


million reads (60.67%) mapped against the reference porcine genome as-

let-7a, ssc-miR-361-5p, and ssc-let-7e) and none in males. A total of 39 
KEGG pathways such as oocyte meiosis or fatty acid biosynthesis and 

-

for heat stress in Iberian pigs.
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The Philippines is an archipelago of 7,641 islands situated in Island 
Southeast Asia at the crossroads of past human migrations in the Asia-Pa-

continent, even during the severe Quaternary sea-level drops. As a result, 
the history of pig dispersal in the Philippines remains controversial due 
to the limited molecular studies and the absence of archeological assem-

comprehensive screening of the mitochondrial DNA of Philippine native 
pigs (n = 175) and Philippine wild pigs (n = 9) to resolve their earlier 
dispersal history by conducting phylogenomic analysis altogether with 
domestic pigs and wild boars corresponding roughly to their geographic 
origin. Results revealed a demographic signal of pig ancestry exhibiting a 

human migration and trade. Here, we proposed 2 possible dispersal routes. 
One is through Northeast Asia paralleled with the Neolithic expansion 
in Island Southeast Asia and Oceania, and the other is through mainland 
Southeast Asia, which may have traversed through the Sundaic Region to 
Palawan and the Sulu Archipelago. Despite geographical barriers to mi-
gration, numerous genetic lineages have persisted on various Philippine 
islands and even warrants the recognition of a Philippine Lanyu-type. The 
prehistoric population size dynamics predate a demographic expansion 
during the Late Pleistocene ages as the Southern regions to be the proba-
ble origin, eventually expanded toward the Central regions. The intriguing 
signal of disparity detected among the molecular result, morphology, and 
distribution range of the numerous Philippine endemic wild pigs opens 
a new challenging approach in shedding the complexities between these 
animals.
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The control of inbreeding is fundamental in managing livestock 
species. A high level of inbreeding leads to a decline in performance 

emergence of deleterious or lethal alleles that, in absence of inbreeding, 

would remain at a low frequency in the population. The Italian pig in-
dustry, mainly oriented to the production of the Protected Designation 
of Origin (PDO) dry-cured ham, is based on 3 heavy pig breeds, namely 
Italian Large White (ILW), Italian Landrace (IL) and Italian Duroc (ID). 
The breeding program of these breeds started about 25 years ago and in-
formation about pedigree has been recorded in the last decades. Inbreed-

PED
) is traditionally calculated using pedigree records. 

With the advent of high-throughput genotyping platforms, new methods 
to calculate the genomic inbreeding have been developed, directly using 

of long stretches of the genome that is homozygous at each adjacent lo-
cus, called runs of homozygosity (ROH). The proportion of the autosomal 
genome covered by ROH can be used to estimate the level of genomic 
inbreeding (F

ROH
) and the history of the population. In this work, we ret-

rospectively analyzed F
PED

 and F
ROH

 over this period in these 3 breeds. 
A total of 3,400 ILW, 1940 ILA and 1,100 ID pigs born over the last 
25 years have been genotyped with the 70K Illumina GGP Porcine HD 
and Illumina Porcine60K SNPchips. F

PED
 was computed with Inbupgf90 

1.9. Then F
ROH

 and F
PED

 were averaged over all animals born by year. Av-
eraged F

ROH
 over all considered years was higher in ID; the trend of F

PED

and F
ROH

 was increasing during years for all breeds. It is worth to notice 
that F

PED
 trend had a strongest slope with respect to F

ROH
, indicating that, 

at a biological level, decades of selection did not worsen the inbreeding 
level of the breeds. The results indicated that both F

ROH
 and F

PED
 can be 

used to manage inbreeding levels in Italian heavy pig breeds and provided 
information that could be useful to manage these pig genetic resources.
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The common warthog (Phacochoerus africanus) is an endemic, 
omnivorous species of savanna and woodlands of sub-Saharan Africa 

-
types adapted to the environmental challenges posed by the hot and arid 
environment as well as by endemic pathogens. Common warthogs are 
known to be reservoirs of African Swine Fever Virus that causes a hemor-
rhagic disease with high mortality in domestic pigs while warthogs toler-
ate ASFV infections. High molecular weight DNA from a female individ-

150Gbp of raw data with a read N50 of 13.9kbp (ca. 60x coverage of 
the genome). A contig level assembly was generated using Falcon and 

-
ping data and Bionano Solve software and proximity ligation data from 

was done with Pilon using Illumina short-read data from the reference 

N50 141.88 Mbp). Comparisons with the pig (Sus scrofa) Sscrofa11.1 ge-
-

resenting a fusion of SSC13 and SSC16 and PAF3 representing a fusion 
of SSC15 and SSC17. RNA-seq data from 15 tissue samples from the 
reference individual have been used to identify the gene content of the 
genome. BUSCO analysis indicates that the assembly is highly complete 
with 94.9% BUSCOs (Benchmarking Universal Single-Copy Orthologs) 


