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STUDY SUMMARY
Identification of 28 novel genomic regions associated with male puberty timing.

YOUR RESULT STUDY DESCRIPTION

The timing of puberty, which is the period of sexual maturation for teenage boys and girls, varies widely across individuals. It is a trait that is determined by a combination of

941: h environmental and genetic factors. This study aimed to understand the genetic basis of male puberty timing specifically, using voice breaking as a proxy for puberty. To this end,
PERCENTILE
High genetic predisposition

o later puberty timing potent male hormone, dihydrotestosterone. Moreover, the study identified unexpected genetic links between puberty timing and hair color. For example, males with darker hair

the researchers examined the genomes of over 200,000 males of European descent. The study discovered 76 genomic regions associated with male puberty timing, 29 of which

are novel. These genomic regions are linked to genes, such as ALX4 and SRDBA2, which are involved in a growth factor signaling and the conversion of testosterone inte a more

colors were more likely to have earlier puberty timing relative to males with lighter hair color.

DID YOU KNOW?

During puberty, a male’s larynx, or "voice-box,” actually increases in size. This allows the vocal cords to grow thicker such that when they vibrate, the voice sounds deeper.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to later puberty timing we summed up the effects of genetic variants that were linked to later puberty timing in the study that this report is based on. These variants
can be found in the table below. The variants highlighted in green have positive effect sizes and increase your genetic predisposition to later puberty timing. The variants highlighted in blue have negative
effects sizes and decrease your genetic predisposition to later puberty timing. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to later puberty
timing. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for later puberty timing to be 1.96. To determine whether your score is high or low, we compared it to the
scores of 5,000 other Nebula Genomics users. We found that your polygenic score for later puberty timing is in the 94th percentile. This means that it is higher than the polygenic scores 94% of people. We
consider this to be a high genetic predisposition to later puberty timing. However, please note that genetic predispositions do not account for important non-genetic factors like lifestyle. Furthermore, the
genetics of most traits has not been fully understood yet and many associations between traits and genetic variants remain unknown. For additional explanations, click on the column titles in the table below

and visit our Nebula Library tutorial.

VBRIANTED YOUR GENOTYPED EFFECT SIZED VARIANT FREQUENCYT SIGNIFICANCE®
rs11166429_T 6/6 0.06 (-) 53% 3.40 x 10
rs1669127_A G/A 0.06 (1) 36% 433 x 1047
rs142068842_G G/6 0.06 (1) 12% 8.57 x 10-38
rs0408817_G G/@ 0.04 (1) 67% 1.30 x 10-32
rsB6689861_T T/T 0.04 (1) 62% 2.40 x 10730
rs1866602_T T/T 0.04 (1) 27% 314 x 1028
rs71678962_C T/C 0.04 (1) 46% 8.42 x 10~
rs2222746_T 6/T 0.06 (1) 8% 9.00 x 10-28
rs73182377_C c/c 0.04 (1) 7% 193 x 1024
rs2186245_C c/o 0.04 (1) 76% 607 x 1022
rs10880022_T AfA 0.06 [-) 1% 7.02 x 102
rs3824916_6 c/6 0.03 (1) 43% 1.06 x 10-20
rs77678010_A G/6 0.04[-) 21% 1.06 x 10-20
rs7402990_6 6/6 0.06 (1) 93% 136 x 10-%
rs17833789_C AfA 0.03 [-) % 6.8 x 10°%
rs17190166_C C/A 0.03 (1) 6% 7.66 x 10°®
rs10919769_A G/A 0.03 (1) 49% 529 %107
rs62379978_6 T/T 0.04 (-] 13% 7.4 x 1077
rs34437060_A NA 013 (-] % 231 x 107%
rs12203692_C c/c 0.04 (1) % 9.68 x 10°®
rs112881196_G NA 0.08 [-) % 202x10°7®
rs36063026_T NA 0.05 (-] % 208 x 10°®
rsB014667_C C/A 0.03 (1) 83% 132 x 107
rs6006984_C T 0.03 () % 248 x 1074
rs9600360_C G/C 0.03 (1) 46% 340 x 10-%
rs6660363_6 6/6 0.03 (1) 76% 966 x 1074
rs138625771_C NA 0.09 (-] % 878 x10°®
rs3743266_T T/C 0.02 (1) 70% 241 x 1072
rs2023177_T G/6 0.02 (-] B1% 341 x 1072
rs12766208_G G/C 0.03 (1) 79% 360 x 102
rs7906367_6 c/c 0.03 [-) % 471x 1072
rs6926777_T T/T 0.02 (1) B0% 487 x 102
rs7863970_T T/T 0.02 (1) 43% B.84 x 102
rs7136086_C T/C 0.03 [1) 27% 136 x 101
rs10110681_6 AJA 0.03 (-] 26% 231x10M
rs767667_T T/T 0.02 (1) % 232 x 10"
rs2842386_G AfG 0.03 (1) % 262 x 10-1

rs1121980_G B/A 0.02 (1) % 332x 10"
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N/A indicates variants that coukd not be imputed using the 1000 genomes project datasets and variants that have a frequency of < 6%. Your genome was sequenced at 30x/100x coverage and is not imputed. However, to calculate percenties, we need to compara your data with othar
users imputed data. To make the data comparable, we need to exclude some of the variants from your data.




