C>A; c.486insT; c.487A>C/G; c.493C>T; 
c.503A>G; c.511_512dupAACG; c.509dupA; c.509del14; 
c.516G>A; c.520T>C; c.523C>T; c.515_531del17; 
c.533T>C; c.535G>A; c.550C>T; c.551G>C/A; c.572delT; 
c.596C>T; c.605_606dup46; c.605G>T; 
c.608_609delTCinsAA; c.608T>C; c.614T>C; c.617A>G; 
c.632_633delGT; c.633T>A; c.641T>C; c.645_648delTAGA 
GJB3 (Connexin31) c.421A>G; c.421_423delATT; 
c.538C>T; c.547G>A; c.667C>A 
GJB6 (Connexin30) c.14C>T; c.63delG; del(GJB6-
D13S1830); del(GJB6-D13S1854) 
12SRNA (MTNR1, mitochondrial) m.1555A>G 
tRNASer(UCN) (MTTS1, mitochondrial) m.7445A>C/G; 
m.7471dupC; m.7511T>C 
SLC26A5 (prestin) c.-53-2A>G 
SLC26A4 (pendrin) c.-3-2A>G; c.2T>C; c.70C>G; 
c.84C>A; c.165-1G>A; c.233A>G; c.279delT; c.311C>T; 
c.314A>G; c.317C>A; c.349C>T; c.336dupT; c.395C>T; 
c.397T>A; c.407_411delTCTCA; c.412G>T; 
c.411del25insTGACA; c.415+7A>G; c.416G>C; c.440T>C; 
c.578C>T; c.626G>T; c.707T>C; c.753_756delCTCT; c.766-
2A>G; c.783dupT; c.811G>C; c.917delT; c.918+1G>A; 
c.919-2A>G; c.970A>T; c.1001+1G>A; c.1003T>C; 
c.1105A>G; c.1115C>T; c.1147delC; c.1151A>G; 
c.1181_1183delTCT; c.1197delT; c.1226G>A; c.1229C>T; 
c.1231G>C; c.1246A>C; c.1262A>G; c.1264-1G>C; 
c.1284_1286delTGC; c.1334T>G; c.1334_1335insAGTC; 
c.1337A>G; c.1341delG; c.1439T>A; c.1468A>C; 
c.1489G>A; c.1523C>A; c.1536_1537delAG; 
c.1544+9C>G; c.1588T>C; c.1614+1G>A; c.1666T>C; 
c.1667A>G; c.1694G>A; c.1790T>C; c.1826T>G; 
c.1898_1900delA; c.1958T>C; c.1957T>C; c.2000T>G; 
c.2015G>A; c.2048T>C; c.2111_2112insGCTGG; 
c.2125_2127delT; c.2162C>T; c.2168A>G; c.2171A>G; 
c.2182_2183insG; c.2218G>A; c.2343A>G 
KCNQ4 c.827G>C; c.853G>A/T 
TMC1 c.100C>A 
MYO15A c.4998C>A; c.5492G>T; c.6796G>A; c.8158G>C; 
c.8968-1G>C; c.9478C>T 
MYO7A c.689C>T; c.731G>C; c.1373A>T; c.1797G>A 

Reliable and up to date 
• >99.9% accuracy and reproducibility 

• List of relevant publications is available on 

Genorama website 

• IVD CE certification in application         

submitting phase 

• Intensively used throughout years and 

hundreds of screened samples 

• Based on established and validated APEX 

technology 

• Genorama is keeping a close eye on new 

discoveries in the field 

Genorama Ltd www.genorama.com Vaksali 17a, Tartu 50410, Estonia 

 info@genorama.com Tel +372-7370950 

 

Genorama Hereditary Hearing Loss Analysis KIT 

includes all consumables for successful analysis 

process and provides all necessary reagents, 

PCR primers and barcoded arrays for 25 tests 

• PCR primers and purification Kit 

• APEX Template Preparation Kit 

• APEX Reaction Mixture Kit 

• Hereditary Hearing Loss microarrays 

APEX technology 
Arrayed Primer EXtension (APEX) genotyping is 

based upon an array of oligonucleotides,    

immobilized on glass surface via their 5' end. 

Patient’s DNA is amplified by PCR, digested 

enzymatically and annealed to the immobilized 

primers, which promote sites for template-

dependent DNA polymerase extension reactions 

using four unique fluorescently labelled dideoxy 

nucleotides. The mutation is detected by the 

change in primer sites colour code using the 

previously installed Genorama genotyping  

platform. 

Ordering information 
Cat # Product name 

G60102 
Hereditary Hearing Loss Analysis 
KIT for 25 reactions 

 
For further information please contact Genorama  

representatives 

Genetic variations in test 


