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INTRODUCTION
‘Romano of Maremma Lazia{ML)’ horse ancient autochthonous genetic type (AAGT) traces back to a megbrorse
broadly represented, at least fror Znillennium B.C., by nascent civilizations of Near East and NortherricAfrin
‘Maremma Romana’, the equide population reared was thought an optimgipecwith improvement and refinemen
potential through the use of the superior local sires. The introgressiarried out in the two last centuries on equide Ital
populations also concerneBML horse, before introducing sports competition dolicomorph thoroughbresi(starter) for
“breeding improvement cross'this cross is influencing and modifying the aptitude and somatic aspeti$aoémmana’
population, making it minority and at risk of extinctioRML population is currently one of the little autochthonous gene
types bearing ancestral peculiar traits of the Mediterranean horse an, li|eshould be safeguarded.
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< To contribute to the knowledge of genetic variability degfieéRomano of Maremma Lazialedrse AAGT, o
———— — __inthe perspective to propose its registration in the Zboteal book. ~~ ~ —
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[ STEP 1:SAMPLING \/STEP 2:GENOTYPING AT 11 MICROSATELLITE LOCY /~  STEP 3:DATAELABORATION ™\
*% .
ok 'U oy Softwareemployed:
ﬁ Sentganatonss ¥ * GENEPOP ver. 3.4.(Raymond e Rousset
= &y . ?}1 1995)
A L 1

« GENETIX (Belkhir, 2000);

ANAM horse
e [ Binding
g Membrane of _ |
) Murgese horse: siica
i MU)
50) |
"

« MOLKIN v.2.0.(Gutiérrezet al., 2005);

fashing . -
| E - .
o i U 2 ¢ STRUCTURE (Pritchardet al., 2000)
4 <
\ Lagurt G ConSOAEE gy ot Sences Laboray G5 j . O s s espmosserscan j K j

. RESULTS ) )
In the limits of the observation field, the reswdtsdence irRML:

B a higher genetic variability , "
«‘total’ allele number - significantly ) a divergence respect toMANAM i

(P<0.001) higher value (10883 vs84vs75 subjects; in particular, the Figure 1 :
in RML, MANAM MU andBA, respectively); evidences a transvariation area between :
the two populations, confirming a
common ancestral origin; o
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* mean ‘observed’ allele number perlocus -
significantly (P<0.001) higher value (9.09s
7.55vs7.64vs6.82 inRML, MANAM, MU and
BA, respectively\GRAPH 1);

«effective’ allele number - significantly

FIGURE 1. Analysis of factorial correspondence BML

(P<0.001) higher value (4.9€s3.97vs3.91vs omares i andMANAM
3.46 in RML MANAM, MU and BA,
respectively) (GRAPH 1); szﬁ;:sli_nl\m;n:;rr(g?:‘served alleles and effective number ) a major genetic Component attributed toeLe 1. value of Fst for the possible comparisons amony

the 4 GTs consideredP¢0,05).

the genetic type declared (GRAPH 4);

RML | MANAM [ MU
RML * * *
MANAM | 0.0260 * *
MU 0.0491 [ 0.8083 *
BA 0.0638 { 0.8009 ( 0.110(

*‘observed’ heterozigosity - significantly
(P<0.001) higher value respect BA (0.735
vs 0.668,P<0.001) and tAMANAM (0.735vs
0.698,P< 0.05) and tendentially higher value
(0.735 vs 0.69C; P<0.10) respec to MU
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Heterozigosity

(GRAPH 2; ;

g het S TS N I a different degree  of
« ‘expected’ heterozygosity - significantly . o . .
(P<0.001) higher value (0.7795 0.739 vs e - differentiation in comparison
0.722vs0.686 inRML, MANAM, MU andBA, GRAPH 4. Distribution of mean genetic componerattributed, *not to the other genet|c types
respectively) (GRAPH 2); attributedto the GT declared andunknown (TABLE 1)'

GRAPH 2. Expected and observed Heterozygosity in the ) a hlghel’ genetic heterogeneity in Comparison with the other genq&ti!s,ty
four 6T too (GRAPH 5).
« coefficient of molecular coancestry - I
lower value (0.229vs 0.266 vs 0.290 vs 0 g = -
0.298 in MU, MANAM, BA, respectively) 0 { § . -
(GRAPH 3); sl e Tl
0 L § =
«Coefficient of Inbreeding - higher value o e 5 S o1 -
(0.251vs 0.269vs 0.283vs 0.286 iNRML, 0t e § n -
MU, MANAM and BA respectively) s i,
(GRAPH 3); o wi” ss on Y | oan e
Coeffcentof  Coefcental  Disanceo! I
Molecular Inbreeding Kinship RML MANAM MU BA
« distance of Kinship - higher value (0.396 Coaresty
vs 0.368vs 0.351vs 0.345 in MU, MANAM GRAPH 5. Distribution of mean genetic componertttributed and ‘not attributed to the GT/AGT/AAGT ‘declared’ as well as the
: s o ' ' GRAPH 3. Parameters of molecular coancestry in the four ‘unknown genetic component.

BA, respectively) (GRAPH 3); GTs.

CONCLUSIONS
This study may confirm the hypothesis that continous genetic exchanges hapheireg the centuries among mesomorphic Mediterranean populations
numerous ecotypes of ‘bioterritory’of Maremma. In particular, tRemano of Maremma Lazidleorse evidences a different genetic structure respect to the c
genetic types considered. We think that molecular typification shoula tm@jor instrument in order to perform an effective safeguardRofmano of Maremma

Lazialé horse.
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