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Accession no.

Protein name

Biological process/molecular function/cellular

component

All age groups

Q32KN6 Phosphoglycerate kinase 2 PGK2 Glycolysis Process, ATP-binding, tricarboxylic acid cycle,

P20004 Aconitate 2 ACO2 Tricarboxylic acid cycle, iron-ion binding, mitochondrial
matrix/cytosol

Q29RK1 Citrate synthase cs Tricarboxylic acid cycle, citrate (Si)-synthase activity, mitochondrial
matrix

Q32LG3 Malate dehydrogenase 2 MDH2 Aerobic respiration, L-malate dehydrogenase activity, mitochondrial
matrix

EIB7S8 Acrosin binding protein ACRBP Fertilization/acrosome assembly, acrosomal vesicle

FIMQJO Angiotensin I converting enzyme ACE Male gonad development/spermatogenesis, metallopeptidase activity,
plasma membrane (external side)

FIMRDO Actin, cytoplasmic 1 ACTB Cytoskeleton integrity

FIMTV1 Sperm adhesion molecule 1 (PH-20 SPAMI Sperm fusion to membrane plasm of oocyte,

hyaluronidase, zona pellucida binding) hyaluronoglucosaminidase activity, acrosomal vesicle/cytoplasmic

vesicle/plasma membrane

FIN2F2 Phosphoglycerate mutase 2 PGAM2 Glycolysis Process, phosphoglycerate mutase activity

Q3ZBD7 Glucose-6-phosphate isomerase GPI Converts glucose-6-phosphate to fructose-6-phosphate; important for
glycolysis and ATP yield for sperm motility; prevents apoptosis and
oxidative stress-induced cellular events

AG6QPE2 IZUMO family member 4 1ZUMO4 Reaction and sperm-oocyte/membrane binding/acrosome

FIN369 Zona pellucida binding protein ZPBP Binding sperm to zona pellucida/acrosomal assembly, receptor of zona
pellucida complex/ acrosomal vesicle

FIMBO08 Alpha-enolase ENO1 Positive regulation of ATP biosynthetic process, GTPase binding,
plasma membrane/cell surface

P79343 Acrosin Bovine proacrosine Single fertilization/ acrosome reaction, copper-ion binding, acrosomal

matrix

2-year-old group

FIMN30 Sperm acrosome membrane-associated | SPACAL Acrosomal assembly, acrosomal membrane; spermatid development;
protein 1 acrosomal vesicle, plasma membrane
P11151 Lipoprotein lipase LPL Cholesterol metabolism, heparin-binding/calcium-binding, Plasma
membrane/extracellular space
Q58DP6 Ribonuclease A family member 4 RNASE4 Proteins involved in spermatogenesis and sperm capacitation; have
antioxidant function, which protect sperm against the immune system
in the female reproductive tract
FIN430 TIMP Metalloproteinase inhibitor 2 TIMP2 Controls the activity of ADAMs (a disintegrin and metalloproteinase),
proteins that function in cell adhesion, proteolysis of cell surface
components and ECM. ADAMs participate in sperm-egg interactions
P00669 Ribonuclease, RNAse A family, 1 RNASEL; SRN Sperm capacitation; antioxidant function; catalytic
(pancreatic); Seminal ribonuclease activity; immunosuppression
Q2KJD2 Vesicle-associated membrane protein3 | VAMP3 Vesicle-mediated transport/SNARE complex assembly/protein
transport, SNAP receptor activity/syntaxin binding/plasma
membrane/cytosol
P81019 Binder of sperm 5; Seminal plasma BSP5 Sperm capacitation/single fertilization/positive regulation of sperm
protein BSP-30 kDa capacitation/phospholipid efflux, binding heparin, extracellular
space/cell surface
Q3SZT9 Cytochrome c, testis; cytochrome ¢ 2 CYCT Positive regulation of intrinsic apoptotic signaling pathway, apoptotic
process, mitochondrial intermembrane space
QIBGI1 Peroxiredoxin-5, mitochondrial PRDX5 Cellular response to ROS or oxidative stress,
mithocondrion/nucleus/peroxisomal matrix
QUSDD1 Arylsulfatase A ARSA Binding sperm to zona pellucida. calcium ion binding, plasma
membrane
Q4ROH2 Spermadhesin 2 SPADH2 Single fertilization
P29392 Spermadhesin-1 SPADH1 Single fertilization, extracellular region
4-year-old group
Q3T010 Phosphatidylethanolamine-binding PEBP4 Protein phosphorylation signaling cascade; expressed in corpus
protein 4 epididymis
A6QQAS Quiescin sulfhydryl oxidase 15 QSOXI1 Catalyzes the oxidation of sulfhydryl groups in peptide and protein
Sulfhydryl oxidase thiols to disulfides with the reduction of oxygen to hydrogen peroxide
P13696 Phosphatidylethanolamine-binding PEBP1 Decapacitation factor (negative regulation of MAPK cascade, ATP
protein 1 binding, cytoplasm
FIN1I6 Gelsolin GSN Actin-binding molecule; maintains actin polymerization; regulated by
calcium; triggers acrosome reaction
ASD9D2 Complement component 4 binding C4BPA Binding sperm to zona pellucida
protein, alpha chain
FIN3Q7 Apolipoprotein Ad APOA4 Cholesterol efflux/phospholipid efflux/ /cholesterol transfer activity,
cell surface
>10-year-old group
Q2KJES Glyceraldehyde-3-phosphate GAPDHS Glycolytic enzyme; essential for generation of ATP; play roles in sperm
dehydrogenase, testis-specific motility and male fertility; binds to sperm fibrous sheath
A5D792 Deoxycytidine kinase; Histone H4 DCK Structural constituent of chromatin, DNA binding,
nucleus/nucleosome
E1BDAS Tzumo sperm-egg fusion 1 1ZUMO1 Sperm-egg recognition/fusion of sperm to egg plasma membrane
involved in single fertilization, signaling receptor binding, acrosomal
membrane/plasma membrane
Q3MHMS5 Tubulin beta-4B chain TUBB4B Microtubule-based process, structural constituent of cytoskeleton,
microtubule/intercellular bridge/cytoplasm; Major components of
sperm microtubules; binds to GTP; involved in the mechanism of
sperm motility
F274K0 Tubulin alpha chain TUBA3E Microtubule-based process, structural constituent of cytoskeleton,
microtubule /cytoplasm
2 and 4-year-old group
P00514 cAMP-dependent protein kinase type PRKARIA cAMP binding, sperm connecting piece/plasma membrane raft/
I-alpha regulatory subunit cytoplasm/axenome
QON212 Serpin family A member 5; Plasma SERPINAS Single fertilization, heparin binding, acrosomal membrane
serine protease inhibitor
A6QPE3 Testis expressed 101; TEX101 protein TEX101 Regulation of flagellated sperm motility/binding of sperm to zona
pellucida, plasma membrane raft/plasma membrane) fertilization
(single fertilization), sperm motility (flagellated sperm motility),
FIMZX2 Serpin family E member 2; Serine SERPINE2 Proteolysis/heparin binding, cytosol/extracellular space
protease inhibitor clade E member 2
Four and >10-year-old group
FIN206 Dihydrolipoyl dehydrogenase DLD Sperm capacitation/gastrulation, pyruvate dehydrogenase (NAD+)
activity/dihydrolipoyl dehydrogenase activity, nucleus/ motile cilium/
mitochondrion/acrosomal matrix
EIBSN5 ATPase Na+/K+ transporting subunit ATP1A4 Spermatogenesis/regulation of membrane potential/ flagellated sperm
alpha 4; motile/fertilization, ATP binding/ATP hydrolysis activity, sperm
Sodium/potassium-transporting ATPase midpiece/plasma membrane/membrane raft
subunit alpha
FIMY02 Disintegrin and metalloproteinase ADAMIB Binding sperm to zona pellucida/ male gonad development/proteolysis.
domain 1b; Disintegrin and metalloendopeptidase activity/metal ion binding, plasma membrane
metalloproteinase domain-containing
protein la-like
G5E622 ADAM metallopeptidase domain 20 ADAM20 Male gonad development, metalloendopeptidase activity/metal ion

binding, sperm head plasma membrane/plasma membrane/external
side of plasma membrane
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GO-term  Biological process False Protein interaction Type of protein

discovery in the string analysis
rate (the same color)

A. 2-year-old

GO:0022414 | Reproductive process 0.00010 [ J ARSA, ACRBP, SPACAL, ZPBP, SPADHI,
SPADH?2, BSP5, ANG, TEX101, SERPINE2,
SERPINAS, SPAM1

GO:0019953 Sexual reproduction 8.51e-05 [ J ARSA, ACRBP, SPACAL1, ZPBP, SPADH1,
SPADH2, BSP5, TEX101, SERPINAS, SPAM1

GO:0009566 | Fertilization 5.69-08 [ J ARSA, ACRBP, ZPBP, SPADH1, SPADH2,
BSP5, TEX101, SERPINAS, SPAM1

GO:0007338 | Single fertilization 2.10e-07 [ ] ARSA, ZPBP, SPADH 1, SPADH2, BSP5,
TEX101, SERPINAS, SPAM1

GO:0007339 | Binding sperm to zona pellucida 0.0151 [ ] TEX101, ZPBP, ARSA

GO:0001675 | Acrosome assembly 0.0031 [ ACRBP, SPACAL, ZPBP

G0:0010927 Cellular component assembly 0.0059 [ J ACRBP, SPACAL, ZPBP, PRKARIA

involved in morphogenesis

GO:0007286 | Spermatid development 0.0298 [ J ACRBP, SPACAL, ZPBP, BSP5

B. 4-year-old

GO:0022414 Reproductive process 0.0063 [ J ZPBP, ACRBP, SERPINE2, ADAMIA,
TEX101, DLD, ATP1A4, SERPINAS, SPAM1

GO:0019953 | Sexual reproduction 0.0060 [ ZPBP, ACRBP, ADAMIA, TEX101, DLD,
ATP1A4, SERPINAS, SPAM1

GO:0009566 Fertilization 1.89¢-05 & ACRBP, ZPBP, TEX101, ADAMIA, ATP1A4,
SERPINAS, SPAM1

GO:0007338 | Single fertilization 0.0022 [ ] ZPBP, ADAMIA, TEX101, SERPINAS,
SPAMI

GO:0007339 | Binding sperm to zona pellucida 0.0189 [ ] TEX101, ZPBP, ADAMIA

GO:0003006 | Developmental process involved in 0.0426 [ J ZPBP, ACRBP, SERPINE2, ADAM1A, DLD,

reproduction ATP1A4

C. >10-year-old

GO:0022414 Reproductive process 0.0421 [ ] ZPBP, ACRBP, ADAMIA, IZUMO1, DLD,
SPAMI, ATP1A4

GO:0019953 | Sexual reproduction 0.0119 [ ZPBP, ACRBP, ADAMIA, IZUMOI, DLD,
SPAMI, ATP1A4

GO:0009566 | Fertilization 0.00015 [ J ZPBP, ACRBP, ADAMIA, IZUMOI, SPAMI,
ATP1A4

G0:0007338 Single fertilization 0.0144 @ ZPBP, ADAMIA, IZUMOL, SPAM1

GO:0035036 | Sperm-egg recognition 0.0183 [ J 1ZUMO1, ZPBR, ADAMIA
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Tarits EH BC

Body weight (kg) 265+0.12% 173£0.14
Ovary weight (g) 49.62+475% 273£0.09
Ovary weight ratio 1.870.18% 0.16£0.02
Ovary volume (cm’) 48.3242.13% 458038
LYF (>10mm, count) 5255115 /

SYE (5-10mm, count) 11474062 /

WE (2-5mm, count) 18354497 18034275
Stroma weight (g) 692 1.15%% 268+0.07

EH, egg-laying hens; BC, broody chicken; W, white folicle; LY, large yellow follcle; SYF,
small yellow follicles; *p <005 and **p <0.01.
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Differentially Pathway Related differentially Related IncRNA Related circRNA

expressed genes expressed miRNA

CcomP PI3K-Akt signaling pathway miR-211-z ENSGALT00000102650

FN1 Pathways in cancer miR-9-x ENSGALTO00000069126, novel_circ_010071
ENSGALTO00000097813,
ENSGALT00000099218,

ENSGALT00000103601, MSTRG.10467.1

1TGAS PI3K-Akt signaling pathway miR-4324-2 ENSGALT00000103728 novel_circ_015884
SGALT00000105373, MSTRG.19817.1

THBS1

naling pathway  gga-miR-155, miR-155-x, miR- ENSGLT0000055899, novel_circ_013543,
211 ENSGALT00000093080, novel_cire_013544,
ENSGALT00000097500, novel_circ_013545,
ENSGALT00000098724, novel_circ_014674
ENSGALT00000100307, MSTRG.12108.4,
MSTRG.18017.1, MSTRG.2399.1,
MSTRG.2955.5, MSTRG.3306.4,
MSTRG8753.4

NG PI3K-Akt signaling pathway miR9-x ENSGALTO0000069126, novel_circ_010071
ENSGALTO0000086733,
ENSGALTO0000097813,
ENSGALT00000099218, MSTRG.10467.1
I8 Pathways in cancer miR-6573-y ENSGALT00000095578
CR1 Tuberculosis gga-miR-143-5p MSTRG.12254.4

PF4 Pathways in cancer novel-m0022-5p, novel-m0023- ENSGALT00000094510,
3p ENSGALT00000097728,
ENSGALT00000098801,
ENSGALT00000105534,
ENSGALT00000107766, MSTRG.16216.1,
MSTRG.2592.2, MSTRG.5783.5

MAPKIO Pathways in cancer gga-miR-1677-3p, gga-miR-489- ENSGALT00000092815,

3p, novel-m0012-3p, gga-
1332-5p, gga-miR-205, gga- MSTRG.4262.1
miR-365-3p, iR-205-7, novel-
mO082-3p, gga-miR-1625-5p,
novel-m0031-5p

ENSGALT00000097073, MSTRG.13979.1,

AGT Pathways in cancer gga-miR-1551-5p, gga-miR-365- ENSGALT00000091177,
3p ENSGALT00000102866, MSTRG.16427.1,
MSTRG.3924.2, MSTRG.5783.5

COL3AL Amoebiasis miR-9-x ENSGALT00000069126, novel_circ_010071
ENSGALT00000086733,
ENSGALT00000097813,
ENSGALT00000099218,
ENSGALT00000103601,
ENSGALT00000106808, MSTRG.10467.1

SMAD2Z Pathways in cancer gga-miR-155, miR-155-x ENSGALT00000092121, novel_circ_006786,
[ENSGALT00000097500, MSTRG.18017.1, novel_circ_014674
MSTRG.2399.1, MSTRG.6929.1
MYLK Calcium signaling pathway ‘gga-miR-1682, miR-1682-2 ENSGALTO0000034451, novel_circ_014674
ENSGALTO0000064614,
ENSGALTO0000098372,
ENSGALT00000108215, MSTRG.18028.1,
MSTRG.18747.5, MSTRG.19170.5,
MSTRG.3306.4

PDGED PI3K-Akt signaling pathway ggo- ENSGALT00000055899, novel_circ_009336,
‘gga-miR-155, miR-155-x, mik- ENSGALT00000095958, novel_circ_013543,
2222, miR-9-x ENSGALT00000097500, novel_circ_014674
ENSGALT00000100860, MSTRG.18017.1,
MSTRG.19170.5, MSTRG.3306.4

P2 Pathways in cancer novel-m0031-5p, novel-m0082- MSTRG.14124.1, MSTRG.15941.1, novel_circ_011083

3p MSTRG.4656.1
KCNMBI <GMP-PKG signaling pathway miR-21 ENSGALT00000029552, novel_circ_009336,
ENSGALT00000034451, novel_circ_014674,
155 ENSGALT00000095958, novel_circ_018442

ENSGALT00000100307,
ENSGALT00000108215, MSTRG.18028.1,
MSTRG.18747.5, MSTRG.19170.5,
MSTRG.3306.4 MSTRG.852.1
MSTRG.8753.4

KCNMAL <GMP-PKG signaling pathway gga-miR-3529 ENSGALT00000098838 novel_circ_009470
ACTA2 Apelin signaling pathway miR-9-x ENSGALT00000069126, novel_circ_010071
ENSGALT00000086733,
ENSGALT00000097813,
ENSGALT00000099218,
ENSGALT00000103601,
ENSGALT00000106808, MSTRG. 10467.1
GNAQ Pathways in cancer MiR-6552-x, MiR-9-x novel_circ_003034,
novel_circ_017896
CXCRs Cytokine-cytokine receptor  gga-miR-143-5p, gga-miR-7442- MSTRG4518.5

interaction 5p

CCR7 Cytokine-cytokine receptor ‘gga-miR-12258-5p, novel- MSTRG.5730.1, MSTRG.9716.2.
interaction mo012-3p

CAMK2A Pathways in cancer gga-miR-143-5p ENSGALTO0000095677, MSTRG12254.4

HTR2C Neuroactive ligand-receptor novel-m0031-5p ENSGALT00000092468

interaction

CYP2)2 Metabolic pathways novel-m0012-3p ENSGALT00000091079,
ENSGALT00000103356
MMPY Pathways in cancer ‘gga-miR-155, miR-155-x, miR- ENSGALTO0000055899, novel_cire_003034
6573y ENSGALTO0000097500,
ENSGALTO0000098724,
ENSGALT00000100307, MSTRG.12108.4,
MSTRG.18017.1, MSTRG.2399.1,
MSTRG.2955.5, MSTRG.3306.4,
MSTRG8753.4
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Blood trai Parity 1 Parity 2 Parity >3 alue
Energy profile

Glucose, mmol/L. 305'(0.10) 275" (0.10) 283 (0.10) 19.86 ++%
Cholesterol, mmol/L 280 (0.14) 281°(0.14) 256" (0.14) 627 %%
NEFA, mmol/L 033 (0.05) 034" (005) 042* (0.06) 7.56 %%
BHB, mmol/L 0.54°(0.02) 0.62*(0.03) 064 (0.02) 577%%
Urea, mmol/L 3,57 (030) 380(0.30) 351(0.29) 328
Mineral profile

Na, mmol/L. 139.16 (0.62) 13932 (0.62) 138.84 (0.61) s

K, mmol/L. 440 0.07) 443 (007) 433 (0.07) ns
L mmol/L. 9863 (0.61) 99.12(061) 98.49 (0.60) s
Ca, mmol/L 245" (0.02) 247°(0.02) 242" (0.02) 4.13%
P, mmol/L L71° (0.04) 159" (0.04) 148" (0.04) 18.69 %#*
Mg, mmol/L 0.99" (0.01) 097* (0.01) 0.94 (0.01) 7.29#%%
Protein profile

Total protein, g/L. 7284 (0.72) 7260° (0.72) 76.29" (0.67) 17.96 %%
Albumin, g/L. 3373 (0.57) 33.72(0.56) 3366 (0.53) s
Globulin, g/L 38.69" (0.84) 3879 (0.84) 4208 (0.79) 13.04 %%
Hepatic and muscular profile

AST, U/L 93.29 (3.73) 96.99 (3.71) 9612 (3.26) s
GGT.U/L 14.04° (0:50) 1591 (0.57) 16.89' (0.52) 787+
CK, UL 286.68' (27.03) 22068 (21.17) 177,55 (15.73) 16.00 ++

Stress profile
Cortisol, nmol/L. 1521 (187) 13.95 (1.69) 13.40(155) s

'NEFA, not esterified faty acids (mmol/L); BHB, p-hydroxybutyrate (mmol/L); AST, aspartate aminotransferase (U/L); GGT, gamma glutamy transferase (U/LY; CK, creatin kinase (U/L)
Estimates with different superscript lettes within row are statisticaly significantly different (p <0.05).





OPS/images/fvets-11-1437352/fvets-11-1437352-t006.jpg
Blood traif May—June July—Au September—Octobe! F-val
Energy profile

Glucose, mmol/L. 2.72°(0.11) 283" (0.11) 3.08' (0.11) 8024
Cholesterol, mmol/L 283 (0.16) 253 (0.15) 280" (0.15) 417*
NEFA, mmol/L 0.23(0.04) 047 (0.07) 0.4 (0.07) ns
BHB, mmol/L 0.67(0.03) 0.63(0.03) 0.51(0.02) ns
Urea, mmol/L 312 (032) 3.61°(0.30) 4.16° (0.31) 10.45 ++
Mineral profile

Na, mmol/L 140.02° (0.70) 137.62° (0.64) 139.68" (0.67) 14.06 ***
K, mmol/L 4.22°(0.08) 444 (007) 450° (0.07) 791 5%
L mmol/L. 98.93* (0.68) 97.43* (0.63) 99.88° (0.65) 12.83 %%
Ca, mmol/L 244(0.02) 247 (0.02) 242(0.02) ns
P.mmol/L, 1.63 (0.06) 1.60 (0.06) 1.56 (0.06) ns
Mg, mmol/L 0,95 (0.01) 0.98 0.01) 0.98 (0.02) ns
Protein profile

Total protein, g/L. 7438 (0.83) 7407 (0.74) 7329 (0.83) ns
Albumin, g/L 3147 (0.66) 3371°(059) 3593 (0.64) 1656 +++
Globulin, g/L. 42.58' (0.98) 39.78" (0.87) 37.20°(0.96) 10.18 #++
Hepatic and muscular profile

AST,U/L 9412 (3.90) 9335 (4.06) 98.97 (4.17) ns
GGT,U/L 16,86 (0.55) 15,81 (0.48) 14.15 (0.59) ns
CK, U/L 22914 (25.89) 186.38 (18.07) 263.00 (29.08) ns
Stress profile

Cortisol, nmol/L 9.81(1.38) 14.85 (1.88) 1951 (265) ns

'NEFA, not esterified fatty acids (mmol/L); BHB, p-hydroxybutyrate (mmol/L); AST, aspartate aminotransferase (U/L); GGT, gamma glutamyl transferase (U/L); CK, creatin kinase (U/L).
Estimates with different superscript leters within row are statistically significantly different (p<0.05).
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Milk trait? Mean (SD) Minimum Maximum N. missing values®

< Mean-3 SD < Mean-3 SD
Yield, kg/d 39.04 (10.47) 10.00 6280 0 1
Fat, % 439 (1.39) 0.67 13.08 0 2
Protein, % 3.34(0.49) 236 659 0 4
Casein, % 257(0.39) 172 522 0 4
Lactose, % 473(0.26) 358 528 0 6
scs 2.62(2.09) —164 9.38 0 0
Urea, mg/dL 27.39(7.85) 108 656 0 2
Log,, BHB —099 (0.24) -3.00 —0.24 0 5

‘Values of milk traits deviating more than 3 SD from the respective mean (f requested with logtransformed values) were treated as missing. *SCS, somatic cel score; calculated as SCS, 3 +
log2 (SCC/100,000), where SCC is somatic cell count (cells/mL); BHB, f-hydroxybutyrate (mmol/L).
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Blood trait? Mean (SD) Minimum Maximum N. missing values®

<Mean-3 SD >Mean +3 SD
Energy profile
Glucose, mmol/L. 280(053) 020 490 2 1
Cholesterol, mmol/L. 266(0.92) 0.60 600 0 2
NEFA, mmol/L, 0.52(0.34) 0.04 202 0 6
BHB, mmol/L 0.71(0.54) 015 496 0 10
Urea, mmol/L 419 (1.31) 130 930 0 2

Mineral profile

Na, mmol/L 138.88 (3.49) 129.00 150.00 0 1
K, mmol/L 439 (039) 261 5.94 1 3
€L, mmol/L. 98.54(3.77) 71.00 11100 1 2
Ca, mmol/L 2.45(0.15) 198 321 1 2
P, mmol/L 160 (0.34) 0.63 AN} 0 3
Mg, mmol/L 096 (0.13) 0.56 140 2 1

Protein profile

Total protein, g/L. 7437 (6.11) 59.00 98.00 0 1
Albumin, g/L. 3391 (434) 17.00 43.00 1 0
Globulin, g/L. 40.46 (7.05) 2600 66.00 0 6

Hepatic and muscular profile

AST, UL 98.14 (47.97) 53.00 629.00 0 3
GGT UL 1630 (9.74) 400 15200 0 2
CK, UL 340.34 (694.34) 79.00 6,515.00 0 7

Stress profile
Cortisol, nmol/L 17.05 (15.00) 1.94 107.00 0 4

‘Values of blood traits deviating more than 3 SID from the respective mean were treated as missing, "NEFA, not esterified faty acids (mmol/L); BHB, f-hydroxybutyrate (mmol/L); AST,
aspartate aminotransferase (U/L); GGT, gamma glutamyl transferase (U/L); CK, creatin kinase (U/L). *Excluded for the analysis of variance. I the case of non-normally distributed trais,the
ssing values were identified using the log-transformed form (BHB, NEFA, AST, GGT, CK and cortisol).
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Blood trait 3-8 DIM
Energy profile

Glucose, mmol/L. 291 (0.10)

Cholesterol, mmol/L. 205 (0.15)
NEFA, mmol/L 0.42' (0.06)
BHB, mmol/L 0.61(0.03)

Urea, mmol/L 3.60 (030)

Mineral profile

Na, mmol/L 140.23' (0.64)
K, mmol/L. 435 (0.07)
Cl, mmol/L 100.03* (0.63)
Ca, mmol/L 241°(0.02)
P, mmol/L 1.50° (0.06)
Mg, mmol/L 0.90° (0.01)

Protein profile

Total protein, g/L 7053 (0.77)
Albumin, g/L 3287 (0.60)
Globulin, g/L. 3731° (0.90)
Urea, mmol/L 3.60 (0.30)

Hepatic and muscular profile

AST,U/L 10282 (4.22)
GGT,U/L 13.67°(052)

CK, U/L 265.04 (26.28)
Stress profile

Cortisol, nmol/L 12.50 (1.60)

14 DIM

279 (0.10)
245°(0.15)
0.41°(0.06)
0.62(0.03)
3.62(030)

139.27" (0.63)
440 (0.07)
98.88" (0.62)
246 (0.02)
157 (0.06)
096" (0.01)

7270 (0.74)
3296 (0.58)
39.54* (0.86)

3.62(0.30)
100.05° (4.09)
1451° (0.53)

217.91 (22.23)

1341 (1.6)

15-20 DIM

2.88(0.10)
290" (0.15)
035 (0.05)
0.57(0.03)
3.52(030)

138.67° (0.63)
442(007)
98.37° (0.62)
243*(0.02)
1.63* (0.06)
0.99*(0.01)

75.58° (0.76)
3342 (0.59)
41.61° (0.88)

3.52(0.30)
92,34 (4.00)
17.31° (070)

22043 (22.08)

1651 (2.09)

1DIM

292(0.10)
349 (0.15)
029" (0.04)
0.59 (0.03)

377(0.30)

138.27° (0.64)
4.38 (0.07)
9772 (062)
248 (0.02)
1.67°(0.06)

1.02* (0.01)

76.82" (0.78)
35.58' (0.60)
4093' (0.90)

3.77(0.30)
87.39" (3.44)
17.11*(0.71)

197.60 (20.20)

14.56 (1.85)

F-value

ns

69.40 %%

7055
ns

ns

8.08 %%
ns
1182 %%
570 %%
512%%

JENERS

2179 %
8,66+
8,66+

ns

487%

875 %%

ns

ns

'NEFA, not esterified fatty acids (mmol/L); BHB, p-hydroxybutyrate (mmol/L); AST, aspartate aminotransferase (U/L); GGT, gamma glutamyl transferase (U/L); CK, creatin kinase (U/L).

Estimates with different superscript leters within row are statistically significantly different (p<0.05).
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Effect Level
Days in mill/after 3-8 DIM
calving 9-14 DIM
15-20 DIM
>21 DIM
Parity 1
2
23
Season May-June
July-August

September-October

Pr

i BILT was >4 pmol/L and “0 if <4 pmol/L. “of BILT class =1

valence ? %
4157
3762
2308
1923
2000
27.18
4361
3101
3116

3165

Odds ratio
Reference
052
037 %%
020 %%
Reference
157
385 %
Reference
288

268

0.43-1.54

017-0.77

0.08-0.48

079-3.11

200-737

0.98-8.50

0.80-9.01
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