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The ability to identify mal cific DNA Tt ymorphic rom E =quel an invaluable addition to the standard
panel of aut in for ene r i rly important for ive typing of male DNA in
mixed stains as well as for rapid assoriment of biological crime s > & ce. Moreover, Y chromosomal profiling can trace bac
paternal lineages into the past and has thus been proven a useful tool in genealogical and kinship testing. The individuality of the
male- part of the ¥ chromosome can be optimally explored by the Y-STR haplotype analy g a set of highly variable
\hori tandem lepeat maw approved I)\, the folen C community. An emely informative Y-STR core set or
c 'ﬂmended for court use - DYS19, DYS389I, DY KJI\

DYS DYS391, DYS30 ! ). This core hapl e C

.'isnded by other hypervari 9 7 DY .1° DYG DYS DY YGATAH.IHD
further increase the power of discriming (FEEAY ] B @Redd etz

With the esiablishment of the Y-STR haplotype reference database (YHRD) in the year 2000 two important objec
pursued

I. the generation of reliable Y-STR haplotype frequei = tes for Y-STR haplotypes to be used in the quantitative & 4l
sment of matches in foren: nd genealogical ¢ Haplotypes) i" 4 v New Release 2'_7-'!
I the a ment of male population ification among wolld wide populations as far as reflected by Y-STR haplotype
frequency ‘& Population Analy

nol\aborawe effort to collect popu\ahon data (#1Search Contribution c
re All institutions contributing in this project, participatt d in an ot)\l ate quality I se. This databs ' 5 IR ;- s o o = e
the user the search for Y-STR haplotypes in various formats and within ied national datab d 4 The new populations sefs stem from Greenland, Kuweit, ftaly, Spain, Tunisia

metapopulations. Related information i.e. STR charact r"ﬂutatmns population genetic analy s documented ( YSTR
Eoci). We thank all colleagues for their confributions: Carmen Tomas Mas, Charlotte Hallenberg and Niels Morling from Copenhagen, Denmar

http hrd_org/YC000109, Arthur Eisenberg, Bruce Budowle, Lisa Calandro, Manohar Furtado from Quantico, Houston and Foster
City, USA [ hitp.//mwww.yhrd org/'YC000179, Achmed Rebai and Imen Ayadi from Sfax, Tunisia & hitp://www_yhrd.orgfYC000177 and
Antonia Picornell Rigo from Palma de Mallorca, Spain C hitp:/fwww.yhrd.orgfYC000178

All contributors have passed ®1QC and received YHRD acc on numb for e contributed population sample (YA0034
YADO3

ultimo aggiornamento:13/ 2 / 2009
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Whole data

Matches grouped by Metapopulations

* African Metapopulation: Found 0 of 1

* Amerindian Metapopulation: Found 0 of 0 ma
*Eskimo Aleut Metapopulation: Found 0 of 0 matching
¥ Afroeurasian Metapopulation: Found 0 of

¥ Admixed Metapopulation: Found 0 of 1935
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Raffaele non e presente nella banca-dati
di riferimento internazionale, su un

totale di
15956 aplotipi completi (17 loci)
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US Y-STR Database

Release: 2.0 | Last Updated: 03/01/2009

e E N Input Haplotype(s) From Your File

Common Markers
DYS38911
12 x
DYS392
11 |B
DYS439
1 |B
DYS635 (YGATACH)

|21 -
Results: Show Details

: Overall Database Summary:
African American

gs‘a” El The selected haplotype is founf in 0 of Z075 thtal individuals within the database with a frequency of 0. Applying the 95% upper confidence
aucasian interval results in a frequency &f 0.000423, which is equivalent to approximately 1 in every 2364 individuals.

The selected haplotype is found in 0 of 2374 African American individuals within the database, with a frequency of 0.000000. Applying the
95% upper confidence interval results in a frequency of 0.001261, which is equivalent to approximately 1 in every 793 individuals.

Show Detail The selected haplotype is found in O of 537 Asian individuals within the database, with a frequency of 0.000000. Applying the 95% upper
Results: BB S confidence interval results in a frequency of 0.0055632, which is equivalent to approximately 1 in every 180 individuals.

Overall Database Summary: The selected haplotype is found in 0 of 2433 Caucasian individuals within the database, with a frequency of 0.000000. Applying the 95% upper
confidence interval results in a frequency of 0.00123, which is equivalent to approximately 1 in every 813 individuals.

The selected haplotype is found in 0 of 7075 total individuals within the database with a frequency of 0. . h L . . i . X
interval results in a frequency of 0.000423, which is equivalent to approximately 1 in every 2364 indivic, The selected haplotype is found in 0 of 1613 Hispanic individuals within the database, with a frequency of 0.000000. Applying the 95% upper
confidence interval results in a frequency of 0.001855, which is equivalent to approximately 1 in every 539 individuals.

The selected haplotype is found in 0 of 118 Native American individuals within the database, with a frequency of 0.000000. Applying the 95%
upper confidence interval results in a frequency of 0.025068, which is equivalent to approximately 1 in every 40 individuals.

ultimo aggiornamento: 01/03/2009
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Database Descriptive Statistics

Release 2.0
Last Updated: March 1, 2009

Total MNumber of Haplotypes (M) 17,21

Data Contributors
Database Ancesiries

FPopulated Loci
Driscrimination Potential

Data Contributors

Data Contribubors: Release 2.0

Nurmberof Samples N=17 216

ReliaGene

Promega Appled

Biosystems

University of Ihnecis State
Arizona Folice

MCFS contributed 1,359 samples
Gene confributed 3,037 samples.
Fromega contribuated 3,800 samples.

Applied Biosyste contributed €,160 samples.
The University of Arizona contributed 2,263 samples.
Thee IIE is State Police contribuied 398 samples.

A number of individaal samples were shared among the confributing data sets. All dup!

remowed to ensure that eadh sampls in e

nisolidated database is £

icate samples were
aundique individoal. Aoy

population group that did not contain at least 100 samples was also removed. These data reconcili
reorganization steps hawve resulted in the consclidated US Y-5TR Database having slighfiy different s.

numbers than those found i the curated dat
institutons.
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Database Ancestries

Samples are divided into five forensically relevant ancestries: African American, Asian, Caucasian, Hispanic,
and Native American.

5858 African American (All, Undefined, or Select by State)

335 Asian (All Filipino, Vietnamese, Oriental, Southern Indian, Asian)
6109 Caucasian (All, US, Canada, Europe, Undefined)

3331 Hispanic (All, Undefined, or Select by State)

933 MNative American (All, Apache, Nawvajo, Shoshone, Sioux)

Database Ancestries: Release 2.0

Numberai Samples N=17216

Caucasian

DAC - Servizio Polizia Scientifica




r

il =

www.usystrdatabase.or

Discrimination Potential

-
B
b
for
]
z
=
B
H}
@
s
e
b}
=
E
£l
=

Discrimination Potential (DF): Release 2.0
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