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filter of at least 3 TD/lactation and exclusion of outliers beyond 
4 standard deviations were applied. Fixed effects included in 
the model were: herd (6 levels), days in milk (10 classes of 30 

days each, with the last being an open class till 360 days), parity 
(6 levels, from I to 6+ ), year-season of calving (11 levels, from 
Summer 2019 to Winter 2021/2022), year-season of sampling 
(9 levels, from Spring 2020 to Spring 2022), production leve! ( 4 

classes, based on quartiles of average milk production by herd), 
and THI (4 classes based on quartiles, with THI calculated using 
the average temperature and relative humidity of the 5 days 
prior to sampling). Different averages DSCC across herds were 
observed, ranging from 43.8% to 60.5%. lncreased DSCC levels 
around the lactation peak and with increasing parity were 
reported. Year-season calving and year-season sampling only 
slightly affected DSCC variati on. Buffaloes grouped in the high
est THI classes and with greatest milk yield showed higher 
DSCC percentages. Genetic results, obtained via a Gibbs sam
pling, revealed that DSCC is a heritable trait (h2 = 0.086; 95% 

confidence interval =0.040 - 0.126). Findings of the present 
study represent a preliminary necessary step for the possible 
future inclusion of DSCC in breeding programs aimed to 
improve resistance to mastitis. 
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Collagen type IV (COIA) is one of the essential components of 
the basement membrane of severa! tissues, especially vascular 
endothelium. The two genes coding for the COIA protein 
(COL4AJ and COL4A2) are highly conserved across species, 
thus suggesting their biological importance. In humans, 

anomalies conceming COIA folding have been demonstrated 
to be involved in muscular abnormalities having microscopie 
features similar to those of the growth-related abnormalities 
affecting Pectoralis major (PM) muscles of fast-growing (FG) 

chickens. Since recent studies hypothesized a potential involve
ment of COIA in the cascade of events leading to these defects, 
the present study aimed at quantifying levels of COIA chicken 
genes to test likely associations between their expression and 
the chickens' susceptibility to manifest these defects. 
Considering the high prevalence of these defects in FG com
pared to broilers having a slower growth rate, and that the defect 
progression is related to birds' age/growth, the present research 
focused on evaluating the COL4AJ and COL4A2 gene expression 
by looking at multiple steps of PM development in broilers 
belonging to both FG and medium-growing (MG) genotype 
farmed and slaughtered under controlled experimental condi
tions. Thus, PM samples (5/each genotype) have been collected 
at 28, 35, and 42 days of age ( d) and used to perform Quantitative 
Real-Time PCR of COL4Al and COL4A2 mRNA using RPL4 and 
GAPDH as normalizing genes. At each sampling time, differ
ences between genotypes in COL4Al and COL4A2 mRNA quan
tificati on were assessed by using the non-parametric 
Mann-Whitney U test. Concerning the COL4Al normalized gene 
level at 28, 35, and 42 d, no significant differences have been 
detected between the FG and MG. As for COL4A2, significant 
differeoces (p < 0.05) have beeo found between FG and MG at 
28 d. Considering that the first signs of muscular abnormalities 
in FG are macroscopically detected at 28 d, the potential involve
ment of COL4A2 in the initial progressi on of physiological and 
biological alterations characterizing modem broilers' breast 
muscles could be assumed. Also, in view of the higher amount 
of COL4A2 mRNA in FG at 28 d, a resulting increase in its pro
tein level could be supposed. This could support the hypothesis 
already reported io the literature suggesting that an increased 
iotracellular accumulati on of COIA ( e.g. at the eodoplasmic 
reticulum level) might have a role in the onset of growth-related 
abnormalities. 

0248 

Whole metabolome and genome 
analyses provide information on 
the genetic variability affecting 
the metabolism in pigs 

Samuele Bovo•, Giuseppina Schiavo•, Flaminia Fanellih, 
Anisa Ribani•, Francesca Bertolini•, Maurizio GalloC, 
Giuliano Galimbertid, Stefania Dall'olio", Pier Luigi 
Martellie, Rita Casadioe, Uberto Pagattoh and Luca 
Fontanesi• 

•Dipartimento di Scienze e Tecnologie Agro-alimentari,
University of Bologna, Bologna, Italy

C\ Taylor & Francis 
� r,yb&.Franc;iJCroup [ltal J Anim Sci vol.22:sl, 2023] [page 25] 


