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Objetives

LI cEhtificaEonRdelllss fluidos biologicos
de nfierés forense

+ ldentfificacion de




Positives out of N=41 Results
o%

5 BLOOD %
| SEMEN %
SALVA %

POSITIVE RESULTS Na

RESULTADOS POSITIVOS
ANGRE

RESULTADOS NEGATIVOS Y NAMG
SALIVA

08/09/2015

Phadebas 54.3 %

19

2 4
10
o
- P

Positive

De los resultados
presemtados:

»  54% (prueba orientativa) Negative

. (prueba especiica)
Inmunediagnesis
alfe-amilasa salivar

RSID™-Saliva 40 %

Positive Negative

% Given results

HPLC
Teichmann crystals

. >70% especificas Hem Check®
(ﬂwmmw@dﬂwmﬂs) Hem-Direct® Hemoglobin

. 260% i

- <20%de HemaTrace® Hemoglobin

certsza
(Teichmann), HPLE (n=1) OBTI® Hemoglobin

n
—
n
-
-
n
——
RSIDTIV-Blood (Glycophorin A) st
Immuno ——
Peroxidose  EE—————

hematina




Resultados
Posiiivos:

Orfentstives.
(grupe hemo)

H Positive

2.HPLC
(eromsfogrsfis Kib)

m Negative

® Inconclusive

08/09/2015

Blood Positive Results
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Existen escasos métodos confimatorios de
identificacién de fluido biolégico no-humano

Las pruebas especificas son para fluidos humanos

Las de certeza ej., -cristalogréficas (sangre),
Sl visualizacién esgerrna- Slogueden iéenﬁ%ca)r el tipo de
gttt e v fluido

Problemas en el laboratorio:

1. Elucién del fluido desde el soporte (matriz)
2. Elfluido biolégico no se presenta homogéneo
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Cytochrome b primers N=10

Secuenclacion

ggfﬂﬂ = L14816/H15173

D-Loop

s ®L15026/H15173
®L15149/H15367
mNA

El andlisis de 1 6 2 frag.del
%@m permiié editar una
3(2)@@ ﬁ@w@n@ﬁ@ (®f-s ﬂi% 7

0 cuya comparacion
m@@lﬁ)mmau\ST con las
secuencias de NCBI offrecié
concordancia completa con
secuencla consensus de

eyib Sus sereffa




Concordancia ? o

08/09/2015

Resultades

positives de g
identificacion

oo%
1COl/ STRs o
inconcluyentas

0%

o%

Sequencing. SPINDEL STRs

Positive identification N=24

W Sus scrofa.
B Phacochoerus
africanus

uNA

= Noresult




Bi ; ] T T
Gsmne Phacochosrus - on wa
aitfeanus e 6 wn an
Shertest sequsncs; 2 i e P b wn ok
Sus serofp vouchsr —— - an
AGOBITS COX1 " TN
o wn
v T
- 00w
el 19 - TR
= L m e wn 0 s
] o] " w e W i

08/09/2015

Re| multiplex
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Identification of species by multiplex analysis of
variable-lenath seauences

1190-1195 5-0998.1201 1

SPInDel: a multifunctional workbench for species
identification using insertion/deletion variants
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Table 56 1 debcription of the g
used in the eutherian profiling kit
odeotde
Hypervariable  Primer Dy position of
Localzation region _ mame  prmersequenca(s¥) label amplicon’
A_F1 CCCCACGGGAAMCAGCAG
A2 (CCCACGGRACTCAGEAG
a AF)  CCCCAAGGGATACAGCAG s31278
AFl  CCCCACGGGAGACAGCAG
CRI_GOITIGCIGAAGATGGCGG Ter
125 RNA B ACATAGCTARGACCCARACTG
8 B2 ACGATAGCTAAGGCCCARACTG 10511279
CR1_GGITIGCTGAAGATGGCGE Ter
D_F1  GGCAAGARATGGGCTACATITIC
o DF2  GOGAAGAAATGGGCTACATICIC 1350149
E Rl GGIGACGGGLGGTGIGT Hex
1 GOTAAGTCTACTGGARAGTG
i f6 FF2 GOTAAGCATACCGGAAGGTG 15691021
G R TAGCTCGTCIGETTICGEE GEAM
H_FL GGCCTAMAGCAGCCACCART
" HF2  GOCCTARAAGCAGCCATCAAT 21732507
165 cRNA LRI TIT TTG GTAAAC AGG (G666 ___TET
JF1  GACGAGAAGACCCTATGGAG  6.FAM
* K Rl TCCGAGGTCGCCCCAACT neaen
LF1 GGGTTTACGACCICGATGTTG  6FAM
165 RNALRNA MBI GCGATTACCGGGETCTGE
leu B MR GCAGTTACCGGGECCT 20753256
M R2_GCAATTICCTGGETCTGE
“Numbered according to the human miDNA ref <t al. 1981, Noture 250:457)
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SPInDel

Graphical representation of the six ribosomal RNA (rRNA) L

target regions in the mitochondirial DNA (MIDNA) ampliied
by multiplex PCRin the SPInDel profiing kit

SPInDel

Schematic illustration of the strategy used in
the species identification by the
insertions/deletions (SPInDel) method

Four conserved regions ( ) define three

hypervariable domains (doffed brown lines). A section of the

alignment is magrified to show the presence of multiple gaps

in hypervariable regions. Each species is idenfified by a

numeric profile resulfing from the combination of lengths in

e raveregors Dy e s et o
Jengih sequences. Muceic s Res, 2010 Dec 36226203,

SPInDel

Supplementary Toble 54, Somples used in the development

Species. ' Specimen “Driginybree
Cat (Fels cotus] 10 buccalswab  Persian (1), Siamese (L1, calico (2], undetarmined (6]

Caitle (s fourus) 10 iver sagermarket
Specier Do icanis fomitaris) 10 blood . Sarea de Aires 3], ,

Goat {Capri hircin) 10 blood Serrana (2). Serpentina (21, Bravia 2). Charnequeira 12), Algarvia 2)

Worse (£quus cabofus) 2 blood

Human {Homo sapiens) 10 biood

Mouss (s usculus) 10 iver

Pig {50 serafa) 12 lood,lver  supermarket (5], sutochthonous Portugusse broads (6]

Hablsit (rpetol i 10 oo lvee ” )

Shees Ovis aries) 10 blood, muscle  Mondegueira (2], Merina reto (21 Salola {2), Campanics [2), Chatra

Algaréa (1) Churrs da Terrs Guente (1
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E Sequence of primers (5'-3')*
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F: CTT 1GG GIG GAG TGT GG C
R: ATC CAA ATG CTG CAA GCG

SW936 HEX 21 F: TCT GGA GCT AGC ATA AGT GCC

R: GTG CAA GTA CAC ATG CAG GG
S0355 HEX 26 F:TCT GGC TCC TAC ACT CCTTCT TGA TG

R: GTT TGG GTG GGT GCT GAA AAA TAG GA
SW72 NED 18 F: ATC AGA ACA GTG CGC CGT

R: TIT GAA AAT GGG GTG TIT CC

Forensic Science Intenational: Genetics (8): 307-314.
Vol 6 MATCH 2004, Pages 13-18

Establishing a DNA identification system for pigs (Sus serofa)
using a multiplex STR amplification

Yu-Ghih Lin®®, Hsing-Mel Hsieh', James Chun-1. Lee", Chung-Ting Hsiao', Der-Yuh
irian Linacre” Tsal & @

08/09/2015
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Forensic Science International: Genetics

It ) Lagal Ma (2010) 12
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TECHNICAL NOTE

Int J Legal Med. 2014 Jan:126(1):11-8. dot: 10.1007/500414-013-0657-0. Epub 2013 Apr 24.

Modular real-time PCR ing assay for p animal

families.
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