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You can open the papers by clicking them......
Some examples:

An integrated database-pipeline system for studying single nucleotide polymorphisms and diseases
Jin Ok Yang* et al.
BMC Bioinformatics 2008, 9(Suppl 12):S19 doi:10.1186/1471-2105-9-S12-S19

Background

Studies on the relationship between disease and genetic variations such as single nucleotide polymorphisms (SNPs) are important. Genetic variations can
cause disease by influencing important biological regulation processes. Despite the needs for analyzing SNP and disease correlation, most existing databases
provide information only on functional variants at specific locations on the genome, or deal with only a few genes associated with disease. There is no combined
resource to widely support gene-, SNP-, and disease-related information, and to capture relationships among such data. Therefore, we developed an integrated
database-pipeline system for studying SNPs and diseases.

Results

To implement the pipeline system for the integrated database, we first unified complicated and redundant disease terms and gene names using the Unified
Medical Language System (UMLS) for classification and noun modification, and the HUGO Gene Nomenclature Committee (HGNC) and NCBI gene databases.
Next, we collected and integrated representative databases for three categories of information. For genes and proteins, we examined the NCBI mRNA, UniProt,
UCSC Table Track and MitoDat databases. For genetic variants we used the doSNP, JSNP, ALFRED, and HGVbase databases. For disease, we employed
OMIM, GAD, and HGMD databases. The database-pipeline system provides a disease thesaurus, including genes and SNPs associated with disease. The
search results for these categories are available on the web page http://diseasome.kaobic.re.kr/ webcite, and a genome browser is also available to highlight
findings, as well as to permit the convenient review of potentially deleterious SNPs among genes strongly associated with specific diseases and clinical
phenotypes.
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When you open a paper, Pubmed also gives you additional information (right window) about related
papers, about the scientists, about papers which have referenced to the paper you are looking

For example, when you opened the previous paper by Yang et al., you also received a hint from
Pubmed about the the paper:

PADB : Published Association Database
Hwanseok Rhee and Jin-Sung Lee
BMC Bioinformatics 2007, 8:348 doi:10.1186/1471-2105-8-348

Background

Although molecular pathway information and the International HapMap Project data can help biomedical researchers to
investigate the aetiology of complex diseases more effectively, such information is missing or insufficientin current genetic
association databases. In addition, only a few of the environmental risk factors are included as gene-environment interactions,
and the risk measures of associations are not indexed in any association databases.

Description

We have developed a published association database (PADB; http://www.medclue.com/padb webcite) that includes both the
genetic associations and the environmental risk factors available in PubMed database. Each genetic risk factor is linked to a
molecular pathway database and the HapMap database through human gene symbols identified in the abstracts. And the risk
measures such as odds ratios or hazard ratios are extracted automatically from the abstracts when available. Thus, users can
review the association data sorted by the risk measures, and genetic associations can be grouped by human genes or
molecular pathways. The search results can also be saved to tab-delimited text files for further sorting or analysis. Currently,
PADB indexes more than 1,500,000 PubMed abstracts that include 3442 human genes, 461 molecular pathways and about
190,000 risk measures ranging from 0.00001 to 4878.9.

Conclusion

PADB is a unigue online database of published associations that will serve as a novel and powerful resource for reviewing and
interpreting huge association data of complex human diseases.
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atabase (PiGenome): an integrated database for pig genome researc

ome 2009,

he Pig Genome Database (PiGenome) for pig genome research. The PiGenome integrates and analyzes a
e-wide data on pigs, including UniGenes, sequence tagged sites (STS) markers, quantitative trait loci (QTL:
ial chromosome (BAC) contigs. In addition, we produced 69,545 expressed sequence tags (ESTs) from the full
A libraries of six tissues and 182 BAC contig sequences, which are also included in the database. QTLS, genetic
d-sequencing information were collected from public databases. The full-length enriched EST data were clustered ¢
into unique sequences, contigs, and singletons. The PiGenome provides functional annotation, identification of transc
coding sequences, and SNP information. It also provides an advanced search interface, a disease browser, alternativ
ents, and a comparative gene map of the pig. A graphical map view and genome browser can map ESTs, contigs, BAC
om the National Institute of Animal Science), Sino-Danish Pig Genome Project transcripts, and UniGene onto pig geno
s which include our 182 BAC contigs and publically available BAC sequences of the Wellcome Trust Sanger Institute. T
eis accessihle at hitp://picenome.nabc.ao.kr/
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So, 'SNP database” query gives information about recent progress in
database design (previous examples), but also other kind of scientific
stories, for example:

Lactose digestion and the evolutionary genetics of lactase persistence

Catherine J. E. Ingram et al.
Human Genetics (2009) 124:579-591

It has been known for some 40 years that lactase production persists into adult life in some people but not in
others. However, the mechanism and evolutionary significance of this variation have proved more elusive,
and continue to excite the interest of investigators from different disciplines. This genetically determined trait
differs in frequency worldwide and is due to cis-acting polymorphism of regulation of lactase gene expression.
A single nucleotide polymorphism located 13.9 kb upstream from the lactase gene (C-13910 > T) was
proposed to be the cause, and the —13910*T allele, which is widespread in Europe was found to be located
on a very extended haplotype of 500 kb or more. The long region of haplotype conservation reflects a recent
origin, and this, together with high frequencies, is evidence of positive selection, but also means that
—13910*T might be an associated marker, rather than being causal of lactase persistence itself. Doubt about
function was increased when it was shown that the original SNP did not account for lactase persistence in
most African populations. However, the recent discovery that there are several other SNPs associated with
lactase persistence in close proximity (within 100 bp), and that they all reside in a piece of sequence that has
enhancer function in vitro, does suggest that they may each be functional, and their occurrence on different
haplotype backgrounds shows that several independent mutations led to lactase persistence. Here we
provide access to a database of worldwide distributions of lactase persistence and of the C-13910*T allele, as
well as reviewing lactase molecular and population genetics and the role of selection in determining present
day distributions of the lactase persistence phenotype.
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atic representation of the genes MCM6 and LCT. The arrow indicates the location of =139
alleles shown more recently to be associated with lactase persistence. Locations of SNPs
haplotype analysis are shown, with the possible allelic combinations of the four common w
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associated variants in our own studies are 4, 6, 9 and 10

5 recent lactose paper, you can notice, for example, that they re
001 (of course, they refer to many other papers, too, but thi
pably important background have a look.... click
ference list (which is at the end of the Ingram et al
vhich you can find what was known alread




Lactase Haplotype Diversity in the Old World
Edward J. Hollox et al.
Amer.J. Human Genet. 2001

Lactase persistence, the genetic trait in which intestinal
lactase activity persists at childhood levels into adulthood,
varies in frequency in different human populations, being
most frequent in northern Europeans and certain African
and Arabian nomadic tribes, who have a history of drinking
fresh milk. Selection is likely to have played an important
role in establishing these different frequencies since the
development of agricultural pastoralism 9,000 years ago.
We have previously shown that the element responsible for
the lactase persistence/nonpersistence polymorphism in
humans is cis-acting to the lactase gene and that lactase
persistence is associated, in Europeans, with the most
common 70-kb lactase haplotype, A. We report here a
study of the 11-site haplotype in 1,338 chromosomes from
11 populations that differ in lactase persistence frequency.
Our data show that haplotype diversity was generated both
by point mutations and recombinations. The four globally
common haplotypes (A, B, C, and U) are not closely related
and have different distributions; the A haplotype is at high
frequencies only in northern Europeans, where lactase
persistence is common; and the U haplotype is virtually
absent from Indo-European populations. Much more
diversity is seen in sub-Saharan Africans than in non-
Africans, consistent with an “Out of Africa” model for
peopling of the Old World. Analysis of recent recombinant
haplotypes by allele-specific PCR, along with deduction of
the root haplotype from chimpanzee sequence, allowed
construction of a haplotype network that assisted in
evaluation of the relative roles of drift and selection in
establishing the haplotype frequencies in the different
populations. We suggest that genetic drift was importantin
shaping the general pattern of non-African haplotype
diversity, with recent directional selection in northern
Europeans for the haplotype associated with lactase
persistence.
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Lactase haplotype networks. A, Haplotype network showing probable phylogeny of
the four common haplotypes (A, B, C, and U). Each line is annotated with its
corresponding mutational change, and an arrow is shown where the directionality of
the mutation is known. Mutational changes shown in bold are changes that occur
only once in the network. B, Haplotype network, based on the framework of A, with
circle size corresponding to the frequency of the haplotype in the population. An
unblackened circle shows that none of that haplotype was observed in the
population, and the smallest blackened circle represents frequencies of <.1. The
sub-Saharan African populations are grouped and shown here, with 79% of total
haplotype diversity represented in the diagram. C, As B, with non-African
populations showing 92% of total non-African haplotype diversity represented in the
diagram. Non-African excludes northern European. D, As B, with northern European
populations showing 98% of total northern European haplotype diversity represented
in the diagram.
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s): minichromosome maintenance complex component 6

2, LinksHomo sapiens galactose-1-phosphate uridylyltransferase (GALT), mRNA
000155.2|[22165415]

s lactase (LCT) on chromosome 2
G_008104.1|[193211369]

alcium-sensing receptor (CASR), mRNA
00388.3|[189409146]

no sapiens homeobox C11 (HOXC11), mRNA

TAKE THIS, CLICK THE ACCESSION NUMBER




A linear PRI 25-JAN-2009 DEFINITION Homo sapiens lactase (LCT), mRNA. ACCESSIO
WORDS . SOURCE Homo sapiens (human) ORGANISM Homo sapiens Eukaryota; Metazoa
ia; Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae; Homo. REFERENCE 1 (base
an,Y., Thomas,M.G. and Swallow,D.M. TITLE Lactose digestion and the evolutionary genetics of lacta

ation concerning the occurrence of this particular sequence, NM_002299, in the literature
escription of the gene structure (only the coding parts are here, this is from mRNA)

ed in the (known) relationships of this sequence to other animals,
e the sequence in FASTA format (from the Display-window)

299.2| Homo sapiens lactase (LCT), mMRNA

SCTGTCTTGGCATGTAGTCTTTATTGCCCTGCTAAGTTTTTCATGCTGGGGGTC

AGAAATTTCATTTCCACCGCTGGTCCTCTAACCAATGACTTGCTGCACAACCTG
CCAGAGTTCTAACTTTGTAGCAGGGGACAAAGACATGTATGTTTGTCACCAGC
CAGAATACTTCAGCAGTCTCCATGCCAGTCAGATCACCCATTATAAGGTATT

)y-paste the sequence, and open the BLAST facilities:

ucleotide database using a nucleotide query Continue from here
blast, discontiguous megablast
database using a protein query

using a translated nucleotide query
ide database using a protein query
e database using a translated nucleotide query




(orientate

nts: (Click headers to sort columns)

, MRNA
orizin hydrolase LPH (EC 3.2.1.23-62)

tta similar to lactase-phlorizin hydrolase preproprotein (LOC707761),
imilar to lactase-phlorizin hydrolase preproprotein (LCT), mRNA
llus similar to lactase phlorizinhydrolase (LOC100055369), mRNA

)) MRNA for-lactase-phlorizin hydrolase

imilar to lactase-phlorizin hydrolase preproprotein (LCT), mMRNA
or lactase-phlorizin hydrolase LPH (EC 3.2.1.23-62)
ns lactase-phlorizin hydrolase-1 (LCT) mRNA, partial cds
usculus lactase (Lct), mMRNA

orvegicus lactase (Lct), mMRNA
iliaris similar to lactase-phlorizin hydrolase preproprotein (LOC483898), mRNA

us norvegicus lactase, transcript variant 1 (Lct), mMRNA
us norvegicus lactase, transcript variant 2 (Lct), mMRNA

r fetal intestinal lactase-phlorizin hydrolase precursor, partial
ulus adult inner ear cDNA, RIKEN full-length enriched library, clone:F930020G04

gallus lactase (LCT), mRNA

es from a monkey (Macaca), chimpanzee (Pan), horse (Equus), rabbit , cow (Bos), ma
is), chicken (Gallus), etc.




: Equus caballus similar to lactase phlorizinhydrolase (LOC100055369), mRNA Leng
69 | hypothetical LOC100055369 [Equus caballus] Score = 7193 bits (7976), Expect = 0.0
s = 9/5769 (0%) Strand=Plus/Plus

GCTAAGT TTTTCATGCTGEEGEGT CAGACTGGGAGT CTGATAGAAAT 92

L PR et e 1
CCTCCTAAGT TTTTCATGCTGGGGGT TAGACTGGGAATCTGATCCAAAT 81

CCGCTGGT CCTCTAACCAATGACTTGCTGCACAACCTGAGT GGTCTCCTG 152

U R AR R AR R AR A AR R A
GCTGCOGGTCCT TTAACGAAT GACT TGCTGCACGACCT GAGOGGTCCACCG 141

AGAGT TCTAACT TTGTAGCAGGGGACAAAGACATGTATGT TTGTCACCAGCCA 212
PR EEre e et eetee o re teer e e rerrr
ATTCTAACTTTGTAGCAGAAGATAAAAATATTTATGT TTGTCCCCAGCCA 201 et cum

) text file for yourself and continue working with this file
(for example clustering or phylogenetic analysis)

ional information (not shown here) when you make a query,
ialized databases ....




utionary histories

mitochondrial DNA (mtDNA) is of special importance

* sequence data from complete human mt-genomes in datab

http://www.genpat.uu.se/mtDB/
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PubMed
Search hucicalile | for L1 g4 e | cear
Display | Genbark Show |20l Sendts  Hide | sequemce [ all butgene, CDS and mBNA featores
Rage: fram |begin | o lend | 2 Reverse complememed stund Featwes:  + | Riefiesh
= 1: EF064321. Repors Homo sapiens isol.. [gi:116517865] Links
Featwes Sequence
LoCOo3 EFd64321 16569 bp DR circular PRI 15-DEC-Z006
CDEFINITION Homo sapisn= isolate 5_'|J5;1 {Tox270) mitochondrion, complete genoms.
ACCESSION EFD63321
VERSION EFD64321.1 GI:-116517865
EEYWORDS .
SOURCE mitochondrion Homo =sapiens (human)

OBRGRNISM Homo sapiens
Eukaryota; Metacoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglizres; Frimates; Haplorrhini;
Catarrhini; Hominidae; Homo.

REFERENCE 1l (bases 1 to 1656%)

AUTHORS Olivieri,A., Achilli,A., Pala,M., Battaglia,V., Fornarinec,3.,
Al-Zahery,N_, Scossari,R., Cruciani,F., Behar,D M., Dugoajon,J_M_,
Coudray,C., Santachiara-Benerecetti,A.53., Jemino,D., Bandels,H.J.
and Torroni, A.

TITLE The mtDHA Legacy of the Levantine Early Upper Palaeclithic im
Africa

JOTRNAL 3cience 214 (5B06), 1767-1770 (200&)

PUBMED 17170302
REFERENCE 2 (bases 1 to 165E€%)

AUTHORS Olivieri,A., Achilli,A., pala,M., Battaglia,V., Formarino,3.,
Al-Zahery,H., Scossari,R., Cruciani,F., Behar,D.H., Dugoujon,J.-H.,
Coudray,C., Santachiara-Benerescetti,A.5., Jemino,0., Bandelt H.-J.
and Torroni,A.

TITLE Direct Jubmission

Submitted {16-0CT-2006) Dipartimento di Genetica & Microbieolegia,
Universita" di Pawvia, via Ferrata, 1, Pavia, Pawia 27100, Italy
FEATURES Location/Qualifiers
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pick up the scientific article in which the seg

ber 2006: Vol. 314. no. 5806, pp. 1767 - 1770
2nce.1135566

gacy of the Levantine Early Upper Palaeolithic in Africa
al. (15 authors)

of 81 entire human mitochondrial DNAs (mtDNAs) belonging to haplogroups M1 and U6 re

tly North African clades arose in southwestern Asia and moved together to Africa about 40,0C
arrival temporally overlaps with the event(s) that led to the peopling of Europe by modern hum
sult of the same change in climate conditions that allowed humans to enter the Levant, openin
n of both Europe and North Africa. Thus, the early Upper Palaeolithic population(s) carrying M
rica along the southern coastal route of the "out of Africa" exit, but from the Mediterranean ares
pban and European Aurignacian industries derived from a common Levantine source.

at the paper




wide phylogeny of human mtDNA.
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e analysis of the control region and a re
ible range of internal variation of the haplogrou
n Torroni et al. (3). Mutations are shown on the branche
dicate transversions (to A, G, C, or T), indels (+, d) or heterople
tions are in italics. The ethnic or geographic origins of mtDNAs are as
0 49); Berbers of Egypt (2 and 3); Egypt (4, 29, 32, and 37); Ethiopian Jev
and 40); Greece (18 and 19); Iraqi Jew (20); Druze (21); American (USA) of

5, 30, 46, and 50); Kenya (36); Somalia (39); Mauritania (41); Bedouin, southern Is
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ent, at the end you’ll find a link:

CITED BY OTHER ARTICLES”:
nmon ancestry and asymmetric gene flow between Pygmy hunter-gatherers a

, H. Quach, C. Harmant, F. Luca, B. Massonnet, E. Patin, L. Sica, P. Mouguiama-Da
et al. (2008)

Full Text » | PDF »

dicts Population Size in Humans and Reveals a Major Southern Asian Chapter in Human P
, R. D. Gray, and A. J. Drummond (2008)
. 25, 468-474

Full Text » | PDF »

ecent paper, PNAS 105: 1596-1601 (2008) and have a look




haplogroup: genetic signatures @
ilkington MM, Spedini G, Comas D, Destro-Bisc
:635-44. Epub 2006 Oct 5.
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, Boschi |, Verginelli F, Caglia A, Pascali V, Spedini G, Calafell F.
(2):212-26. Epub 2004 Jan 16.
ubMed - indexed for MEDLINE]
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[PubMed - indexed for MEDLINE]
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northwestern Bismarck Archipelago.
bkunaga K, Inaoka T, Ataka Y, Nakazawa M, Matsumura Y, Ohtsuka R.
2006 Aug;130(4):551-6.
ed - indexed for MEDLINE]




Let’s go back to the original sequence EF064321 and start another kind of surfing in databases...

This is a human mtDNA sequence, how similar / different are mtDNA:s between human and, say,

dog, cat, cattle, chicken....?

So, a similar procedure as the one we made with lactase.....but here you make some restrictions, for example ,

choose only “dog”

Sequences producing significant alignments: (Click headers to sort columns)

AccessionDescription Max scoreTotal scoreQuery coverageE valueMax identLinksDQ480500.1Canis familiaris isolate 1 breed Shetland Sheepdog
mitochondrion, complete genome8960903093%0.080%D0480494.1Canis familiaris isolate 1 breed Poodle mitochondrion, complete
genomes8960903093%0.080%AY656739.1Canis familiaris isolate 1 breed Poodle mitochondrion, complete genome8960903093%0.080%D0480502.1Canis
familiaris isolate 2 breed Jamthund mitochondrion, complete genome8955902493%0.080%D0480492.1Canis familiaris isolate 1 breed Jamthund mitochondrion,
complete genome8955902493%0.080%AY 656740.1Canis familiaris isolate 1 breed Kerry Blue Terrier mitochondrion, complete
genomes8955902493%0.080%D0480490.1Canis familiaris isolate 1 breed Flat Coated Retriever mitochondrion, complete
genomes8951902193%0.080%AY656752.1Canis familiaris isolate 2 breed Standard Schnauzer mitochondrion, complete

genomeg951902193%0.080%A Y656 745.1Canis familiaris isolate 2 breed English Springer Spaniel mitochondrion, complete
genomes951902193%0.080%A Y656 743.1Canis familiaris isolate 1 breed Saint Bernard mitochondrion, complete
genomes951902193%0.080%D0480489.1Canis familiaris isolate 1 breed German Shepherd mitochondrion, complete
genomes944901493%0.080%D0480493.1Canis familiaris isolate 1 breed Black Russian Terrier mitochondrion, complete
genomes940901093%0.080%D0480501.1Canis familiaris isolate 1 breed Swedish Elkhound mitochondrion, complete

genomes922899293%0.080%A Y656 751.1Canis familiaris isolate 1 breed Gordon Setter mitochondrion, complete
genomes918899493%0.081%D0480498.1Canis familiaris isolate 1 breed Miniature Schnauzer mitochondrion, complete

genomes915899093%0.081%A Y656 748.1Canis familiaris isolate 1 breed Airedale Terrier mitochondrion, complete
genomes915899093%0.081%A Y656 738.1Canis familiaris isolate 1 breed Jack Russell Terrier mitochondrion, complete
genome8913898893%0.081%A Y656 753.1Canis familiaris isolate 2 breed Irish Setter mitochondrion, complete genome8909898593%0.081%A Y656 737. 1Canis
familiaris isolate 1 breed Basenji mitochondrion, complete genome8909898593%0.081%AY656754.1Canis familiaris isolate 1 breed Chinese Crested
mitochondrion, complete genome8906898193%0.081%AY 656749.1Canis familiaris isolate 2 breed Saint Bernard mitochondrion, complete
genomes906898193%0.081%A Y656 744.1Canis familiaris isolate 1 breed English Springer Spaniel mitochondrion, complete

genomes900897693%0.081%0D0480496.1Canis familiaris isolate 1 breed Irish Soft Coated Wheaten Terrier mitochondrion, complete genome££998974




am liaris isolate 1 breed Shetl and Sheepdog mta
alignments for this subject sequence by: E val ue
ubj ect start position Score = 8960 bits (9936), Expec
aps = 320/ 15613 (2% Strand=Pl us/ Pl us

ACCTCCTCAAAGCAATACACTGAAAATGT TTAGACGGGECTCACATCA 637

LECEE 0 e Feeeereerer e e |
STAGCTTAACTAAT- AAAGCAAGGCACT GAAAATGCCAAGATGAG: TCGCACGA 58

ce is 16 569bp
)p = 956bp of the sequence is not alignable with dog mt-sequence
guence (15 613bp) the sequences have identical nucleotides in 11 468 si




Kachuga tecte cetochrome b (cwtb) gene,

4 Kachuga tentoria flaviventer cutoc..
= Kachuga fertoria circumdata oo,

Kachuga kachuga cytochrome b (cyth) gene, complete ods; mitechondrial

 Bategur baska baska cytochrome b (opth) 9ene, complete cds; mit,

& kachuga fivitede cotochrome b (cwth) gene, complete o

Callagur bormeoensis cytochrome b (cvth) gene, complete cds; mitoch,
@ Kachuga dhongoka ctochrome b (ot gene, complete cds; mitocho...

<3 Hardella thurii thurii cvfochrome b (cwtb) gene, complete cds; mitocho..

O Worenia ocellats cotochirome b (o) gene, comp.

Geoclemys hamilhonii cytochrome b rcvtbd gene, c.
& Siebenrockiella crassicolliz oyt

T Sishenrockiella crassicollis vo..
i—o Hauremys Huulate cotachrome b (cytb) gene, complete cds; mitochond.
“ Mauremys caspica cytochrome b (cwtb) gene, complete cds; mitoc..
auremys leprosa cvtochrome b (o) gene, complete cd:
tauremys mutfica mitochondrion, complete genome
tfauremys pritchardi cotochrome b outh) gene, complete od
Wanremys mufica ctochrome b (cytb) gene, complete cds; mito.
taurems mutice kami cvtochnome b rcytb) Qene, complete cds; m.
Ocadia glyphis foma, cyhochrome b (cvtb) gene, complete cds; mitoch...
tiauremys annemensis cytochrome b (o) gene, complete cds; mitochondrial
Chinemys reevesi mitochondtion, complete genome
Iauremys reevesii cytochrome b (cvtbd gens, complete cds; mitochondrial
tauremys megalocephala ctochrome b (cutb) 9ene, complete cds; mitach..
Wanremys sinensis cybochrome b (cyth) gene, complete cds; mitochondriz

2 Cuors amboinensis amboinensis cybochrome b (ovib) gene, complefe ods;
3 Cuors amboinensis lineats cotochrome b (coth) gene, complete cds; mi
2 Cuota picturade citochrome b (owth] gene, complete cds; mitochondtial
Cuota mecordi citochrome b (cvtb) gene, complete cds; mitochondrial
Hieremys annandalii cvfochrome b
2 Heosemys depressa citochrome b (cutb) gene, compl.
“ Heosemys spinosa cvfochrome b jcuth gene, co.
5 Cyclemys dentate citochrome b (cuth) gene, o
Cpclemys fcheponensis cytochrome b (c.
,;—0 Sacalia pseudocellafe cotochrome b rcytb) gene, complete cds; mitochandri
& Sacalin quadriocellat, cutochrome b (cutb) gene, complete cds;
E Welanochelys tijuga parke isolate 2 crtochrome b (owth) gene, parfial cds

telanochelys frijuge trijuga cotochrame b cvtb) gene, complete cds; mito...
't telarachelys Hjuga indopeninsulanis isolate 1 ctochrome b (ovtb) gene,.
telanochelys fjuga edeniana cochrome b (cuth) gene, complete cds; mi.

@ Rhinaclemmys annulate, cetochrome b (o) 9ens, complet: ods; mit.

@ Rhinoclemmys pulcherrima, rogetbarboun isola

Fhinoclemmys pulcherima incisa isolate 4 o

Rhinoclemmys pulcherrima incisa isolate 3 ot

Fhinoclemmys diandemafa cvochrome b cvtb) gene, o

Y T R re———, .

- Rhinoclemmys puncflaria pun tulara csochrome b (o) gene, ©.
2 Rhinoclemmys aerolate cotochrome b (cutb) gene, complete ods; mitach...
@ Rhingclemmys nsute cvtochrome b gene, partial .
Gophenss polyphemus cofochroms b gens, parial cds; mitochondrial

++ Dopherus agassizii cytochrome b (cutby gene, complete cds; mitochandrial

tfanoutia emys citochrome b (o) gene, complete ods; mitochondrial
l—gmanouria emys emys cytochrome b gene, parfial ods; mitochondrial

tanontia ems voucher KUZ 2 385129 mitochondrion, complefe genome

L Man outiz emys phaskei cotachrome b gene, parfial cds; mitochondrial

i Testudo kleinmanni cvtochrome b gene, partial cds; mitochandtial

=2 Testudo Kleinmanni voucher MUZ 230361 mitochondrion, complete genome

@ Testudo greeca cuhochrome b gene, parial cds; mitochondrial

Indotestuda forstenii voucher MUZ 2 34627 mitochondrion, comple.
Indotestuda forstenii voucher HES1086 32 cyhochrome b (ovth) 9.
Indotestudo forstenii voucher HE 51086 31 cytochrome b (cvib) 9.

#Indofestudo forstenii voucher HES 108625 cvhochrome b (o) 4.

Indatestuda forstenii woucher HE 51056 35 cvtochrome b (cwthy 9.

Indotestudo forstenii voucher HE 51056 30 cvtochrome b (ovib) 9.

Indotestudo forsfenii voucher HE 51086 36 cutochrome b (cyih) 9

Indotestudo forstenii voucher HES1086 33 evtochrome b (ovtb) 4.,
Indotestudo forstenii woucher HE 51086 3% cvtochrome b (cyth) a.

Indotestude forsteni cytochrome b icvtb gene, complete cds; mi.
Indotestudo forstenii voucher HB 5108629 cufochrome b (cuth) 4.
Indotestudo forstenii voucher HE 5108634 cufochrome b (cuth) 4.

Indatestuda elongate cvtochrome b gene, partial cds; mitocho..
Indotestude elongafe mitochondrion, complete genome
Indotestuda elongafe voucher WU Z 254627 mitochondrion, .
Indotes tuda elongate cutochrame b icytb) gene, partial cds; mit.
Indotestudo fravancorice cvtochrome b gene, complete cds; mitoch,

o Malacochersus fomied voncher MW Z 2 34652 mitochondrion, ¢...

<3 Chersine angulata cotochrome b gene, parfial cds; mitochondrial

& Geochelone pardalis pardalis cytochrome b gene, parfial cds; mitochondrial
ochelone pardalis babcocki cvtochrome b gene, parial cds; mitochondrial

1 Geochelone sulcafa cstochrome b gene, partial cds; mitochondrial

& Geachelane platnots cotochrame b gene, partial cds; mitachandrial
@ Geochelone chilensis cytochrome b gene, partial cds; mitochondrial

& Geochelone nigra cytachrame b gene, parfial cds; mitochondrial

Dipsochelys holalissa cytochrome b gene, parfial cds mitochondrial
Dipsochelys d i cwtochirome b gene, parial cds; mitochondrial

% Dipsachelys amoldi cytachrome b gene, partial cds; mitochondrial

“ eochelane wniphora cwtochrome b gene, parfial cds; mitachordrial

Glyptemys muhlenbergii isolate batz#0 5 cyutochrome b Jene, complete cds; mi
Glyptemys muhlenberaii isalate bate. 15 cptochrome b gene, parfial cds; mito.
Glyptemys mublenbergii isolate mpbas009 cyvtochrome b gene, partial cd m.
Glyptemys mublenbergii isolate subo 1001 cvtochrome b gene, partisl ods; mi.

clemmys muhlenberaii ctochrome b gene, complete cds; and tRMA- Th gen
§ Gluptemys insculpte isolate ROM1523 cvtochrome b gene, complete cds; mitach,
Clemmys insculpte. cetochrome b gene, com ;

& Macroclemys femminck
& Chelonia mudas mitochonddal DM A, complete enome

Chelonia mdas voucher CHE-GT 3 cyfochrome b (b ...

arettochelys insculpfe. cytochrome b (cyib gene, complete
,:—0 Chifra vandijki cofochirome b (o) gene, complete cds; mitochondrial gene for mitochondrial product

% chitrindica cytachrome b (oytb gene, complede cds; mitochondrial gene for...
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What is CBOL?

“The: Consortium for the Barcode of Life (CB0L) is an intermational initiative devoted to developing DHA

Ibarcoding as & global standard for the identification of blological species. DHA barooding s a new Taiped Corference webaite now
technique that umes a dhort BHA sequence froma stadardized and agresdhupon pesition in the genome Svillable

a5 & maobecular diagnostic for species-level DHA barcode sog are very shart -
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region” at the 5 end of the oytochrome ¢ ocoddase subunit 1 mitochondrial region (O0N) & emerging 2 the View CBOL ber locat
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cases, DA barooding i based on the use of & short, standard region that ensbles cost -effective species

dentification.
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and mane portable,
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KRP haluaisi kansasta DNA-rekisterin

Talla hetkella poliisin kdytossa on rikosperusteinen DNA-rekisteri, jossa on
noin 30 000 nimea.

Keskusrikospoliisin paallikon Rauno Rannan mielesté koko kansan kattava
DNA-rekisteri olisi poliisille hyva tydkalu henki-, vakivalta- ja
seksuaalirikosten tutkinnassa. Rekisterista olisi hydtya myos vainajien
tunnistamisessa.

- Rekisterin yllapitaja voisi olla esimerkiksi Kansanterveyslaitos tai
oikeuslaaketieteen laitos. Poliisi voisi kayttaa rekisteritietoja tarkoin laissa
maaratyissa tapauksissa ja tarvittaessa tuomioistuimen luvalla, Ranta
sanoo Savon Sanomien haastattelussa.

Rannan mukaan rekisteria kaytettaisiin vain tunnistamiseen eika se kertoisi
poliisille mitaan henkilon perimasta tai perinnollisista sairauksista. KRP:n
paallikko muistuttaa, etta DNA-kaytannon muutokset ovat arkaluontoinen
asia, joista lopullisen paatoksen tekee eduskunta.

Talla hetkella poliisin kdytossa on rikosperusteinen DNA-rekisteri, jossa on
noin 30 000 nimea. Rekisteriin voi joutua, jos epaillysta rikoksesta seuraa
vahintaan kuuden kuukauden vankeusrangaistus.

Testimony of Dwight E. Adams, Deputy Assistant Director, Laboratory
Division, FBI
Before the House Committee on Government Reform
Subcommittee on Government Efficiency, Financial Management and
Intergovernmental Relations
June 12, 2001
"The FBI's DNA Program”

Mr. Chairman, members of the Subcommittee, | would like to thank the
members of the Subcommittee for inviting the FBI to provide an update on our
activities relating to forensic DNA analysis specifically with respect to the
Combined DNA Index System or CODIS, our National DNA database and our
efforts to provide this technology and assistance to state and local forensic
laboratories.

The importance of collaboration between federal, state and local forensic
laboratories is illustrated by that first group of federal, state and local forensic
scientists that were convened by the FBI Laboratory in the 1980's to establish
guidelines for the use of forensic DNA analysis in laboratories. This group, the
Technical Working Group on DNA Analysis Methods or TWGDAM (now known
as the Scientific Working Group on DNA Analysis Methods or SWGDAM), not
only developed the guidelines which formed the basis for our national quality
assurance standards but they also proposed the creation of a national DNA
database for the storage and exchange of DNA profiles developed from crime
scenes. This proposal formed the genesis of the development of our CODIS
program - software that enables federal, state and local laboratories to store
and compare DNA profiles electronically and thereby link serial crimes to each
other and identify suspects by matching DNA from crime scenes to convicted
offenders. The FBI Laboratory provides this CODIS software, installation,
training and user support to other federal, state and local forensic laboratories
at no charge. Additionally, the FBI continues to sponsor semi-annual meetings
of SWGDAM for over fifty federal, state and local forensic scientists.

How does CODIS work? For example, a sexual assault is committed and an
evidence kit is collected from the victim. A DNA profile of the perpetrator is
developed from the sexual assault evidence kit. If there is no suspect in the
case or if the suspect's DNA profile does not match that of the evidence, the
laboratory will search the DNA profile against the convicted offender index. If
there is a match in the convicted offender index, the laboratory will obtain the
identity of the suspected perpetrator. If there is no match in the convicted
offender index, the DNA profile is searched in the forensic or crime scene
index. If there is a match in the forensic index, the laboratory has linked two or
more crimes together and the law enforcement agencies involved in the cases
are able to pool the information obtained on each of the cases.
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