Table S1 Definition and method of traits

Traits Definitions’ Unit Methods
Percentage of slow-twitch-oxidative fiber **The cryopreserved muscle samples were cutting into
STO (%) (STO) % slices of 12um thickness after equilibration to -20°C.
_ — NADH tetrazolium reductase and Myofibrillar ATPase
FTO (%) Percentage of fast-twitch-oxidative fiber % were stained to identify the muscle fiber types. 3 sections
(FTO) were used for calculating the percentage of STO, FTO
FTG (%) Percentage of fast-twitch-glycolytic fiber % and FTG by relating the number of counted fibers of each
(FTG) type to the total counted fiber number.
State 3 State 3 mitochondrial respiratory activity pmol
Pyruvate (MRA) analyzed with substrate combination O./sec*mg 2Samples were dissected and muscle fibers were
pyruvate/malate sample weight | o chanically permeabilized, dried on filter paper and
State 3 State 3 mitochondrial respiratory activity pmol weighted. The MRA was measured using Oxygraph
Succinate (MRA) analyzed with substrate combination O,/sec*mg equipped with a Clark-electrode. The weight-specific
succinate/rotenone sample weight | oyvqen consumption (pmol O, /sec*mg sample weight)
State 4 State 4 mitochondrial respiratory activity pmol was calculated as the time derivative of oxygen
CAT initiated with carboxy-atractyloside (CAT) Ozfsec’mg | concentration. State 3 respiration was initiated with 5mM
sample weight | ADP. State 4 respiration was initiated with 28 uM CAT.
RCI Respiratory control index (RCI) when RCI Pyruvate was calculated by dividing the state 3
Pyruvate considering substrates pyruvate/malate ne Pyruvate and state 4 respiration rate. Each experiment
RCI Respiratory control index (RCI) when was repeated three times.
Succinate | considering substrates succinate/rotenone e




Enzyme activity of glycogen phosphorylase

GP U/g Protein
(GP)
Enzyme activity of phosphofructokinase .
PFK U/g Protein
(PFK)
Enzyme activity of lactate dehydrogenase .
LDH U/g Protein
(LDH)
CS Enzyme activity of citrate synthase (CS) U/g Protein
Enzyme activity of NADH-ubiquinone .
Complex | U/g Protein

oxidoreductase (also called Complex I)

34Muscle samples were homogenized and all the
experiments were finished within 2h in duplicate.

GP catalyzed the degradation of glycogen to glucose-1-
phosphate followed by the isomerization to glucose-6-
phosphate (G-6-P). GP activity was determined
spectrophotometrically by the reduction of NADP" to
NADPH at 340nm and PH 6.8 when G-6-P
dehydrogenase catalyzed G-6-P to gluconate-6-
phosphate.

PFK catalyzes fructose-6-phosphate to fructose 1,6-bis-
phosphate, which is split to glyceraldehyde-3-phosphate
and dihydroxyacetonephosphate (DHAP). PFK activity
was determined by the oxidation of NADH to NAD" at
340nm and PH 8.0 when glycerol-3-phosphate
dehydrogenase/triosephosphate isomerase catalyzed
DHAP to glycerol-3-phosphate.

LDH activity was determined by the oxidation of NADH to
NAD" at 340nm when LDH catalyzed pyruvate to lactate.
CS catalyzes acetyl-CoA and oxaloacetate to citrate to
liberating CoA. CS activity was determined by the

irreversible reaction of CoA with 5,5’-Dithiobis-(2-




Enzyme activity of succinate

nitrobenzoic acid) to thionitrobenzoic acid at 412nm.
Complex | was spectrophotometrically determined by
following the oxidation of NADH to NAD" at 340nm.

Complex I U/g Protein | Complex Il was determined at 600nm following the
dehydrogenase (also called Complex II) ) ) _
reduction of 2, 6-dichlorophenolindophenol (DCPIP) by
ubiquinol resulting from this reaction.
COX was determined by following the oxidation of
Enzyme activity of Cytochrome c oxidase reduced cytochrome c to the oxidized form at 550nm and
COX U/g Protein
(COX) PH7.0.
Inosine 5'-monophosphate (IMP) “Each sample was homogenized with 5% ice-cold TCA in
IMP concentration umol/g muscle | ¢ ratio of 1:4 (wl/v) followed by centrifugation for Smin at
20,000g. The supernatant was neutralized with potassium
AMP Adenosine 5-monophosphate (AMP) umol/g muscle hydroxide and centrifugation again. The supernatant was
concentration stored at -80°C until further analysis. The concentration of
Adenosine diphosphate (ADP) ATP, ADP, AMP and IMP were measured by High-
ADP concentration umol/g muscle | herformance liquid chromatography (HPLC) system. The
degassed isocratic mobile phase consisted of 100mM
ATP Adenosine triphosphate (ATP) umollg muscle KH,PO,, 1.44mM retrabutylammonium hydrogen sulfate

concentration

and 0.5% methanol adjusted to PH7.0.

"longissimus muscle (LM) between the 13/14th thoracic vertebra (Th) 24h ante mortem
%(Werner et al. 2010a)
*(Werner et al. 2010b)
*(Krischek et al. 2011)
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Table S2 The primer sequences in gRT-PCR

Gene Symbol Gene description Primer Sequence 5°-3’
ATPase, H+ transporting, lysosomal Forward | TGTACGGTGGCTGAAAGTGA
ATP6V1C1 .
42kDa, V1 subunit C1 Reverse TTGGGTTGAAGGAGCATTGC
ATPase, H+ transporting, lysosomal Forward ATACCTTAGAGAGCCGGCTG
ATP6V1E1l .
31kDa, V1 subunit E1 Reverse GCGGGTGTCTTCAAATGTCA
COX10 homolog, cytochrome c oxidase | Forward TCTGGAAGGGTCTCTCTCGA
COX10 assembly protein, heme A:
Reverse CCTTCTCCTTTGGCCTCAGA
farnesyltransferase (yeast)
COXTA2 cytochrome c oxidase subunit Vlla Forward | TGCATCTGAAGGGAGGGATC
polypeptide 2 (liver) Reverse CTAACTGAGTGCTGGGAGGA
. Forward TTAGCTTCTGGTGATGGGCC
CYB5A cytochrome b5 type A (microsomal)
Reverse CATCTAGCACGCCAATGGAC
NADH dehydrogenase (ubiquinone) Fe- | Forward GCTGATCCACTTGTTCCACC
NDUFS1 S protein 1, 75kDa (NADH-coenzyme Q
Reverse AGCAAAACTGGGTCCTGGTA
reductase)
NADH dehydrogenase (ubiquinone) Fe- | Forward | CGTCAGAAGGAGGTGAATGAG
NDUFS6 S protein 6, 13kDa (NADH-coenzyme Q
Reverse CGTCTTCGTTTCCTTGTCCA
reductase)
. . Forward | AGGGTGAAAGTTCTGGGCAT
PPA1 pyrophosphatase (inorganic) 1
Reverse GTCCACAGTAGCTTCCAGGT
1 . Forward GAGAAGCTCTGCTACGTCGC
ACTB actin, beta
Reverse CCTGATGTCCACGTCGCACT
1 . . Forward AGCCCAAGATCGTCAAAAAG
RPL32 Ribosomal protein L32
Reverse TGTTGCTCCCATAACCAATG
1 . . Forward GAAACTGGCAAGGAGAAG
RPS11 Ribosomal protein S11
Reverse TTCGGATGTAGTGGAGGTAG

! Reference genes




Table S3 Differentially expressed probes identified in porcine LD muscle between Duroc and PiNN breed types at adult stage

P-Value | FDR for
Gene symbol Probeset Description Lsmean Lsmean for Duroc-| Duroc- Fold Regulation
Duroc PiNN . ) change
PiNN PiNN
Cl160rf65 SNOWBALL_004478 st PDZ domain containing 9 10.231 7.199| 4.228E-15(7.53E-11] 8.18 Duroc-up
PREDICTED: Sus scrofa similar to pancreas-enriched
PLCEl SNOWBALL_024947 st phospholipase C (LOC100155331), mRNA 6.399 5.382| 4.644E-10(4.14E-06] 2.02 Duroc-up
TIP2 SNOWBALL_003043_st tight junction protein 2 (zona occludens 2) 6.119 5.521| 3.070E-08( 1.82E-04| 1.51 Duroc-up
BCL7B SNOWBALL_004398 st B-cell CLL/lymphoma 7B 6.863 7.410| 5.893E-08(2.63E-04| -1.46 PiNN-up
SLC35B2 SNOWBALL_010049_st solute carrier family 35, member B2 5.700 6.111| 1.178E-07(3.37E-04| -1.33 PiNN-up
VGLL3 SNOWBALL _023047_s_st |vestigial like 3 (Drosophila) 7.230 6.469| 1.324E-07|3.37E-04| 1.69 Duroc-up
PLCE1 SNOWBALL_017086_s_st |phospholipase C, epsilon 1 7.316 6.274| 1.259E-07|3.37E-04| 2.06 Duroc-up
MAPKAPK3  |SNOWBALL 015399 s_st E:;Sgeeg‘awvated protein kinase-activated protein 6.693| 7.482| 2.872E-07|6.40E-04| -1.73 | PiNN-up
FZD7 SNOWBALL_044919_st frizzled homolog 7 (Drosophila) 5.209 6.421| 3.552E-07|6.74E-04| -2.32 PiNN-up
TTC3 SNOWBALL_016228 st tetratricopeptide repeat domain 3 8.064 7.252( 3.784E-07(6.74E-04| 1.76 Duroc-up
NT5DC1 SNOWBALL_047365_st 5'-nucleotidase domain-containing protein 1-like 5.912 4.927| 4.695E-07|7.61E-04| 1.98 Duroc-up
MAPKAPK3  |SNOWBALL_023101_st E:;Sgee;_a‘:t'vated protein kinase-activated protein 6.441| 7.021| 5.746E-07|8.536-04| -1.49 | PiNN-up
KRTCAP2 SNOWBALL_005809_st keratinocyte associated protein 2 7.601 7.976( 6.451E-07(8.84E-04| -1.30 PiNN-up
MRPL2 SNOWBALL_009857_st mitochondrial ribosomal protein L2 6.701 7.364| 9.069E-07| 1.14E-03| -1.58 PiNN-up
cbc27 SNOWBALL 014383 st cell division cycle 27 homolog (S. cerevisiae) 8.085 7.405| 9.616E-07|1.14E-03| 1.60 Duroc-up
PEX19 SNOWBALL_000847_st peroxisomal biogenesis factor 19 6.069 6.723( 1.110E-06( 1.16E-03| -1.57 PiNN-up
Cl6o0rf5 SNOWBALL_004928 st chromosome 16 open reading frame 5 7.204 7.533| 1.062E-06]|1.16E-03| -1.26 PiNN-up
TEX264 SNOWBALL_037264_st testis expressed 264 5.993 6.555| 1.365E-06| 1.28E-03( -1.48 PiNN-up
Ssc_hash_S18270885 BP167376 full-length enriched
LOC100508851 |SNOWBALL 032753 st swine cDNA library, adult thymus Sus scrofa cDNA 5.777 4.888( 1.358E-06|1.28E-03( 1.85 Duroc-up
clone THY010029G06 5prime, mRNA
PCM1 SNOWBALL_018996_st pericentriolar material 1 8.668 7.715] 1.564E-06(1.39E-03| 1.94 Duroc-up
Ssc_hash_S$29969254 PDUts1023H02 Porcine testis
LOC100517759 |SNOWBALL_033588_st cDNA library | Sus scrofa cDNA clone PDUts1023H02 4,162 4.833( 1.662E-06|1.41E-03| -1.59 PiNN-up
5prime, mRNA
MTMR3 SNOWBALL_024268 s_st |myotubularin related protein 3 7.934 8.307| 2.037E-06|1.65E-03| -1.30 PiNN-up
UBE3A SNOWBALL 003291 s_st [ubiquitin-protein ligase E3A-like 9.341 8.563( 2.159E-06|1.67E-03| 1.71 Duroc-up
PAK2 SNOWBALL 015816_st p21 protein (Cdc42/Rac)-activated kinase 2 8.549 8.049| 2.425E-06|1.80E-03| 1.41 Duroc-up




BAT3 SNOWBALL 001236 _s_st [OTTSUSGO0000001329 HLA-B associated transcript 3 7.170 7.616| 2.540E-06| 1.81E-03| -1.36 PiNN-up
DUSP12 SNOWBALL_006005_st dual specificity phosphatase 12 6.418 7.404| 3.744E-06| 1.86E-03| -1.98 PiNN-up
SNOWBALL_041873_st 4.399| 4.827| 3.590E-06|1.86E-03| -1.35 PiNN-up
CSNK1E SNOWBALL_006793_st casein kinase 1, epsilon 7.269 7.695| 3.502E-06| 1.86E-03| -1.34 PiNN-up
MTHFR SNOWBALL _009016_st methylenetetrahydrofolate reductase (NAD(P)H) 5.934 6.187| 3.262E-06| 1.86E-03| -1.19 PiNN-up
PREDICTED: Sus scrofa similar to nebulin
NEB SNOWBALL_024019_st 11.978| 11.626| 2.750E-06(1.86E-03| 1.28 D -
- —** |(L0C100154210), MRNA uroc-tp
NT5DC1 SNOWBALL_000037_st 5'-nucleotidase domain containing 1 7.129 6.519| 3.210E-06| 1.86E-03| 1.53 Duroc-up
PCM1 SNOWBALL_019000_st pericentriolar material 1 protein-like 9.320 8.673| 3.148E-06| 1.86E-03| 1.57 Duroc-up
APLF SNOWBALL_005427_st aprataxin and PNKP like factor 6.572 5.839| 3.144E-06| 1.86E-03| 1.66 Duroc-up
DMD SNOWBALL_020157_s_st |dystrophin 10.466| 9.647| 3.176E-06|1.86E-03| 1.76 | Duroc-up
PCM1 SNOWBALL_031582_st pericentriolar material 1 9.571 8.686( 3.758E-06|1.86E-03| 1.85 Duroc-up
ZCCHC11 SNOWBALL_009000_st zinc finger, CCHC domain containing 11 9.182 8.290| 3.692E-06| 1.86E-03| 1.86 Duroc-up
PEX19 SNOWBALL_000849_st peroxisomal biogenesis factor 19 8.176 8.921| 4.476E-06|1.87E-03| -1.68 PiNN-up
tei iated with topoi Ilh log 1
PATL1 SNOWBALL 034902_st E’;:a:t')” assoclated with topolsomerase 1 homolog 3.826| 4.472| 4.490E-06|1.87E-03| -1.56 | PiNN-up
DCTN4 SNOWBALL_025366_st dynactin 4 (p62) 8.305 8.615| 4.512E-06(1.87E-03| -1.24 PiNN-up
ZNF829 SNOWBALL_024496_x_st | REDICTED: Sus scrofa hypothetical protein 11.943| 11.723| 4.498E-06|1.876-03| 1.17 | Duroc-up
- - LOC100151774 (LOC100151774), mRNA
SCAPER SNOWBALL_010485_st S-phase cyclin A-associated protein in the ER 7.026 6.291( 4.042E-06( 1.87E-03| 1.66 Duroc-up
SNOWBALL 035867 st | oC-asn-540238181rpliv0133 jI9yllivSusscrofa | g ) o)l 5 607| 4.5236-06|1.876-03| 1.81 | Duroc-up
- - cDNA 5prime, mRNA
LARP1B SNOWBALL_011715_st La ribonucleoprotein domain family, member 1B 6.511 5.509| 4.447E-06|1.87E-03| 2.00 Duroc-up
LOC100511711 [SNOWBALL_012742_s_st |islet cell autoantigen 1-like 6.875 5.804| 4.755E-06| 1.93E-03| 2.10 Duroc-up
N-acetyllactosaminide alpha-1,3-galactosyltransferase
EC2.4.1. DP- : -D- I-1,4-N-
GGTAL SNOWBALL 003366 st | - 241-87)(UDP-galactose:beta-D-galactosyl-1,4-N- | - oel ¢ 5071 4 951¢.06|1.956-03| 1.62 | Duroc-up
- - acetyl-D-glucosaminide alpha-1,3-
galactosyltransferase)(Galactosyltransferase)
ZHX1 SNOWBALL_045012_st zinc fingers and homeoboxes protein 1-like 5.707 4.875| 5.076E-06| 1.97E-03| 1.78 Duroc-up
SNOWBALL 035396 st | >C-"ash-S40179924jcalOc_a7.yljca Sus scrofa 6.504| 7.262| 5.3236-06|2.02E-03| -1.69 | PiNN-up
- - cDNA 5prime, mRNA
ATGYA SNOWBALL_017966_st ATG9 autophagy related 9 homolog A (S. cerevisiae) 8.234 8.642| 5.882E-06| 2.06E-03| -1.33 PiNN-up
hsa-mir-544b |bta-mir-544b-2_st MI0009861 7.316 6.678| 5.760E-06(2.06E-03| 1.56 Duroc-up
PNRC2 SNOWBALL_025636_s_st [proline-rich nuclear receptor coactivator 2 8.436 7.533| 5.903E-06(2.06E-03] 1.87 Duroc-up
ARHGAP5 SNOWBALL_010866_st Rho GTPase activating protein 5 8.680 7.722( 5.621E-06(2.06E-03| 1.94 Duroc-up




EIF3F SNOWBALL_047508_st eukaryotic translation initiation factor 3, subunit F 8.716 9.112| 6.294E-06] 2.06E-03| -1.32 PiNN-up
Clz1 SNOWBALL_003756_st CDKN1A interacting zinc finger protein 1 7.178| 7.422| 6.385E-06|2.06E-03| -1.18 PiNN-up
ZNF292 SNOWBALL_002285_st zinc finger protein 292 7.498 6.712| 6.487E-06(2.06E-03] 1.72 Duroc-up
ARHGAP5 SNOWBALL_010167_st Rho GTPase activating protein 5 6.474 5.665( 6.120E-06| 2.06E-03| 1.75 Duroc-up
VGLL3 SNOWBALL_037138_st  |vestigial like 3 (Drosophila) 6.228| 5.258| 6.469E-06|2.06E-03| 1.96 Duroc-up
DGCR2 SNOWBALL_016830_st DiGeorge syndrome critical region gene 2 7.605 7.888| 6.781E-06(2.12E-03| -1.22 PiNN-up
CD164 SNOWBALL 002669 _st CD164 molecule, sialomucin 10.017 9.669| 7.190E-06|2.15E-03| 1.27 Duroc-up
FAM120A SNOWBALL_004907_st family with sequence similarity 120A 8.282 7.858| 7.289E-06|2.15E-03| 1.34 Duroc-up
SCYL2 SNOWBALL_007695_st SCY1-like 2 (S. cerevisiae) 7.429 6.873| 7.351E-06(2.15E-03] 1.47 Duroc-up
AGTPBP1 SNOWBALL_ 013414 st ATP/GTP binding protein 1 6.402 5.591( 6.991E-06|2.15E-03| 1.75 Duroc-up
TWISTNB SNOWBALL_012814_st  |TWIST neighbor 6.931| 6.354| 7.577E-06| 2.18E-03| 1.49 Duroc-up
NMNAT1 SNOWBALL_009111_st nicotinamide nucleotide adenylyltransferase 1 6.781 7.693| 8.292E-06|2.18E-03| -1.88 PiNN-up
hosphatidic acid phosphatase type 2 d i
PPAPDC3 SNOWBALL 031389 st |P OcPhatdicacidpnosphatase type 2 domain 7.851| 8.353| 8.120E-06|2.186-03| -1.42 | PiNN-up
- - containing 3
KIAA2013 SNOWBALL_009354 st KIAA2013 7.537 7.940| 8.097E-06(2.18E-03| -1.32 PiNN-up
LOC100511498 |SNOWBALL_004308_s_st |7SK snRNA methylphosphate capping enzyme-like 6.544 6.865| 8.456E-06]2.18E-03| -1.25 PiNN-up
TTLL7 SNOWBALL_009297_st tubulin tyrosine ligase-like family, member 7 8.213 7.601| 7.847E-06|2.18E-03] 1.53 Duroc-up
DMD SNOWBALL 020132 _s_st [dystrophin 11.033] 10.395( 7.797E-06]2.18E-03| 1.56 Duroc-up
NIPBL SNOWBALL_018593_st Nipped-B homolog (Drosophila) 7.589 6.867| 8.384E-06|2.18E-03| 1.65 Duroc-up
- 1 — -
PPPIR12A  |SNOWBALL_037422_st ;’;‘Z\tem phosphatase 1, regulatory (inhibitor) subunit | g 1, | ¢ 30¢l 0 571 06|2.186:03| 1.67 | Duroc-up
S fa mRNA, cl :OVRM10083F10 d
LOC100525009 |SNOWBALL_026081_st inusvsacrr; a MATA, clone  eXpresse 5.542| 5.961| 8.697E-06|2.186-03| -1.34 | PiNN-up
HECTD3 SNOWBALL_009324 st HECT domain containing 3 6.495 6.865| 9.048E-06(2.19E-03| -1.29 PiNN-up
USP15 SNOWBALL 000925 _st ubiquitin specific peptidase 15 6.701 6.146| 8.923E-06|2.19E-03| 1.47 Duroc-up
ABCE1 SNOWBALL_011653_st ATP-binding cassette, sub-family E (OABP), member 1 7.917 7.080| 9.086E-06|2.19E-03] 1.79 Duroc-up
FAM171A1 SNOWBALL 028073 _st family with sequence similarity 171, member Al 5.496 6.056| 9.549E-06|2.21E-03| -1.48 PiNN-up
CACNA2D1  |SNOWBALL 012512_st zzt::: ;ha””e" voltage-dependent, alpha 2/delta 11.093| 10.373| 9.5286-06|2.21E-03| 1.65 | Duroc-up
HLTF SNOWBALL 015548 st helicase-like transcription factor 5.966 5.165| 9.514E-06(2.21E-03| 1.74 Duroc-up
MGC155219 |SNOWBALL_047523_st hypothetical LOC531855 7.976] 8.352| 9.741E-06(2.23E-03| -1.30 PiNN-up
PLCE1 SNOWBALL 024946 st | | REDICTED: Sus scrofa similar to Phospholipase C, 6.417| 5.578| 9.940E-06|2.24E-03| 1.79 | Duroc-up
- - epsilon 1 (LOC100157745), mRNA
SPRY2 SNOWBALL_014044_st sprouty homolog 2 (Drosophila) 6.593 6.942| 1.065E-05|2.35E-03| -1.27 PiNN-up




PREDICTED: Sus scrofa similar to polycomb group ring

PCGF5 SNOWBALL_024603_st 6.493 5.932( 1.070E-05(2.35E-03| 1.48 D -
- =Y |finger 5 (LOC100154083), MRNA uroc-up
FAM169A SNOWBALL 020612 _x_st U6 spliceosomal RNA [Source: RFAM;Acc:RF00026] 7.625 8.630( 1.127E-05{2.42E-03] -2.01 PiNN-up
BSCL2 SNOWBALL 023008 s_st |Berardinelli-Seip congenital lipodystrophy 2 (seipin) 6.351 6.870| 1.166E-05(2.42E-03]| -1.43 PiNN-up
NFIA SNOWBALL_047369_st nuclear factor I/A 9.778 9.349| 1.125E-05{2.42E-03] 1.35 Duroc-up
NFIA SNOWBALL_047373_s_st |nuclear factor I/A 7.375 6.931| 1.161E-05(2.42E-03] 1.36 Duroc-up
SNOWBALL_040488 st 4,428 3.797| 1.152E-05(2.42E-03] 1.55 Duroc-up
ANKRD34A SNOWBALL_039269_st ankyrin repeat domain 34A 6.087 6.738( 1.314E-05(2.45E-03| -1.57 PiNN-up
COL6A3 SNOWBALL_018429_s_st |collagen, type VI, alpha 3 6.938 7.360( 1.375E-05(2.45E-03] -1.34 PiNN-up
FAM107A SNOWBALL_015494 st family with sequence similarity 107, member A 6.663 6.957| 1.367E-05|2.45E-03| -1.23 PiNN-up
leen f forming vi SFFV iral integrati
SPI1 SNOWBALL_000614_s_st |°P'6n focus forming virus (SFFV) proviralintegration | ¢ \o5l ¢ 245| 1 545E 05| 2.456:03| -1.20 | PiNN-up
oncogene spil
PDS5B SNOWBALL 013777 st | Do regulator of cohesion maintenance, homolog B | ,q) ¢ 74| 1 3606.05(2.456-03| 1.38 | Duroc-up
- - (S. cerevisiae)
putative vascular inducible G protein-coupled
PRRC2C SNOWBALL_013016_st receptor 9.013 8.482( 1.281E-05|2.45E-03| 1.45 Duroc-up
ACSL3 SNOWBALL 023103 _st acyl-CoA synthetase long-chain family member 3 7.683 7.094| 1.255E-05(2.45E-03] 1.50 Duroc-up
PRPF40A SNOWBALL_017938_st E:;t?sg:)'mRNA processing factor 40 homolog A(S. | 5 1ol 5 505| 1.2256-05(2.456-03| 1.56 | Duroc-up
EHBP1 SNOWBALL_005311_st EH domain binding protein 1 6.848 6.201| 1.213E-05(2.45E-03] 1.57 Duroc-up
SSFA2 SNOWBALL 018143 s st [sperm specific antigen 2 6.775 6.092( 1.233E-05|2.45E-03| 1.61 Duroc-up
ACSL3 SNOWBALL_017987_s_st |acyl-CoA synthetase long-chain family member 3 7.924 7.170| 1.318E-05|2.45E-03| 1.69 Duroc-up
PRPF40A SNOWBALL_023851_st z:rz?sf’ar:)'mRNA processing factor 40 homolog A(S. | c/ol ¢ 994 1.278F-05|2.456:03| 1.69 | Duroc-up
RSF1 SNOWBALL 012291 s st [remodeling and spacing factor 1 7.021 6.219| 1.342E-05(2.45E-03| 1.74 Duroc-up
PREDICTED: Sus scrofa similar to NHL repeat
Nhlrc2 SNOWBALL_024798 s_st 5.865 5.039( 1.330E-05|2.45E-03| 1.77 Duroc-
- ——>" | containing 2 (LOC100155569), mRNA uroc-up
tassium i dly-rectifying ch I, subfamily J
KCNJ11 SNOWBALL 032203 st |POraesium Inwardly-rectilying channel, subtamily % 6.591| 6.894| 1.416E-05|2.46E-03| -1.23 | PiNN-up
member 11
KCTD9 SNOWBALL_016278_st SOtass'um channel tetramerisation domain containing | ool 5 60sl 1 4076-05|2.466-03| 141 | Durocup
structural maintenance of chromosomes flexible hinge
SMCHD1 SNOWBALL_033045_st . . 7.275 6.317| 1.424E-05(2.46E-03] 1.94 Duroc-up
domain containing 1
RNASEK SNOWBALL_015124 st ribonuclease, RNase K 6.076 6.562| 1.447E-05|2.48E-03| -1.40 PiNN-up
PFN1 SNOWBALL_014985_st profilin 1 7.236 7.687( 1.460E-05(2.48E-03| -1.37 PiNN-up
PNRC2 SNOWBALL_022340_s_st |proline-rich nuclear receptor coactivator 2 9.126 8.575| 1.483E-05(2.49E-03| 1.47 Duroc-up
MLSTD2 SNOWBALL_033073_st fatty acyl CoA reductase 1 7.240 6.679( 1.543E-05(2.57E-03| 1.48 Duroc-up




PITPNB SNOWBALL 016550 _s_st [phosphatidylinositol transfer protein, beta 7.476 6.969| 1.566E-05|2.58E-03| 1.42 Duroc-up
ATP6VOC SNOWBALL_004906_st |17 25¢ H¥ transporting, lysosomal 16kDa, VO subunit | - o, 1 ¢ 295l 1 6esr 05[2.726:03| -1.27 | PiNN-up
APPL1 SNOWBALL 023364 _st | 02Ptor protein, phosphotyrosine interaction, PH 8.573| 7.974| 1.691E-05|2.74E-03| 1.51 | Duroc-up
- - domain and leucine zipper containing 1
RAB19 SNOWBALL_019696_st RAB19, member RAS oncogene family 4,983 5.448| 1.737E-05(2.75E-03| -1.38 PiNN-up
PAK2 SNOWBALL_015861_st p21 protein (Cdc42/Rac)-activated kinase 2 8.889 8.529( 1.759E-05(2.75E-03] 1.28 Duroc-up
KIAA1715 SNOWBALL_ 018183 s_st [protein lunapark-like 8.599 7.958| 1.732E-05(2.75E-03| 1.56 Duroc-up
LRRC40 SNOWBALL_009329_st leucine rich repeat containing 40 6.170 5.429( 1.749E-05(2.75E-03| 1.67 Duroc-up
UPF2 SNOWBALL_013690_st K/Z'Zt;eg”'ator of nonsense transcripts homolog 7.345| 6.641| 1.821E-05(2.826-03| 1.63 | Duroc-up
TRIM8 SNOWBALL_024853_st |[tripartite motif containing 8 6.830| 7.164| 1.842E-05|2.83E-03| -1.26 PiNN-up
DVIr\G/14580 |SNOWBALL 035784 st | °C—N3sn_540268747rmas940b_b7.ylmasSusscrofa | - ¢ o0l ¢ o9l 1 897F 05| 2.84-03| -2.08 | PiNN-up
cDNA 5prime, mRNA
ZER1 SNOWBALL_003667_st zer-1 homolog (C. elegans) 7.967 8.439( 1.881E-05|2.84E-03| -1.39 PiNN-up
PARD3B SNOWBALL 021828 s st |par-3 partitioning defective 3 homolog B (C. elegans) 5.148 4.412( 1.882E-05|2.84E-03| 1.67 Duroc-up
SMARCAS SNOWBALL 011803 st | °'///SNF related, matrix associated, actin dependent | oo\ ¢ o)l 1 954 05|2.866-03| 138 | Duroc-up
- - regulator of chromatin, subfamily a, member 5
ALG3 SNOWBALL 047238 st | ooParagine-linked glycosylation 3, alpha-1,3- 6.768|  7.166| 1.948E-052.87€-03| -1.32 | PiNN-up
- - mannosyltransferase homolog (S. cerevisiae)
75K SNOWBALL_006358_st 7SK RNA 5.559 6.066| 1.967E-05|2.87E-03| -1.42 PiNN-up
UBAP2 SNOWBALL_013511_s_st [ubiquitin associated protein 2 9.347| 9.763| 1.985E-05|2.88E-03| -1.33 PiNN-up
KIAA0427 SNOWBALL_002491_st KIAA0427 7.444 7.801| 2.068E-05(2.88E-03| -1.28 PiNN-up
ZFP161 SNOWBALL_038506_st zinc finger protein 161 homolog (mouse) 5.153 5.329( 2.076E-05|2.88E-03| -1.13 PiNN-up
DCAF10 SNOWBALL_003876_st DDB1 and CUL4 associated factor 10 7.463 7.088| 2.015E-05|2.88E-03| 1.30 Duroc-up
MYSM1 SNOWBALL_009226_st Myb-like, SWIRM and MPN domains 1 7.044 6.480| 2.051E-05(2.88E-03] 1.48 Duroc-up
NCOA7 SNOWBALL_002213_st nuclear receptor coactivator 7 5.686 5.058( 2.050E-05(2.88E-03| 1.55 Duroc-up
DMD SNOWBALL_023267_st dystrophin 10.635 9.988| 2.086E-05|2.88E-03| 1.57 Duroc-up
HOOK3 SNOWBALL_026216_st hook homolog 3 (Drosophila) 8.401 7.569( 2.108E-05(2.89E-03| 1.78 Duroc-up
PPP4AC SNOWBALL 047775 _st protein phosphatase 4, catalytic subunit 5.798 6.119]| 2.157E-05|2.91E-03| -1.25 PiNN-up
PAK2 SNOWBALL_032940_st p21 protein (Cdc42/Rac)-activated kinase 2 7.809 7.214| 2.146E-05|2.91E-03| 1.51 Duroc-up
ZFP36 SNOWBALL_017388_st zinc finger protein 36, C3H type, homolog (mouse) 6.370 6.853| 2.245E-05(2.95E-03| -1.40 PiNN-up
DISP1 SNOWBALL 021756_st dispatched homolog 1 (Drosophila) 7.250 7.715| 2.256E-05|2.95E-03| -1.38 PiNN-up
SURF4 SNOWBALL_025905_s_st |surfeit 4 7.449|  7.869| 2.232E-05(2.95E-03| -1.34 | PiNN-up
C120rf29 SNOWBALL_007722_st chromosome 12 open reading frame 29 6.900 6.320( 2.266E-05|2.95E-03| 1.49 Duroc-up
JMID1C SNOWBALL_024490_st jumonji domain containing 1C 7.759 7.013( 2.245E-05(2.95E-03| 1.68 Duroc-up
DIS3L2 SNOWBALL 000918 st DIS3 mitotic control homolog (S. cerevisiae)-like 2 7.593 8.145| 2.348E-05|3.00E-03| -1.47 PiNN-up




NFE2L1 SNOWBALL 022120 st nuclear factor (erythroid-derived 2)-like 1 8.434 8.893( 2.372E-05|3.00E-03| -1.37 PiNN-up
DMD SNOWBALL_001674_s_st |dystrophin 10.035 9.305| 2.363E-05|3.00E-03] 1.66 Duroc-up
MANEA SNOWBALL_002272_st mannosidase, endo-alpha 7.235 6.349| 2.348E-05|3.00E-03] 1.85 Duroc-up
MFSD11 SNOWBALL 041734 st major facilitator superfamily domain containing 11 5.301 5.694| 2.430E-05(3.03E-03] -1.31 PiNN-up
COX10 SNOWBALL_014724 st protoheme IX farnesyltransferase, mitochondrial-like 6.245 6.632| 2.474E-05(3.03E-03] -1.31 PiNN-up
RSRC1 SNOWBALL 021797 _st arginine/serine-rich coiled-coil 1 5.663 5.288| 2.435E-05(3.03E-03| 1.30 Duroc-up
GRSF1 SNOWBALL_011500_st G-rich RNA sequence binding factor 1 8.794 8.335( 2.483E-05|3.03E-03| 1.37 Duroc-up
Ssc_hash_S17526441 BX676641 Sus Scrofa library
LOC100518209 |SNOWBALL_028054_st (scac) Sus scrofa cDNA clone scac0028.0.07 3prim, 5.931 5.204| 2.474E-05(3.03E-03] 1.66 Duroc-up
MRNA
TUBAS8 SNOWBALL_007682_st tubulin, alpha 8 10.362| 10.788| 2.624E-05|3.10E-03| -1.34 PiNN-up
MTMR3 SNOWBALL_016629_st myotubularin related protein 3 8.042 8.373| 2.608E-05(3.10E-03| -1.26 PiNN-up
PTEN SNOWBALL_ 017268 s_st [phosphatase and tensin homolog 8.213 7.660| 2.583E-05|3.10E-03| 1.47 Duroc-up
RIF1 SNOWBALL_018395_s_st |RAP1 interacting factor homolog (yeast) 6.796 6.187| 2.590E-05|3.10E-03| 1.53 Duroc-up
KIAA1033 SNOWBALL_007539_st KIAA1033 7.808 7.178| 2.606E-05|3.10E-03| 1.55 Duroc-up
PEX19 SNOWBALL_000848_s_st |peroxisomal biogenesis factor 19 7.270 7.787| 2.689E-05(3.10E-03| -1.43 PiNN-up
DHRS7B SNOWBALL 030473 _st dehydrogenase/reductase (SDR family) member 7B 6.797 7.113] 2.724E-05(3.10E-03]| -1.24 PiNN-up
MRPS35 SNOWBALL_007347_st mitochondrial ribosomal protein S35 7.466 6.935| 2.692E-05|3.10E-03| 1.45 Duroc-up
LOC100426506 [SNOWBALL_017201_st hypothetical LOC100426506 7.525 6.979| 2.680E-05|3.10E-03| 1.46 Duroc-up
LOC100520104 |SNOWBALL_037541_st hypothetical LOC100520104 5.954 5.221| 2.708E-05|3.10E-03| 1.66 Duroc-up
BIRC2 SNOWBALL_021970_st baculoviral IAP repeat containing 2 7.458 6.676( 2.733E-05|3.10E-03| 1.72 Duroc-up
NCKAP1 SNOWBALL_018039_s_st [NCK-associated protein 1 9.135 8.688| 2.774E-05|3.12E-03] 1.36 Duroc-up
KIAA0528 SNOWBALL_034188_st KIAA0528 6.321 5.809| 2.781E-05|3.12E-03| 1.43 Duroc-up
SCARB2 SNOWBALL_011528 st scavenger receptor class B, member 2 8.369 8.937| 2.843E-05(3.15E-03] -1.48 PiNN-up
RGS5 SNOWBALL_038043_st regulator of G-protein signaling 5 8.828 8.044| 2.827E-05|3.15E-03] 1.72 Duroc-up
SRPK2 SNOWBALL 038054 st | mYe'oid/lymphoid or mixed-lineage leukemia 5 4.409| 3.506| 2.885E-05|3.17E-03| 1.87 | Duroc-up
- - (trithorax homolog, Drosophila)
CAND1 SNOWBALL_007469_st cullin-associated NEDD8-dissociated protein 1-like 6.686 6.150] 2.907E-05|3.18E-03] 1.45 Duroc-up
C70rf26 SNOWBALL_026553_st chromosome 7 open reading frame 26 5.932 6.521| 2.937E-05|3.19E-03| -1.50 PiNN-up
EFTUD1 SNOWBALL_010910_st elongation factor Tu GTP binding domain containing 1 7.625 7.100] 2.969E-05(3.21E-03| 1.44 Duroc-up
AKAP1 SNOWBALL_042830_st 7.757 8.118| 3.019E-05(3.22E-03| -1.28 PiNN-up
NUDT4 SNOWBALL_007706_st ”muoci'i’f( i”“c'eos'de diphosphate linked moiety X)-type | 1o 511 1 006| 3.031€-05|3.226-03| 143 | Duroc-up
ALMS1 SNOWBALL_046481_st Alstrom syndrome 1 5.746 5.069( 3.003E-05(3.22E-03| 1.60 Duroc-up
ZC3H11A SNOWBALL_026182_s_st |zinc finger CCCH-type containing 11A 10.441 9.894| 3.068E-05|3.23E-03| 1.46 Duroc-up




ERBB2IP SNOWBALL_018709_st erbb2 interacting protein 9.087 8.529| 3.100E-05|3.25E-03| 1.47 Duroc-up
GPBP1 SNOWBALL_018834_st vasculin-like 8.395 7.731| 3.268E-05|3.41E-03| 1.59 Duroc-up
HCFC1 SNOWBALL_020413_st host cell factor C1 (VP16-accessory protein) 6.626 6.887| 3.298E-05|3.42E-03| -1.20 PiNN-up
THOC2 SNOWBALL 001898 s st [THO complex 2 7.012 6.406( 3.325E-05(3.43E-03| 1.52 Duroc-up
Clorf51 SNOWBALL_006337_st chromosome 1 open reading frame 51 6.481 7.395| 3.355E-05|3.44E-03| -1.88 PiNN-up
ATF6 SNOWBALL_029743_st activating transcription factor 6 7.263 6.635( 3.376E-05(3.44E-03| 1.55 Duroc-up
XPA SNOWBALL_003595_st xeroderma pigmentosum, complementation group A 5.646 5.218| 3.475E-05(3.50E-03] 1.35 Duroc-up
AHR SNOWBALL_012870_st aryl hydrocarbon receptor 6.002 5.559( 3.470E-05|3.50E-03| 1.36 Duroc-up
LPP SNOWBALL 033867 st |- domain containing preferred translocation 8.351| 7.534| 3.508E-05/3.51E-03| 1.76 | Duroc-up
- - partner in lipoma
ASXL1 SNOWBALL_019158 st additional sex combs like 1 (Drosophila) 6.399 6.747| 3.606E-05|3.57E-03| -1.27 PiNN-up
OXR1 SNOWBALL_005673_st oxidation resistance 1 8.231 7.518| 3.592E-05(3.57E-03| 1.64 Duroc-up
PCBP1 SNOWBALL_004982_st  |poly(rC) binding protein 1 10.142| 10.514| 3.635E-05|3.58E-03| -1.29 | PiNN-up
CLCN1 SNOWBALL_019637_st chloride channel 1, skeletal muscle 6.917 7.356| 3.757E-05|3.67E-03| -1.36 PiNN-up
CDKAL1 SNOWBALL_009553_st CDKS5 regulatory subunit associated protein 1-like 1 7.650 7.282| 3.805E-05|3.67E-03| 1.29 Duroc-up
TAF2 SNOWBALL_ 005597 s st |72 RNA polymerase ll, TATA box binding protein 7.539|  6.905| 3.796E-05|3.67€-03| 1.55 | Duroc-up
- —~  |(TBP)-associated factor, 150kDa
LOC100524197 [SNOWBALL_020855_st hypothetical LOC100524197 10.992 7.131| 3.812E-05|3.67E-03| 14.53 | Duroc-up
ELMOD3 SNOWBALL_005381_st ELMO/CED-12 domain containing 3 7.124 7.638| 3.844E-05(3.68E-03| -1.43 PiNN-up
LIMCH1 SNOWBALL 011383 st LIM and calponin homology domains 1 10.275 9.784| 3.889E-05|3.70E-03| 1.41 Duroc-up
USP45 SNOWBALL_002608_st ubiquitin specific peptidase 45 7.031 6.312( 3.898E-05(3.70E-03| 1.65 Duroc-up
STYX SNOWBALL_003304_st serine/threonine/tyrosine interacting protein 8.158 7.538| 3.948E-05(3.70E-03| 1.54 Duroc-up
C3orf63 SNOWBALL 045669 st chromosome 3 open reading frame 63 6.555 5.907| 3.939E-05|3.70E-03| 1.57 Duroc-up
NCK2 SNOWBALL_023285 s st [NCK adaptor protein 2 7.506 7.929( 4.231E-05(3.73E-03| -1.34 PiNN-up
KDELR2 SNOWBALL 034130_st | <DEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein| o 0| o 0111 4 194 05[3.736-03| -1.30 | PiNN-up
retention receptor 2
PSKH1 SNOWBALL_033205_st protein serine kinase H1 6.920 7.276( 4.192E-05(3.73E-03| -1.28 PiNN-up
RNF40 SNOWBALL_004447_s_st |e3 ubiquitin-protein ligase BRE1B-like 5.883 6.126( 4.059E-05|3.73E-03| -1.18 PiNN-up
CDC5L SNOWBALL 009908 st CDCS5 cell division cycle 5-like (S. pombe) 7.594 7.148| 4.227E-05(3.73E-03| 1.36 Duroc-up
ASH1L SNOWBALL 005994 st ash1 (absent, small, or homeotic)-like (Drosophila) 9.736 9.222| 4.167E-05|3.73E-03( 1.43 Duroc-up
LMBRD2 SNOWBALL_018580_st LMBR1 domain containing 2 7.920 7.350( 4.175E-05(3.73E-03| 1.48 Duroc-up
BBX SNOWBALL_021494 s st |bobby sox homolog (Drosophila) 7.037 6.463| 4.017E-05|3.73E-03| 1.49 Duroc-up
LOC100518043 |SNOWBALL 023867 st | REDICTED: Sus scrofa hypothetical protein 6.542| 5.920| 4.088E-05(3.73E-03| 1.54 | Duroc-up
- - LOC100155710 (LOC100155710), mRNA
ZHX1 SNOWBALL_005613_st zinc fingers and homeoboxes 1 8.414 7.727| 4.075E-05|3.73E-03| 1.61 Duroc-up
KIF5B SNOWBALL_013456_st kinesin family member 5B 9.585 8.808| 4.039E-05|3.73E-03| 1.71 Duroc-up
DMD SNOWBALL 020169 s_st [dystrophin 10.080 9.294( 4.162E-05|3.73E-03| 1.72 Duroc-up




DCN1, defective in cullin neddylation 1, domain

DCUN1D1 SNOWBALL_015792_s_st . . 10.292] 9.655| 4.253E-05|3.73E-03 1.56 Duroc-up
containing 1 (S. cerevisiae)
FRYL SNOWBALL_028938 st FRY-like 5.535 4.978| 4.296E-05|3.75E-03| 1.47 Duroc-up
ZFP106 SNOWBALL_002930_st zinc finger protein 106 homolog (mouse) 11.847| 11.312| 4.347E-05|3.77E-03| 1.45 Duroc-up
TBL1XR1 SNOWBALL_032334_st transducin (beta)-like 1 X-linked receptor 1 6.334 5.485| 4.356E-05|3.77E-03| 1.80 Duroc-up
NAT15 SNOWBALL 034407 _st N-acetyltransferase 15 (GCN5-related, putative) 8.813 9.269| 4.410E-05|3.78E-03| -1.37 PiNN-up
SNX13 SNOWBALL_012627_st sorting nexin 13 6.963 6.155( 4.408E-05|3.78E-03| 1.75 Duroc-up
SNOWBALL_043762_st 5.170|] 5.663| 4.526E-05|3.81E-03| -1.41 PiNN-up
HIST1H2AC SNOWBALL_009572_st histone cluster 1, H2ac 8.763 9.163| 4.563E-05(3.81E-03| -1.32 PiNN-up
SLAIN2 SNOWBALL 011368 st SLAIN motif family, member 2 9.863 9.525| 4.636E-05|3.81E-03| 1.26 Duroc-up
ZC3H11A SNOWBALL_021969_st zinc finger CCCH-type containing 11A 10.424 9.984| 4.627E-05|3.81E-03] 1.36 Duroc-up
CAPN7 SNOWBALL 021072_s_st |calpain 7 7.013 6.495( 4.577E-05|3.81E-03| 1.43 Duroc-up
GTDC1 SNOWBALL 024064 _st glycosyltransferase-like domain containing 1 7.257 6.589| 4.568E-05|3.81E-03] 1.59 Duroc-up
DLG1 SNOWBALL 000264 s_st |discs, large homolog 1 (Drosophila) 7.020 6.336| 4.548E-05|3.81E-03] 1.61 Duroc-up
FGFR10P2 SNOWBALL_007346_st FGFR1 oncogene partner 2 7.525 6.788( 4.594E-05|3.81E-03| 1.67 Duroc-up
CCDC142 SNOWBALL_033461_st coiled-coil domain containing 142 5.050 4.284| 4.598E-05|3.81E-03| 1.70 Duroc-up
FRYL SNOWBALL_011379_st FRY-like 7.252 6.740| 4.805E-05(3.89E-03] 1.43 Duroc-up
SNOWBALL_037997_st 5.479] 4.948| 4.798E-05|3.89E-03| 1.44 Duroc-up
RGS5 SNOWBALL_005974_st regulator of G-protein signaling 5 10.237 9.395| 4.764E-05|3.89E-03| 1.79 Duroc-up
ARPC4 SNOWBALL_023380_s_st | oUS SCrofa actin related protein 2/3 complexsubunit4| - oo\ o ) 4 049r 05|3.80F-03| -1.39 | PiNN-up
MRNA, complete cds
SDCCAGS8 SNOWBALL_013274_st serologically defined colon cancer antigen 8 6.294 5.522| 4.828E-05|3.89E-03| 1.71 Duroc-up
KIAA1161 SNOWBALL_013446_st KIAA1161 8.857 9.246( 4.896E-05(3.91E-03] -1.31 PiNN-up
HBS1L SNOWBALL_002152_s_st [HBS1-like protein-like 5.600 4.732| 4.978E-05]|3.96E-03] 1.82 Duroc-up
BAT3 SNOWBALL 001250 _s_st [OTTSUSGO0000001329 HLA-B associated transcript 3 8.243 8.502( 5.060E-05(3.97E-03] -1.20 PiNN-up
ARHGEF10L SNOWBALL_009210_st Rho guanine nucleotide exchange factor (GEF) 10-like 6.721 6.975( 5.043E-05|3.97E-03| -1.19 PiNN-up
N4BP2L2 SNOWBALL_013774 st NEDD4 binding protein 2-like 2 6.968 6.248| 5.044E-05|3.97E-03| 1.65 Duroc-up
WAC SNOWBALL 013390_st WW domain containing adaptor with coiled-coil 9.058 8.588| 5.207E-05|4.07E-03| 1.38 Duroc-up
KIF21A SNOWBALL_007808_st kinesin family member 21A 5.564 5.005| 5.224E-05|4.07E-03| 1.47 Duroc-up
PCYT2 SNOWBALL_021437_s_st |phosphate cytidylyltransferase 2, ethanolamine 6.055 6.264| 5.292E-05(4.09E-03] -1.16 PiNN-up
HSP9OB1 SNOWBALL 007684 st  |//neat shock protein 30kDa beta (Grp34), member 2 | o, 05| ooel o 306 05| 4.006-03| 1.60 | Duroc-up
- - (pseudogene)
Ssc_hash_S$29980115 PDUts1156B07 Porcine testis
SNOWBALL_035910_st cDNA library | Sus scrofa cDNA clone PDUts1156B07 5.455 6.064| 5.391E-05|4.14E-03| -1.52 PiNN-up

5prime, mRNA




KLHL31 SNOWBALL_030831_st kelch-like 31 (Drosophila) 11.166( 10.584| 5.429E-05|4.15E-03| 1.50 Duroc-up
G3BP1 SNOWBALL_018698_st glycine receptor subunit alpha-1-like 8.622 8.342| 5.491E-05|4.16E-03| 1.21 Duroc-up
DPYD SNOWBALL_006409_st dihydropyrimidine dehydrogenase 6.962 6.439| 5.487E-05(4.16E-03| 1.44 Duroc-up
RFC1 SNOWBALL _011407_st replication factor C (activator 1) 1, 145kDa 6.187 5.542| 5.544E-05|4.19E-03| 1.56 Duroc-up
BBX SNOWBALL_016182_st bobby sox homolog (Drosophila) 7.004 6.462| 5.620E-05|4.19E-03| 1.46 Duroc-up
CCDC132 SNOWBALL_035433_st coiled-coil domain containing 132 7.875 7.254| 5.617E-05|4.19E-03| 1.54 Duroc-up
LCORL SNOWBALL 011309_st ligand dependent nuclear receptor corepressor-like 5.138 4.485| 5.595E-05|4.19€-03| 1.57 Duroc-up
CTAGES SNOWBALL_003120_st CTAGE family, member 5 7.127 6.443| 5.793E-05|4.30E-03| 1.61 Duroc-up
PLCB4 SNOWBALL_019071_st phospholipase C, beta 4 6.851| 6.324| 5.995E-05|4.36E-03| 1.44 Duroc-up
N4BP2L2 SNOWBALL 013782 st NEDD4-binding protein 2-like 2-like 8.206 7.653| 5.937E-05|4.36E-03| 1.47 Duroc-up
NKTR SNOWBALL_015244 st natural killer-tumor recognition sequence 7.089 6.443| 5.978E-05|4.36E-03| 1.56 Duroc-up
RAB30 SNOWBALL_035965_st RAB30, member RAS oncogene family 5.455( 4.706| 5.979E-05(4.36E-03| 1.68 Duroc-up
MSH2 SNOWBALL_005485_st [E“zz:)omc"og 2, colon cancer, nonpolyposis type 1 5.753|  4.946| 5.974E-05|4.36-03| 1.75 | Duroc-up
SCN1B SNOWBALL 008193 st sodium channel, voltage-gated, type |, beta 9.642| 10.308| 6.088E-05(4.39E-03| -1.59 PiNN-up
ADD3 SNOWBALL 024818 s st |adducin 3 (gamma) 6.050 5.512| 6.115E-05(4.39E-03] 1.45 Duroc-up
USP15 SNOWBALL_033181_st ubiquitin specific peptidase 15 7.968 7.107( 6.103E-05(4.39E-03| 1.82 Duroc-up
— "EF- —
LETM1 SNOWBALL_011260_st ::;igizl'pper F-hand containing transmembrane 6.364|  6.605| 6.234E-05|4.46E-03| -1.18 | PiNN-up
CSPP1 SNOWBALL_005707_st centrosome and spindle pole associated protein 1 6.472 5.935| 6.262E-05|4.46E-03| 1.45 Duroc-up
TSC22D1 SNOWBALL_013842_st  |TSC22 domain family, member 1 8.819( 9.189| 6.360E-05|4.48E-03| -1.29 PiNN-up
SSFA2 SNOWBALL 023905 st | | REDICTED: Sus scrofa similar to sperm specific 7.186|  6.733| 6.344E-05|4.486-03| 1.37 | Duroc-up
- - antigen 2 (LOC100155630), mRNA
DLG1 SNOWBALL_000265_s_st |discs, large homolog 1 (Drosophila) 7.142 6.355| 6.309E-05|4.48E-03| 1.73 Duroc-up
EDICTED: — — -
RNF185 SNOWBALL 024239 st | P REDICTED: Sus scrofa similar to ring finger protein 6.437|  7.093| 6.422€-05|4.51E-03| -1.57 | PiNN-up
185, transcript variant 3 (LOC100157569), mRNA
NT5DC3 SNOWBALL 007548 st 5'-nucleotidase domain containing 3 7.417 7.969| 6.507E-05|4.53E-03| -1.47 PiNN-up
UBE3A SNOWBALL_002807_st ubiquitin protein ligase E3A 8.616 8.082| 6.499E-05|4.53E-03| 1.45 Duroc-up
SFRS2IP SNOWBALL_007608_st :fg:;?f factor, arginine/serine-rich 2, interacting 7.678| 6.863| 6.565E-054.54E-03| 1.76 | Duroc-up
VPS26A SNOWBALL_017432_s_st |vacuolar protein sorting 26 homolog A (S. pombe) 9.141 8.286| 6.580E-05|4.54E-03( 1.81 Duroc-up
MTRF1 SNOWBALL_013818_st mitochondrial translational release factor 1 6.200| 5.617| 6.658E-05|4.58E-03| 1.50 Duroc-up
biquitin- jugati E2D 3 (UBC4/5
UBE2D2 SNOWBALL 011784 st | > duitin-conjugating enzyme (UBCa/ 9.802| 9.401| 6.712E-05|4.60E-03| 1.32 | Duroc-up
homolog, yeast)
BAT3 SNOWBALL 001244 s st [OTTSUSGO0000001329 HLA-B associated transcript 3 7.638 8.231( 7.018E-05(4.71E-03] -1.51 PiNN-up
YIPF3 SNOWBALL 009933 s st [Yipl domain family, member 3 6.280 6.708| 6.996E-05|4.71E-03| -1.35 PiNN-up




MUC13 SNOWBALL 024178 x_st [mucin 13, cell surface associated 12.783| 12.617| 6.997E-05|4.71E-03] 1.12 Duroc-up

CLINT1 SNOWBALL_018799_st clathrin interactor 1 9.708 9.203| 7.029E-05({4.71E-03] 1.42 Duroc-up
Ssc_hash_S$18548660 BX917311 Sus Scrofa library

TIAL1 SNOWBALL_027995_st (scan) Sus scrofa cDNA clone scan0037.m.19 5prim, 5.712 5.120| 6.945E-05(4.71E-03] 1.51 Duroc-up
mRNA

SMC2 SNOWBALL_003473_st structural maintenance of chromosomes 2 5.465 4.489( 6.977E-05|4.71E-03| 1.97 Duroc-up

SPPL3 SNOWBALL_016794 st  [signal peptide peptidase-like 3-like 7.626| 7.989| 7.059E-05(4.71E-03| -1.29 | PiNN-up

ILK SNOWBALL_025936_st integrin-linked kinase 6.438 7.015( 7.128E-05|4.74E-03| -1.49 PiNN-up

TRAPPC8 SNOWBALL 009254 st //trafficking protein particle complex 8 7.626 7.001( 7.153E-05(4.74E-03| 1.54 Duroc-up

SYNPO SNOWBALL_030397_st synaptopodin 8.470 8.815( 7.245E-05(4.78E-03]| -1.27 PiNN-up

ZNF252 SNOWBALL_008689_st zinc finger protein 271-like 4,544 3.927| 7.273E-05|4.78E-03| 1.53 Duroc-up

LEO1 SNOWBALL 002445 st |01 Pafl/RNA polymerase Il complex component, 6.716| 6.286| 7.359€-05|4.82E-03| 1.35 | Duroc-up

- - homolog (S. cerevisiae)

TIPRL SNOWBALL 005984 st ||~ TOR signaling pathway regulator-like (5. 7.796|  7.337| 7.474E-05|4.88E-03| 1.38 | Duroc-up
cerevisiae)

GPBP1 SNOWBALL 018864 s st |vasculin-like 8.552 8.024( 7.514E-05(4.89E-03| 1.44 Duroc-up

i leotide bindi tein (G protei

GNG3 SNOWBALL 021293_s_st :::r:ae;”c eotide binding protein (G protein), 6.016| 6.566| 7.612E-05|4.91E-03| -1.46 | PiNN-up

UTRN SNOWBALL_002114 st utrophin 7.601 7.032| 7.588E-05(4.91E-03] 1.48 Duroc-up

CEP350 SNOWBALL_012882_st centrosomal protein 350kDa 8.756 8.180( 7.678E-05|4.94E-03| 1.49 Duroc-up

TESK1 SNOWBALL_003839_st testis-specific kinase 1 8.174 8.563| 7.707E-05|4.94E-03| -1.31 PiNN-up

DENND4A SNOWBALL_002689_st DENN/MADD domain containing 4A 7.126 6.587| 7.864E-05(4.99E-03] 1.45 Duroc-up

GPR155 SNOWBALL_017887_st G protein-coupled receptor 155 6.449 5.898| 7.872E-05(4.99E-03] 1.46 Duroc-up

tor-bindi ti d on SiS
EBAGY SNOWBALL_005590_st :;‘mez INAINg cancer antigen expressed on 5150 7.297|  6.700| 7.864E-05|4.99-03| 1.51 | Duroc-up
h f mRNA d ing3h log (S.

EDC3 SNOWBALL 010638 _st  |o"hancer of mRNA decapping 3 homolog ( 6.895| 7.213| 7.921E-05/5.01€-03| -1.25 | PiNN-up
cerevisiae)

ZBTB11 SNOWBALL_015865_st zinc finger and BTB domain containing 11 6.301 6.606| 8.011E-05|5.04E-03| -1.24 PiNN-up

ATPO9A SNOWBALL_000455_st ATPase, class Il, type 9A 6.751 7.021| 8.090E-05|5.05E-03| -1.21 PiNN-up

S0OS2 SNOWBALL 003104 _st son of sevenless homolog 2 (Drosophila) 8.968 8.440( 8.128E-05|5.05E-03( 1.44 Duroc-up

AHI1 SNOWBALL_002148_st Abelson helper integration site 1 6.528 5.919| 8.141E-05|5.05E-03| 1.53 Duroc-up
t ient t tential cati h , subfamil

TRPM7 SNOWBALL 002897 st | o >'entreceptorpotential cation channel, sublamily) - 2 g15 6 976| 8.109€-05/5.056-03| 1.56 | Duroc-up

- - M, member 7

NBEAL1 SNOWBALL_041990_st neurobeachin-like 1 6.238 5.641( 8.225E-05|5.07E-03| 1.51 Duroc-up

SMEK2 SNOWBALL_004988 st SMEK homolog 2, suppressor of mek1 (Dictyostelium) 7.186 6.476| 8.199E-05|5.07E-03| 1.64 Duroc-up

DLG1 SNOWBALL_000263_s_st |discs, large homolog 1 (Drosophila) 8.014 7.378| 8.274E-05|5.08E-03| 1.55 Duroc-up




CUTA SNOWBALL_010040_st cutA divalent cation tolerance homolog (E. coli) 6.786 7.312| 8.388E-05(5.12E-03| -1.44 PiNN-up
TMOSF1 SNOWBALL_010777_st transmembrane 9 superfamily member 1 6.557 6.952( 8.478E-05(5.12E-03] -1.31 PiNN-up
TCF25 SNOWBALL_007846_s_st [transcription factor 25 (basic helix-loop-helix) 7.011 7.302| 8.459E-05(5.12E-03] -1.22 PiNN-up
C5orf42 SNOWBALL 018649 st chromosome 5 open reading frame 42 5.236 4.769| 8.506E-05|5.12E-03| 1.38 Duroc-up
PDK1 SNOWBALL_017931_st pyruvate dehydrogenase kinase, isozyme 1 6.962 6.434( 8.443E-05(5.12E-03| 1.44 Duroc-up
C18orf54 SNOWBALL_002442_st chromosome 18 open reading frame 54 4.541 3.764| 8.416E-05|5.12E-03] 1.71 Duroc-up
ADAMTS20  |SNOWBALL_007681_s_st /:12/;'1\:/' ngeta”"pept'dase with thrombospondintype 1 | 31| 5 3571 8 733¢-05(5.245-03| 1.63 | Durocup
RB1 SNOWBALL_013869_st retinoblastoma 1 8.284 7.846( 8.980E-05|5.36E-03 1.35 Duroc-up
SENP6 SNOWBALL_042664_st sentrin-specific protease 6-like 8.013 7.472( 9.043E-05|5.36E-03| 1.45 Duroc-up
cuL4B SNOWBALL_001839_st cullin 4B 6.439 5.835| 8.994E-05|5.36E-03] 1.52 Duroc-up
CLIC4 SNOWBALL_028685_st chloride intracellular channel 4 7.559 6.919| 9.050E-05|5.36E-03 1.56 Duroc-up
FUNDC2 SNOWBALL_001998 st FUN14 domain containing 2 7.817 8.412( 9.149E-05(5.38E-03] -1.51 PiNN-up
RBM26 SNOWBALL_013979_st RNA binding motif protein 26 7.343 6.952( 9.177E-05|5.38E-03 1.31 Duroc-up
SNX14 SNOWBALL_002345_st sorting nexin 14 7.205 6.730| 9.151E-05(5.38E-03| 1.39 Duroc-up
TUBG2 SNOWBALL_014373_st tubulin, gamma 2 8.995 9.418| 9.224E-05(5.39E-03] -1.34 PiNN-up
TIALL SNOWBALL_013222_s_st Eﬁllcytomx'c granule-associated RNA binding protein) ¢ el g 5351 9.273¢-05|5.406-03| 130 | Duroc-up
SFRS18 SNOWBALL 002543 st | °PVicing factor, arginine/serine-rich 18 [Source:HGNC | g, | o1l § 344 05|5.426-03| 153 | Duroc-up
- - Symbol;Acc:21222]//UPF0471 protein Clorf63
C1QA SNOWBALL_009028_st complement component 1, g subcomponent, A chain 6.474 6.925( 9.443E-05(5.43E-03| -1.37 PiNN-up
SLC8A3 SNOWBALL_010150_st :L‘:\:Z;f;”erfam"yg (sodium/calcium exchanger), 8.238| 7.746| 9.410E-055.436-03| 1.41 | Duroc-up
CCDC88A SNOWBALL_005294 st coiled-coil domain containing 88A 5.904 5.186| 9.450E-05|5.43E-03| 1.65 Duroc-up
CTAGES SNOWBALL_002876_st CTAGE family, member 5 4,791 4.316| 9.507E-05|5.45E-03 1.39 Duroc-up
LPP SNOWBALL 033701 st |-'M domain containing preferred translocation 9.037| 8.408| 9.553€-05|5.46E-03| 1.55 | Duroc-up
- - partner in lipoma

SNOWBALL_005082_st 8.864| 8.209| 9.588E-05(5.46E-03| 1.58 Duroc-up
PLOD1 SNOWBALL_009295_st procollagen-lysine 1, 2-oxoglutarate 5-dioxygenase 1 6.938 7.246| 9.755E-05|5.52E-03| -1.24 PiNN-up
SMC2 SNOWBALL_004085_st structural maintenance of chromosomes 2 5.518 4.621] 9.741E-05|5.52E-03] 1.86 Duroc-up
RPP30 SNOWBALL_017084_st ribonuclease P/MRP 30kDa subunit 5.881 5.315| 9.969E-05(5.62E-03] 1.48 Duroc-up
SKIV2L2 SNOWBALL_018601_st superkiller viralicidic activity 2-like 2 (S. cerevisiae) 7.189 6.595| 1.001E-04|5.63E-03| 1.51 Duroc-up

hyroid h Iph hroblasti
THRA SNOWBALL 014500_s_st |1/roid hormone receptor, alpha (erythroblastic 6.706|  7.064| 1.005E-04|5.636-03| -1.28 | PiNN-up
leukemia viral (v-erb-a) oncogene homolog, avian)

CXCL12 SNOWBALL_000343_st chemokine (C-X-C motif) ligand 12 7.654 8.139( 1.016E-04|5.66E-03| -1.40 PiNN-up
USP34 SNOWBALL_005147_st ubiquitin specific peptidase 34 8.738 8.250( 1.014E-04(5.66E-03] 1.40 Duroc-up




CCNT2 SNOWBALL_031904_st cyclin T2 5.461 4.950| 1.034E-04|5.74E-03] 1.43 Duroc-up
PLEKHF2 SNOWBALL 035373_st | Preckstrin homology domain containing, family F (with| 01 5 o3l 1 030 0al5 74-03| 1.45 | Duroc-up
- - FYVE domain) member 2
FILIP1 SNOWBALL_002562_st filamin A interacting protein 1 9.191 8.331| 1.046E-04|5.77E-03] 1.82 Duroc-up
SNOWBALL_046201_st 5.336] 5.659| 1.059E-04|5.77E-03| -1.25 PiNN-up

ATF6 SNOWBALL_005836_st activating transcription factor 6 9.003 8.594| 1.060E-04|5.77E-03] 1.33 Duroc-up

SLC10A5 SNOWBALL 025229 st  |°0\ute carrier family 10 (sodium/bile acid 4280 3.768| 1.059-04|5.77€-03| 1.43 | Duroc-up
cotransporter family), member 5

PBRM1 SNOWBALL_015336_st polybromo 1 8.213 7.631| 1.057E-04(5.77E-03] 1.50 Duroc-up

PLCD1 SNOWBALL 047539 st phospholipase C, delta 1 6.773 7.144] 1.077E-04|5.85E-03] -1.29 PiNN-up
Ssc_hash_S17512141 BX666984 Sus Scrofa library

SNOWBALL_034933_st (scac) Sus scrofa cDNA clone scac0027.c.20 3prim, 4.518| 4.030| 1.081E-04|5.85E-03 1.40 Duroc-up

mRNA

CCNT2 SNOWBALL_017680_st cyclin T2 7.004| 6.504| 1.095E-04(5.86E-03| 1.41 Duroc-up

ADAM9 SNOWBALL_017775_st ADAM metallopeptidase domain 9 7.108 6.596]| 1.093E-04|5.86E-03] 1.43 Duroc-up

FRYL SNOWBALL 011345 s st [FRY-like 7.032 6.470| 1.088E-04(5.86E-03] 1.48 Duroc-up

suUz12 SNOWBALL _014612_s_st |suppressor of zeste 12 homolog (Drosophila) 6.990 6.380| 1.089E-04|5.86E-03] 1.53 Duroc-up

PPP3CA SNOWBALL 011654 _s_st f;;ozt;r:’eph‘”phatase 3, catalytic subunit, alpha 8.755| 8.328| 1.105E-04|5.90-03| 1.34 | Duroc-up

LMF2 SNOWBALL_007482_st lipase maturation factor 2 6.253 6.603| 1.109E-04|5.90E-03| -1.27 PiNN-up

FAM168B SNOWBALL_043094_st hypothetical LOC505853 6.944| 7.374| 1.121E-04|5.95E-03| -1.35 PiNN-up

FNTB SNOWBALL_010176_st farnesyltransferase, CAAX box, beta 6.722 7.755| 1.150E-04|5.96E-03] -2.05 PiNN-up

RNF157 SNOWBALL_000118_st ring finger protein 157 8.077 8.494( 1.135E-04|5.96E-03] -1.34 PiNN-up

EIF5A SNOWBALL_014984 st eukaryotic translation initiation factor 5A 10.191] 10.556( 1.138E-04]|5.96E-03| -1.29 PiNN-up

PARD3B SNOWBALL_018041_s_st |partitioning defective 3 homolog B-like 5.818 5.414| 1.153E-04|5.96E-03| 1.32 Duroc-up

BDP1 SNOWBALL 018827 st |° aouPle prime 1, subunit of RNA polymerase 6.976| 6.554| 1.1486-04|5.96E-03| 1.34 | Duroc-up

- - transcription initiation factor IlIB

RUFY2 SNOWBALL_024686_st RUN and FYVE domain containing 2 6.708 6.070( 1.132E-04|5.96E-03| 1.56 Duroc-up

JMID1C SNOWBALL_017161_s_st |jumonji domain containing 1C 7.795 7.078( 1.151E-04(5.96E-03| 1.64 Duroc-up

CLIC4 SNOWBALL 047572_st chloride intracellular channel 4 5.794 5.024| 1.146E-04|5.96E-03] 1.71 Duroc-up

PDE7B SNOWBALL_046168_st 5.619 3.955( 1.155E-04| 5.96E-03| 3.17 Duroc-up
PREDICTED: Sus scrofa similar to Nck-associated

NCKAP1 SNOWBALL_023903_s_st |Protein 1 (NAP 1) (p125Napl) (Membrane-associated | g 50| g 935l 1 163k 04l5.996:03| 136 | Duroc-up
protein HEM-2), transcript variant 1 (LOC100158033),
mRNA

LTBP1 SNOWBALL 005514 _st | 2tent transforming growth factor beta binding 6.687| 7.032| 1.182E-04|6.04E-03| -1.27 | PiNN-up

protein 1




BLZF1 SNOWBALL 025731 _s_st [basic leucine zipper nuclear factor 1 7.439 6.875| 1.180E-04|6.04E-03| 1.48 Duroc-up

N4BP2 SNOWBALL_011336_st NEDD4 binding protein 2 6.000 5.264( 1.178E-04| 6.04E-03| 1.67 Duroc-up

PRRC2C SNOWBALL_026577_st proline-rich coiled-coil 2C 8.428 7.823| 1.187E-04|6.04E-03] 1.52 Duroc-up

VCPIP1 SNOWBALL 028062 st | /20Sin containing protein (p97)/p47 complex 6.169| 5.407| 1.197E-04|6.086-03| 1.70 | Duroc-up

- - interacting protein 1

COL6A3 SNOWBALL_024027_s_st |collagen, type VI, alpha 3 7.473 8.099] 1.202E-04|6.08E-03| -1.54 PiNN-up

Ssc_hash_S29987646 PDUts2064E05 Porcine testis
SNOWBALL_035959_st cDNA library Il Sus scrofa cDNA clone PDUts2064EQ05 4.701 5.550| 1.206E-04|6.09E-03| -1.80 PiNN-up

S5prime, mRNA

LOC100517018 [SNOWBALL_002374_st activating signal cointegrator 1 complex subunit 3-like 7.664 6.882| 1.215E-04|6.12E-03] 1.72 Duroc-up

CGRRF1 SNOWBALL_003143_st cell growth regulator with ring finger domain 1 6.130 5.568| 1.224E-04|6.13E-03| 1.48 Duroc-up

ADAMTS20  |SNOWBALL_007516_st g?t\i';" zrgeta”Opept'dase with thrombospondintype 1| )11 5 776| 1.2236-04|6.136:03| 158 | Duroc-up

U2SURP SNOWBALL 015543 st | U22ssociated protein SR140 (140 kDa Ser/Arg-rich 7.504|  6.767| 1.2286-04|6.13E-03| 1.67 | Duroc-up
domain protein)

AKAP9 SNOWBALL 012691 st A kinase (PRKA) anchor protein (yotiao) 9 7.898 7.156| 1.237E-04|6.16E-03| 1.67 Duroc-up

COL6A3 SNOWBALL_018441 s _st |collagen, type VI, alpha 3 8.917 9.332( 1.253E-04|6.19E-03| -1.33 PiNN-up

DGCR2 SNOWBALL_024166_st DiGeorge syndrome critical region gene 2 6.215 6.484( 1.253E-04(6.19E-03| -1.21 PiNN-up

FERMT2 SNOWBALL_002730_st //fermitin family member 2 8.884 8.427( 1.251E-04|6.19E-03| 1.37 Duroc-up

LOC100515048 [SNOWBALL 013312 st uncharacterized protein C90rf102 homolog 7.925 7.430] 1.265E-04|6.19E-03] 1.41 Duroc-up

RECQL SNOWBALL_007189_st RecQ protein-like (DNA helicase Q1-like) 5.353 4.711| 1.261E-04| 6.19E-03| 1.56 Duroc-up

RPS6KA3 SNOWBALL 032337 _st ribosomal protein S6 kinase, 90kDa, polypeptide 3 8.301 7.642] 1.265E-04|6.19E-03| 1.58 Duroc-up

FzZD7 SNOWBALL_046663_st frizzled homolog 7 (Drosophila) 7.016 7.731| 1.275E-04|6.21E-03| -1.64 PiNN-up

PNRC2 SNOWBALL_026968_s_st | 2US scrofa clone Clu_4823.scrmsk.pl.Contigd, mRNA | 1 ¢ c30l 1 575E-0a]6.216:03| 1.61 | Duroc-up
sequence

lut ier family 37 (gl I-3-phosphat

SLC37A3 SNOWBALL_019708 st |°0|te carrier family 37 (glycerol-3-phosphate 5.445|  5.821| 1.290E-04|6.26-03| -1.30 | PiNN-up
transporter), member 3

CAPN6 SNOWBALL_020725_st calpain 6 8.136 8.732| 1.295E-04(6.27E-03] -1.51 PiNN-up

Clorf9 SNOWBALL 013216_st chromosome 1 open reading frame 9 6.471 5.754| 1.341E-04|6.44E-03| 1.64 Duroc-up

LPP SNOWBALL_032698 st |- domain containing preferred translocation 7.002| 6.227| 1.3396-04|6.44E-03| 1.71 | Duroc-up
partner in lipoma

CPEB2 SNOWBALL 033059_st ;ymp'asm'c polyadenylation element binding protein | ) geal 4 heel 4 337 04| 6.446:03| 1.88 | Duroc-up

MLXIP SNOWBALL_024405_s_st [MLX interacting protein 9.264 9.653| 1.345E-04|6.44E-03| -1.31 PiNN-up

KIAA1009 SNOWBALL_002250_st KIAA1009 4.739 4,189 1.360E-04(6.49E-03] 1.46 Duroc-up




splicing factor, arginine/serine-rich 12 //splicing

SREK1 SNOWBALL_018808_st . . . . 7.047 6.428( 1.363E-04(6.49E-03| 1.54 Duroc-up
regulatory glutamine/lysine-rich protein 1
RNF160 SNOWBALL_040115_st listerin E3 ubiquitin protein ligase 1 5.825 5.376] 1.389E-04|6.60E-03| 1.36 Duroc-up
CCNG1 SNOWBALL_018791_st cyclin G1 11.128| 10.514| 1.392E-04|6.60E-03| 1.53 Duroc-up
PREX2 SNOWBALL 005791 st |Phosphatidylinositol-3,4,5-trisphosphate-dependent | o o0l ¢ 193l 1 411 04| 6.676-03| 1.40 | Duroc-up
Rac exchange factor 2
TECPR2 SNOWBALL 011113 st tectonin beta-propeller repeat containing 2 5.620 5.846| 1.417E-04|6.68E-03| -1.17 PiNN-up
ACSL3 SNOWBALL_018193_s_st |acyl-CoA synthetase long-chain family member 3 8.075 7.460| 1.426E-04|6.68E-03| 1.53 Duroc-up
FAM115A SNOWBALL_019632_st protein FAM115A-like 5.833 4.928( 1.425E-04|6.68E-03| 1.87 Duroc-up
Ssc_hash_S40152599 rhyp0lc_el19.yl hyp S f
SNOWBALL 036631 st | oc— 2= ryplle_elzylhypousscrota | 5 oi6|  6.268| 1.4326-04|6.706-03| -1.68 | PiNN-up
- - cDNA 5prime, mRNA
MPDZ SNOWBALL_003021_st multiple PDZ domain protein 7.408 7.016| 1.435E-04|6.70E-03] 1.31 Duroc-up
Ssc_hash_S$35332857
SusFleck_BF_0097_0100_5_pCNS_LO06 SusFleck
C18H190rf54 |SNOWBALL_034109 st -~ - - ~ 4.239 4.612( 1.470E-04|6.80E-03] -1.29 PiNN-
- -t |Backfat Sus scrofa cDNA clone 0097_0100_L06 INE-Up
5prime, mRNA
ATP11A SNOWBALL_035589_st ATPase, class VI, type 11A 7.258 7.488( 1.468E-04(6.80E-03| -1.17 PiNN-up
MYO1B SNOWBALL_018101_st myosin IB 6.484 6.084| 1.468E-04|6.80E-03] 1.32 Duroc-up
ACSM5 SNOWBALL 042513 st acyl-CoA synthetase medium-chain family member 5 6.548 7.200| 1.477E-04|6.82E-03| -1.57 PiNN-up
CCDC76 SNOWBALL_006291_st coiled-coil domain containing 76 6.678 6.054( 1.501E-04|6.91E-03| 1.54 Duroc-up
CDC25B SNOWBALL 019173 st cell division cycle 25 homolog B (S. pombe) 5.568 5.956| 1.511E-04|6.92E-03] -1.31 PiNN-up
EDC4 SNOWBALL_007944 st enhancer of mMRNA decapping 4 6.562 6.857| 1.514E-04|6.92E-03| -1.23 PiNN-up
ZNF219 SNOWBALL_034119_st zinc finger protein 219 6.635 6.894( 1.518E-04(6.92E-03| -1.20 PiNN-up
PPP2RSE SNOWBALL_003092_st Z:;z':;phos'ohatase 2, regulatory subunit B, epsilon | ~1 5 160l 1513F-04]6.926-03| 1.36 | Duroc-up
HIPK2 SNOWBALL_033736_st homeodomain interacting protein kinase 2 7.080 7.455| 1.554E-04|7.06E-03] -1.30 PiNN-up
PPFIBP1 SNOWBALL_007319_st E::i)'nterac“ng protein, binding protein 1 (liprin 8.104|  7.553| 1.559€-04|7.07E-03| 1.47 | Duroc-up
DNM1L SNOWBALL_007165_st dynamin 1-like 7.467 6.724] 1.564E-04|7.07E-03] 1.67 Duroc-up
MRPL37 SNOWBALL_035186_st mitochondrial ribosomal protein L37 5.538 5.746( 1.580E-04(7.09E-03| -1.16 PiNN-up
ATR SNOWBALL_015667_st ataxia telangiectasia and Rad3 related 5.917 5.359| 1.578E-04|7.09E-03| 1.47 Duroc-up
RICTOR SNOWBALL_036078_st RPTOR independent companion of MTOR, complex 2 5.163 4.412| 1.574E-04]|7.09E-03| 1.68 Duroc-up
HNRNPA2B1 |SNOWBALL 037281 st heterogeneous nuclear ribonucleoprotein A2/B1 6.090 5.279| 1.602E-04|7.17E-03| 1.75 Duroc-up
MOSPD2 SNOWBALL_020046_s_st |motile sperm domain containing 2 5.877 5.440] 1.611E-04|7.17E-03] 1.35 Duroc-up
KIAA1826 SNOWBALL_012331_st KIAA1826 5.910 5.184| 1.614E-04|7.17E-03] 1.65 Duroc-up
Ssc_hash_S23760501 1117844 MARC 4PIG S f
LOC100445169 |[SNOWBALL 035842 st |>oi— > usscrota s g13|  4.859| 1.609-04|7.17€-03| 1.94 | Duroc-up

cDNA 5prime, mRNA




PPP2R3A SNOWBALL_015660_st protein phosphatase 2, regulatory subunit B", alpha 6.962 6.508| 1.624E-04|7.19E-03] 1.37 Duroc-up
ECT2 SNOWBALL_045163_st epithelial cell transforming sequence 2 oncogene 4.109 3.483| 1.626E-04|7.19E-03| 1.54 Duroc-up
PICALM SNOWBALL 012407_st phosphatidylinositol binding clathrin assembly protein 8.591 8.252| 1.636E-04|7.22E-03| 1.27 Duroc-up
CEBPB SNOWBALL_000431_st CCAAT/enhancer binding protein (C/EBP), beta 7.353 7.918| 1.647E-04|7.24E-03| -1.48 PiNN-up
RPL19 SNOWBALL_032620_st ribosomal protein L19 7.275 7.612| 1.653E-04|7.24E-03| -1.26 PiNN-up
MBNL2 SNOWBALL_014006_st muscleblind-like 2 (Drosophila) 9.876 9.464( 1.651E-04|7.24E-03| 1.33 Duroc-up
HTRA3 SNOWBALL_011327_st HtrA serine peptidase 3 6.189 6.494( 1.666E-04(7.26E-03| -1.24 PiNN-up
ZNF644 SNOWBALL_006265_st zinc finger protein 644 9.818 9.091| 1.663E-04|7.26E-03] 1.66 Duroc-up
AKAP2 SNOWBALL_033138_st A kinase (PRKA) anchor protein 2 7.714 7.144| 1.673E-04(7.27E-03] 1.48 Duroc-up
APOD SNOWBALL_000254_st apolipoprotein D 6.745 7.354( 1.680E-04(7.28E-03| -1.53 PiNN-up
MLL2 SNOWBALL_006930_st myeloid/lymphoid or mixed-lineage leukemia 2 6.703 6.985( 1.702E-04|7.36E-03| -1.22 PiNN-up
SMARCC2 SNOWBALL 007069 st | °'///SNF related, matrix associated, actin dependent | g 35| ¢ 01 1 7376 04l 748603 -1.23 | PiNN-up
regulator of chromatin, subfamily c, member 2
PLOD2 SNOWBALL_015458_st procollagen-lysine, 2-oxoglutarate 5-dioxygenase 2 7.108 6.408| 1.736E-04|7.48E-03| 1.62 Duroc-up
WIPF3 SNOWBALL_029530_st WAS/WASL interacting protein family, member 3 7.078 7.844| 1.750E-04|7.48E-03| -1.70 PiNN-up
RPS6KA3 SNOWBALL_020067_st ribosomal protein S6 kinase, 90kDa, polypeptide 3 9.842 9.338| 1.744E-04|7.48E-03] 1.42 Duroc-up
ARFGEF1 SNOWBALL 000828 _st  |/\DP-ribosylation factor guanine nucleotide-exchange |, 5,0 ¢ oocl 1 751 04l 7.486-03| 1.45 | Duroc-up
- - factor 1(brefeldin A-inhibited)
LOC100519755 |SNOWBALL 002910_s_st [tRNA (guanine-N(1)-)-methyltransferase-like 6.159 5.397| 1.758E-04|7.50E-03| 1.70 Duroc-up
DUS1L SNOWBALL_022160_st dihydrouridine synthase 1-like (S. cerevisiae) 7.112 7.459( 1.773E-04|7.52E-03| -1.27 PiNN-up
KPNA3 SNOWBALL_013887_st importin subunit alpha-3-like 11.406] 11.034( 1.798E-04|7.52E-03| 1.29 Duroc-up
DDX10 SNOWBALL_012416_st  |DEAD (Asp-Glu-Ala-Asp) box polypeptide 10 6.921| 6.459| 1.784E-04|7.52E-03| 1.38 | Duroc-up
LOC100512871 |SNOWBALL_018863_s_st |PePudYIProlylisomerase domain and WD repeat- 6.374| 5.823| 1.792E-04| 7.52€-03| 1.46 | Duroc-up
containing protein 1-like
NUDT4 SNOWBALL 027221 st Equodt'i’; i””deos'de diphosphate linked moiety X)-type | o0l 14 1671 1 788-04| 7.526-03] 1.52 | Duroc-up
C5H120rfl1  |SNOWBALL 022055 s st | | SC70fa MRNA, clone:AMPO10006A02, expressedin| o o | ¢ 1951 1 798¢ 04]7.526-03| 159 | Durocup
- — —  |alveolar macrophages
PDS5A SNOWBALL 033687 st | D> regulator of cohesion maintenance, homolog A | 1151 ¢ 1511 1 791-04|7.526:03| 1.61 | Duroc-up
- - (S. cerevisiae)
DYNC2LI1 SNOWBALL 005041 st dynein, cytoplasmic 2, light intermediate chain 1 4.601 3.874| 1.793E-04|7.52E-03| 1.66 Duroc-up
LOC100523150 [SNOWBALL_019076_st  |hypothetical protein LOC100523150 7.443|  7.637| 1.809E-04|7.55€-03| -1.14 | PiNN-up
CiB1 SNOWBALL_010830_s_st |calcium and integrin binding 1 (calmyrin) 6.569 6.965( 1.816E-04|7.56E-03| -1.32 PiNN-up
TMEM®65 SNOWBALL_005616_st transmembrane protein 65 7.938 7.551( 1.820E-04| 7.56E-03| 1.31 Duroc-up
SPIRE1 SNOWBALL_034389 st |spire homolog 1 (Drosophila) 5.071| 5.567| 1.854E-04|7.63E-03| -1.41 | PiNN-up




CAPZA1 SNOWBALL_006379_st capping protein (actin filament) muscle Z-line, alpha 1 6.332 5.925| 1.848E-04|7.63E-03| 1.33 Duroc-up

PPM1A SNOWBALL_044070_st protein phosphatase, Mg2+/Mn2+ dependent, 1A 5.862 5.240| 1.858E-04(7.63E-03] 1.54 Duroc-up

RPGRIP1L SNOWBALL_008102_st RPGRIP1-like 5.544 4.886( 1.844E-04|7.63E-03] 1.58 Duroc-up

TMTC4 SNOWBALL 014087 st |tansmembrane and tetratricopeptide repeat 6.369| 5.506| 1.858E-04|7.636-03| 1.82 | Duroc-up
containing 4

MPP1 SNOWBALL 002009 s st [membrane protein, palmitoylated 1, 55kDa 6.678 7.170| 1.893E-04|7.63E-03]| -1.41 PiNN-up

LOC100336808 [SNOWBALL 040837 _st phosphorylase kinase, alpha 1 (muscle)-like 6.973 7.383| 1.889E-04|7.63E-03] -1.33 PiNN-up

LCMT1 SNOWBALL_004514 st leucine carboxyl methyltransferase 1 7.075 7.416| 1.872E-04|7.63E-03] -1.27 PiNN-up

LOC100511636 [SNOWBALL_008109_st protein LSM14 homolog A-like 9.499| 9.231| 1.880E-04]|7.63E-03| 1.20 Duroc-up

PRKAA1 SNOWBALL_018605_st SJEL‘:E kinase, AMP-activated, alpha 1 catalytic 6.451| 6.006| 1.879E-04|7.636-03| 1.36 | Duroc-up

PARG SNOWBALL _017462_s_st |poly(ADP-ribose) glycohydrolase-like 6.756 6.198| 1.886E-04|7.63E-03| 1.47 Duroc-up

SBNO1 SNOWBALL_016419_s_st |strawberry notch homolog 1 (Drosophila) 7.297 6.737| 1.873E-04|7.63E-03| 1.47 Duroc-up

SNOWBALL_045420_st 5.938 5.087| 1.881E-04|7.63E-03| 1.80 Duroc-up

GTF3C4 SNOWBALL_003423_st general transcription factor IIIC, polypeptide 4, 90kDa 5.983 6.331| 1.917E-04|7.71E-03| -1.27 PiNN-up

SYVN1 SNOWBALL_044790_st e3 ubiquitin-protein ligase synoviolin-like 6.680 6.968| 1.942E-04(7.74E-03] -1.22 PiNN-up

CSGALNACT2 [SNOWBALL 017019 st zhondro't'” sulfate N-acetylgalactosaminyltransferase | - /o) - o271 1 930g-04|7.748-03| 128 | Duroc-up

SOS1 SNOWBALL_005470_st son of sevenless homolog 1 (Drosophila) 8.412 7.930| 1.935E-04(7.74E-03| 1.40 Duroc-up
Ssc_hash_S41574905 PIC-A-1151 Sus Scrofa Adipocyte

Fert2 SNOWBALL 028781 st Zap Express Library After differentiation Sus scrofa 6.001 5.212| 1.939€-04|7.74E-03| 1.73 Duroc-up
cDNA clone SS-AA-4-1a-T3_M09, mRNA

APH1A SNOWBALL 006288 st anterior pharynx defective 1 homolog A (C. elegans) 7.106 7.745| 1.988E-04|7.85E-03| -1.56 PiNN-up

tassium i dly-rectifying ch I, subfamily J

KCNJ11 SNOWBALL 023187 st |PO o>>iMm INWardly-rectilying channel, subtamily 7.594]  8.058| 1.985E-04|7.856-03| -1.38 | PiNN-up
member 11

NRF1 SNOWBALL_019714_st nuclear respiratory factor 1 6.610 6.847| 1.997E-04(7.85E-03| -1.18 PiNN-up
Ssc_hash_518280413 BP436310 full-length enriched

SNOWBALL_031179_st swine cDNA library, adult lung Sus scrofa cDNA clone 5.988 5.210| 1.975E-04|7.85E-03| 1.71 Duroc-up

LNG010047D05 5prime, mRNA
Ssc_hash_S17512158 BX667001 Sus Scrofa library

RHOBTB3 SNOWBALL_029911 st (scac) Sus scrofa cDNA clone scac0027.d.23 3prim, 5.353 4.491( 2.000E-04|7.85E-03| 1.82 Duroc-up
mRNA

EIF1AX SNOWBALL 026465 _s_st [ring finger protein 8 7.748 6.882| 1.996E-04|7.85E-03] 1.82 Duroc-up

ETNK1 SNOWBALL_025733_st ethanolamine kinase 1 5.116 4.212| 1.981E-04|7.85E-03| 1.87 Duroc-up

MPI SNOWBALL_010612_s_st |mannose phosphate isomerase 6.067 6.764( 2.006E-04(7.86E-03| -1.62 PiNN-up




Ssc_hash_523693254 1100140 MARC 4PIG Sus scrofa

NFIA SNOWBALL_029948 st ) 8.260 7.562( 2.014E-04|7.87E-03| 1.62 Duroc-up
cDNA 5prime, mRNA
TCEAl SNOWBALL_005964_st transcription elongation factor A (Sll), 1 6.641 6.125( 2.020E-04| 7.88E-03| 1.43 Duroc-up
HSD17B8 SNOWBALL_001440_s_st |11 >USG00000001394 hydroxysteroid (17-beta) 6.167| 6.595| 2.040E-04|7.89E-03| -1.35 | PiNN-up
- —~  |dehydrogenase 8
LOC100522188 [SNOWBALL_025425_s_st | >US S70fa MRNA, clone:MLNO10011C09, expressedin| -, .51 7 0471 5 osa-0a|7.896-03| -1.34 | PiNN-up
- — ~ |mesenteric lymph node
AMIGO1 SNOWBALL_006664_st adhesion molecule with Ig-like domain 1 8.125 8.481| 2.063E-04|7.89E-03| -1.28 PiNN-up
C190rf12 SNOWBALL_008198_st chromosome 19 open reading frame 12 6.369 6.717| 2.067E-04|7.89E-03]| -1.27 PiNN-up
PBRM1 SNOWBALL_025087_st polybromo 1 6.778 6.470( 2.048E-04(7.89E-03| 1.24 Duroc-up
DBT SNOWBALL_006465_st dihydrolipoamide branched chain transacylase E2 7.353 6.929| 2.046E-04|7.89E-03| 1.34 Duroc-up
PREDICTED: Sus scrofa similar to Nck-associated
NCKAP1 SNOWBALL_023902_s_st |Protein 1 (NAP 1) (p125Napl) (Membrane-associated | o | g 1941 5 0esr-04|7.80E:03| 1.40 | Duroc-up
- —~  |protein HEM-2), transcript variant 2 (LOC100158033),
mRNA
CCDC150 SNOWBALL 018130_st coiled-coil domain containing 150 4.879 4.357| 2.066E-04|7.89E-03| 1.44 Duroc-up
SPON1 SNOWBALL_028750_st spondin 1, extracellular matrix protein 5.207 4.626| 2.056E-04|7.89E-03| 1.50 Duroc-up
- - - 1
SDCCAG1 SNOWBALL 002870 st |-crolosically defined colon cancer antigen 6.763|  6.059| 2.041€-04|7.896-03| 1.63 | Duroc-up
[Source:HGNC Symbol;Acc:10663]
STRN SNOWBALL_005129_st striatin, calmodulin binding protein 7.090 6.592| 2.082E-04|7.93E-03] 1.41 Duroc-up
2 211 101
SNOWBALL 032470_st | °C-3sn_523689621 1000101 MARC 4PIG Sus scrofa | 10l 4 5011 5 093F-04]7.956-03| 1.36 | Duroc-up
cDNA 5prime, mRNA
LOC100518162 |SNOWBALL_011708_st Transposase 6.467 5.968( 2.117E-04| 8.03E-03| 1.41 Duroc-up
PDESA SNOWBALL 010728 s_st | affinity cAMP-specific and IBMX-insensitive 3%5% | = ¢ o1/ ¢ 5e)l 5 153F 04| 8.03E-03| 1.48 | Duroc-up
- ~— ~  |cyclic phosphodiesterase 8A-like
EIF1AX SNOWBALL_026256_st iiusvzcrryo‘ca MRNA, clone:OVRM10037F04, expressed | )/l ¢ 000| 2.128F-04|8.04-03| 1.66 | Duroc-up
LPIN1 SNOWBALL_037456_st lipin 1 3.611 3.977| 2.156E-04(8.12E-03| -1.29 PiNN-up
SCRN3 SNOWBALL_017874 _st secernin 3 8.291 7.623| 2.206E-04| 8.29E-03] 1.59 Duroc-up
BCL7A SNOWBALL_016407_st B-cell CLL/lymphoma 7A 6.637 6.990| 2.227E-04| 8.35E-03| -1.28 PiNN-up
PREDICTED: Sus scrofa similar to CG40191 CG40191-
CNPPD1 SNOWBALL_023968 t 5.397 5.731| 2.230E-04| 8.35E-03| -1.26 PiNN-
- —>-*' |pg (LOC100157604), MRNA INR-up
NPNT SNOWBALL_028326_st nephronectin 3.568 4,183 2.321E-04|8.37E-03] -1.53 PiNN-up
BHLHE40 SNOWBALL_015699_st basic helix-loop-helix family, member e40 9.554| 10.160| 2.278E-04|8.37E-03| -1.52 PiNN-up
ZNF592 SNOWBALL_042134 st zinc finger protein 592 5.430 5.886| 2.367E-04| 8.37E-03| -1.37 PiNN-up
OTTSUSG00000001257 zi ibbon d i taini
ZNRD1 SNOWBALL_001063_s_st zinc ribbon domain containing,| o cool 5 997| 2.339€-04/8.376-03| -1.34 | PiNN-up

1




ATF7 SNOWBALL_047233_st activating transcription factor 7 6.786 7.117| 2.352E-04(8.37E-03| -1.26 PiNN-up
HCFC1 SNOWBALL_025676_st host cell factor C1 (VP16-accessory protein) 6.252 6.571| 2.352E-04]|8.37E-03| -1.25 PiNN-up
SRL SNOWBALL_004823_st sarcalumenin 9.610 9.922( 2.293E-04|8.37E-03] -1.24 PiNN-up
NUP62 SNOWBALL_008584_st nucleoporin 62kDa 6.213 6.507( 2.267E-04(8.37E-03| -1.23 PiNN-up
WFDC2 SNOWBALL_025833_st  |WAP four-disulfide core domain 2 5.862| 6.139| 2.248E-04|8.37E-03| -1.21 PiNN-up
DIDO1 SNOWBALL_037231_st death inducer-obliterator 1 5.989 6.256| 2.281E-04|8.37E-03] -1.20 PiNN-up
DUSP28 SNOWBALL 018503 st dual specificity phosphatase 28 7.161 7.418] 2.266E-04|8.37E-03] -1.19 PiNN-up
LOC100448878 |SNOWBALL_011491_st hypothetical protein LOC100448878 6.529| 6.738| 2.373E-04|8.37E-03| -1.16 PiNN-up
ATP ++ i i le, f itch
ATP2A1 SNOWBALL_004436_st | ase, Ca++ transporting, cardiac muscle, fast twitch | 5 oo 13 5001 5 248604/ 8.376-03| -1.13 | PiNN-up
MYO6 SNOWBALL_002402_st myosin VI 5.141 4.745| 2.381E-04|8.37E-03] 1.32 Duroc-up
NFE2L2 SNOWBALL_018036_st nuclear factor (erythroid-derived 2)-like 2 9.154 8.732| 2.268E-04|8.37E-03| 1.34 Duroc-up
Clorf27 SNOWBALL 012978 st chromosome 1 open reading frame 27 6.940 6.516| 2.371E-04|8.37E-03| 1.34 Duroc-up
USP38 SNOWBALL_040111_st ubiquitin specific peptidase 38 6.321 5.886( 2.358E-04|8.37E-03| 1.35 Duroc-up
C9orfal SNOWBALL_003998_st chromosome 9 open reading frame 41 7.129 6.657| 2.380E-04|8.37E-03| 1.39 Duroc-up
TMEDS SNOWBALL 006235_st | Iansmembrane emp24 protein transport domain 7.653|  7.159| 2.283E-04|8.376-03| 1.41 | Duroc-up
- - containing 5
THAP6 SNOWBALL_011560_st  |THAP domain containing 6 5.655 5.160| 2.254E-04(8.37E-03| 1.41 Duroc-up
NKTR SNOWBALL_015236_s_st |natural killer-tumor recognition sequence 7.560 7.047] 2.300E-04|8.37E-03] 1.43 Duroc-up
LPP SNOWBALL 041041 st |-'M domain containing preferred translocation 7.186|  6.644| 2.342E-04/8.376-03| 1.46 | Duroc-up
- - partner in lipoma
RNPC3 SNOWBALL_006284 st RNA-binding region (RNP1, RRM) containing 3 7.830 7.274| 2.361E-04|8.37E-03| 1.47 Duroc-up
ZNF583 SNOWBALL_008526_st zinc finger protein 583 5.909 5.243| 2.362E-04|8.37E-03] 1.59 Duroc-up
MTDH SNOWBALL_005709_st metadherin 9.250 8.581| 2.296E-04|8.37E-03] 1.59 Duroc-up
LPP SNOWBALL 047048 st |-'™ domain containing preferred translocation 8.237|  7.552| 2.295€-04/8.37E-03| 1.61 | Duroc-up
- - partner in lipoma
NARG2 SNOWBALL_002495_st NMDA receptor regulated 2 6.115 5.425( 2.330E-04| 8.37E-03| 1.61 Duroc-up
SUV39H2 SNOWBALL 031085_st suppressor of variegation 3-9 homolog 2 (Drosophila) 4.723 3.992| 2.317E-04|8.37E-03| 1.66 Duroc-up
PCNX SNOWBALL 036738 st pecanex homolog (Drosophila) 5.927 5.149| 2.331E-04|8.37E-03| 1.71 Duroc-up
TBC1D15 SNOWBALL_007178_st  |TBC1 domain family, member 15 6.324| 5.481| 2.379E-04|8.37E-03| 1.79 Duroc-up
DMXL1 SNOWBALL_027788_st Dmx-like 1 5.589 4.431( 2.331E-04|8.37E-03| 2.23 Duroc-up
biquitin-conjugati E2,J2 (UBC6 h I
UBE2J2 SNOWBALL_008293_st ;*e:::)' in-conjugating enzyme E2, J2 ( OMOIO8, | 7146| 7.618| 2.395E-04|8.38E-03| -1.39 | PiNN-up
PAPOLA SNOWBALL_010921_st poly(A) polymerase alpha 8.460 8.004| 2.394E-04| 8.38E-03| 1.37 Duroc-up
USP7 SNOWBALL_004g07 st |UPiauitin specific peptidase 7 (herpes virus- 8.433| 8.041| 2.403€-04|8.40E-03| 1.31 | Duroc-up

associated)




SPRYD4 SNOWBALL_007384_st SPRY domain containing 4 5.727 6.156( 2.433E-04(8.41E-03| -1.35 PiNN-up
FAM134A SNOWBALL 023966_st | REDICTED: Sus scrofa similar to chromosome 2.0pen | ¢ ~oo| 5 1351 5 431F 04| 8.41-03| -1.29 | PiNN-up
- - reading frame 17 (LOC100156393), mRNA
PGS1 SNOWBALL 022426 _s_st |phosphatidylglycerophosphate synthase 1 6.147 6.449| 2.418E-04|8.41E-03| -1.23 PiNN-up
PARP8 SNOWBALL 018675 _st poly (ADP-ribose) polymerase family, member 8 5.533 5.179| 2.435E-04|8.41E-03| 1.28 Duroc-up
WHSC1L1 SNOWBALL_030376_st Wolf-Hirschhorn syndrome candidate 1-like 1 7.531 7.114| 2.421E-04|8.41E-03| 1.34 Duroc-up
NARG1 SNOWBALL_011650_st N(alpha)-acetyltransferase 15, NatA auxiliary subunit 7.837 7.206| 2.433E-04|8.41E-03| 1.55 Duroc-up
PREPL SNOWBALL_005338_st prolyl endopeptidase-like 7.643 7.139| 2.444E-04|8.42E-03| 1.42 Duroc-up
CCDC39 SNOWBALL_025126_s_st |coiled-coil domain containing 39 9.081 8.268| 2.453E-04|8.44E-03| 1.76 Duroc-up
MAX SNOWBALL_010853_st MYC associated factor X 8.692 9.231| 2.466E-04|8.44E-03| -1.45 PiNN-up
ZEB2 SNOWBALL 030717_st zinc finger E-box binding homeobox 2 6.668 5.986| 2.469E-04|8.44E-03| 1.60 Duroc-up
SNOWBALL_038638_st 5.406| 4.688| 2.460E-04(8.44E-03| 1.64 Duroc-up
ITSN2 SNOWBALL_025736_s_st |intersectin 2 7.557 6.988| 2.475E-04(8.45E-03| 1.48 Duroc-up
PHTF2 SNOWBALL_012520_st putative homeodomain transcription factor 2 9.473 9.046| 2.480E-04|8.45E-03| 1.34 Duroc-up
TMEMG63A SNOWBALL_013267_st transmembrane protein 63A 6.026 6.307( 2.491E-04(8.46E-03| -1.21 PiNN-up
SNOWBALL_040924_st 3.437 2.839| 2.496E-04|8.46E-03| 1.51 Duroc-up
VPS13A SNOWBALL_003687_st vacuolar protein sorting 13 homolog A (S. cerevisiae) 7.961 7.341] 2.497E-04|8.46E-03| 1.54 Duroc-up
UBE2K SNOWBALL 027313 _st 3:;2:)'t'”'°°m“gatmg enzyme E2K (UBC1 homolog, 7.359|  6.726| 2.522€-04|8.536-03| 1.55 | Duroc-up
UBR1 SNOWBALL_002752_st ubiquitin protein ligase E3 component n-recognin 1 8.288 7.883( 2.527E-04(8.53E-03| 1.32 Duroc-up
GMPPA SNOWBALL 025854 _st “SVuesrscrofa MRNA, clone:LVR010101804, expressedin | o coal 5 19| 2.5426-048.56E-03| -1.42 | PiNN-up
AGL SNOWBALL 033719 st | mVIo-@lpha-1, E-glucosidase, 4-alpha- 10.451| 9.734| 2.557E-04|8.60E-03| 1.64 | Duroc-up
- - glucanotransferase
FAM160B2 SNOWBALL_016256_st family with sequence similarity 160, member B2 6.086 6.385( 2.572E-04|8.63E-03| -1.23 PiNN-up
VPS13C SNOWBALL 002554 st vacuolar protein sorting 13 homolog C (S. cerevisiae) 8.098 7.504| 2.584E-04|8.65E-03| 1.51 Duroc-up
BIRC3 SNOWBALL_021793_st baculoviral IAP repeat containing 3 7.359 6.491| 2.604E-04(8.71E-03] 1.83 Duroc-up
SNOWBALL_020863_st 8.291 6.421| 2.610E-04|8.71E-03| 3.65 Duroc-up
EIF3A SNOWBALL_017004_s_st |eukaryotic translation initiation factor 3, subunit A 8.508 8.047( 2.617E-04|8.72E-03| 1.38 Duroc-up
REEP3 SNOWBALL 024488_st | P REDICTED: Sus scrofa similar to MGC165949 protein | ¢ Jc /| ¢ gocl 5 644r-04]8.79-03| 1.83 | Duroc-up
- - (LOC100158143), mRNA
TBC1D7 SNOWBALL_009517_st TBC1 domain family, member 7 5.725 6.174| 2.684E-04(8.81E-03| -1.36 PiNN-up
DCTN4 SNOWBALL _026053_s_st |dynactin 4 (p62) 7.856 8.262( 2.685E-04|8.81E-03| -1.32 PiNN-up
Ssc_hash_S50197117 susfleck FC_N_32 AO03
MTMR3 SNOWBALL_035953_st SUSFLECK Fat Cell Normalized Sus scrofa cDNA clone 7.755 8.083( 2.670E-04| 8.81E-03| -1.25 PiNN-up
32_A03, mRNA
REPIN1 SNOWBALL_031066_st replication initiator 1 6.827 7.131| 2.680E-04(8.81E-03| -1.23 PiNN-up




latent transforming growth factor beta binding

LTBP4 SNOWBALL_031132_st ) 7.418 7.710| 2.682E-04| 8.81E-03| -1.22 PiNN-up
protein 4

ITGAV SNOWBALL 018091 st | mte8"in alpha V (vitronectin receptor, alpha 7.060|  6.557| 2.6586-04|8.816-03| 1.42 | Duroc-up

- - polypeptide, antigen CD51)

MIOS SNOWBALL 012588 st | ssing oocyte, meiosis regulator, homolog 6.898| 6.340| 2.679€-04|8.81E-03| 1.47 | Duroc-up
(Drosophila)

KDMA4A SNOWBALL 031356_st lysine (K)-specific demethylase 4A 5.648 5.956| 2.704E-04| 8.86E-03| -1.24 PiNN-up

MLXIP SNOWBALL_016466_st MLX interacting protein 7.937| 8.331| 2.731E-04|8.91E-03| -1.31 PiNN-up

IBTK SNOWBALL_002440_st L’:::::c’r of Bruton agammaglobulinemia tyrosine 6.924| 6.419 2.7356-04[8.91E-03| 1.42 | Duroc-up
Ssc_hash_S18556206 BX924857 Sus Scrofa library

AR SNOWBALL_030412_st (scan) Sus scrofa cDNA clone scan0025.k.15 5prim, 4.361 3.789| 2.739E-04|8.91E-03| 1.49 Duroc-up
mRNA

ZC3H11A SNOWBALL_021806_s_st |zinc finger CCCH-type containing 11A 9.168 8.590| 2.736E-04|8.91E-03] 1.49 Duroc-up

SGPP1 SNOWBALL_003227_st sphingosine-1-phosphate phosphatase 1 7.350 6.851| 2.759E-04|8.94E-03| 1.41 Duroc-up

GMFB SNOWBALL_029690_st glia maturation factor, beta 4.393 3.649| 2.754E-04| 8.94E-03| 1.67 Duroc-up

TAB3 SNOWBALL 027934 _st ;G F-beta activated kinase 1/MAP3K7 binding protein | ¢ o)1 ¢ 100l 5 764F 04| 8.94E-03| 170 | Durocup

SDAD1 SNOWBALL_011454_st SDA1 domain containing 1 6.195 5.589( 2.773E-04| 8.95E-03| 1.52 Duroc-up

ANXA10 SNOWBALL_018753_st annexin A6-like 7.070 7.453( 2.788E-04(8.97E-03] -1.30 PiNN-up
Ssc_hash_529974063 PDUts1082G08 Porcine testis

PTEN SNOWBALL_037155_st cDNA library | Sus scrofa cDNA clone PDUts1082G08 6.818 5.983| 2.790E-04(8.97E-03| 1.78 Duroc-up
S5prime similar to homologue to ref

ABCF3 SNOWBALL 025845 _s_st ?Tp‘bmd'”g cassette, sub-family F (GCN20), member | o \5) ¢ 907 2 796£-04|8.986-03| -1.27 | PiNN-up

GTPBP1 SNOWBALL_006836_st GTP binding protein 1 6.843 7.084| 2.807E-04| 8.98E-03| -1.18 PiNN-up

ATP2B1 SNOWBALL_007705_s_st [ATPase, Ca++ transporting, plasma membrane 1 9.322 8.800| 2.807E-04|8.98E-03| 1.44 Duroc-up

QKI SNOWBALL_030765_st quaking homolog, KH domain RNA binding (mouse) 8.490 7.858| 2.820E-04|9.01E-03| 1.55 Duroc-up

PICK1 SNOWBALL_006795_st protein interacting with PRKCA 1 6.567 7.091| 2.832E-04|9.01E-03| -1.44 PiNN-up

AUP1 SNOWBALL_005240_st ancient ubiquitous protein 1 8.589 8.877| 2.833E-04{9.01E-03] -1.22 PiNN-up

LOC100152425 [SNOWBALL_010567_s_st |envelope glycoprotein-like 6.556 5.282] 2.838E-04|9.01E-03] 2.42 Duroc-up

CTNS SNOWBALL_015056_st cystinosis, nephropathic 5.258 5.713( 2.864E-04(9.04E-03| -1.37 PiNN-up

I Ipha-k | h

OGDH SNOWBALL 019926_st Ej‘:fal:;zz;e (alpha-ketoglutarate) dehydrogenase 9.392| 9.794| 2.859€-04|9.04E-03| -1.32 | PiNN-up

MOCS1 SNOWBALL_025194 s st |molybdenum cofactor synthesis 1 6.077 6.455| 2.867E-04]|9.04E-03| -1.30 PiNN-up

PJA2 SNOWBALL_034888_st praja ring finger 2 7.346] 6.639| 2.859E-04(9.04E-03| 1.63 Duroc-up




Ssc_hash_S18557668 BX926319 Sus Scrofa library

SNOWBALL_035691_st (scan) Sus scrofa cDNA clone scan0021.c.05 5prim, 5.730 5.053( 2.884E-04(9.08E-03| 1.60 Duroc-up
mRNA
IBTK SNOWBALL_002456_s_st :(T:;i:or of Bruton agammaglobulinemia tyrosine 7.578|  7.068| 2.910E-04|9.14E-03| 1.42 | Duroc-up
RAB11FIP2 SNOWBALL _016856_s_st |RAB11 family interacting protein 2 (class ) 7.519 6.942]| 2.912E-04(9.14E-03] 1.49 Duroc-up
C180rf8 SNOWBALL 008665 _st chromosome 18 open reading frame 8 6.101 6.397| 2.928E-04(9.17E-03]| -1.23 PiNN-up
EIF1AX SNOWBALL_020065_st eukaryotic translation initiation factor 1A, Y-linked 9.298 8.662( 2.941E-04|9.19E-03| 1.55 Duroc-up
TGS1 SNOWBALL_005820_st trimethylguanosine synthase 1 6.091 5.868| 2.994E-04(9.33E-03] 1.17 Duroc-up
HAUS6 SNOWBALL_003221_st HAUS augmin-like complex, subunit 6 5.579 5.119| 2.993E-04(9.33E-03| 1.38 Duroc-up
IL6ST SNOWBALL 045321 st 'rr:;r;‘:gf)m 6 signal transducer (gp130, oncostatin M 7.642|  7.022| 3.021E-04|9.40€-03| 1.54 | Duroc-up
NID1 SNOWBALL_047565_st nidogen 1 7.159 7.535| 3.029E-04|9.40E-03| -1.30 PiNN-up
TMEMA47 SNOWBALL_035530_st transmembrane protein 47 7.643 6.820( 3.043E-04|9.43E-03| 1.77 Duroc-up
FASTKD1 SNOWBALL_017854_st FAST kinase domains 1 6.234 5.708| 3.068E-04|9.48E-03| 1.44 Duroc-up
SNX16 SNOWBALL_005681_st sorting nexin 16 6.456 5.686| 3.069E-04(9.48E-03| 1.71 Duroc-up
LOC100301250 |SNOWBALL_022089_s_st || 5707 MRNA, clone:SMGO10007H12, expressed | jco] 5 5a)l 3 08aF 04| 9.51E-03| -235 | PiNN-up
in submaxillary gland
TT thol f H. i
C200rf32 SNOWBALL_000495_st | 1>0>G00000000585 orthologue of H. sapiens 4.536| 4.972| 3.096€-04{9.536-03| -1.35 | PiNN-up
chromsome 20 open reading frame 32 (C200rf32)
ACVR1B SNOWBALL_033995_st activin A receptor, type IB 5.878 6.522| 3.108E-04|9.54E-03] -1.56 PiNN-up
latent transformi th factor beta bindi
LTBP1 SNOWBALL_005459_s_st ;rjt';mrjns orming growth factor beta binding 6.358|  6.738| 3.117€-04|9.54E-03| -1.30 | PiNN-up
GSK3A SNOWBALL_008261_st glycogen synthase kinase 3 alpha 8.313 8.590( 3.121E-04|9.54E-03| -1.21 PiNN-up
GOLT1B SNOWBALL_007334_st golgi transport 1B 6.576 6.207| 3.113E-04(9.54E-03] 1.29 Duroc-up
PRRC2C SNOWBALL 035536_st proline-rich coiled-coil 2C 9.312 8.957| 3.143E-04]|9.59E-03| 1.28 Duroc-up
MRPS18B SNOWBALL_001142_s_st | >0>G00000001284 mitochondrial ribosomal 5.487| 5.862| 3.169E-04|9.62E-03| -1.30 | PiNN-up
protein S18B
LMNA SNOWBALL_006043_st lamin A/C 6.805 7.054| 3.169E-04|9.62E-03| -1.19 PiNN-up
PAPOLG SNOWBALL_005382_st poly(A) polymerase gamma 5.938 5.483| 3.169E-04|9.62E-03| 1.37 Duroc-up
SNOWBALL_039449 st 4.067 3.554| 3.198E-04(9.69E-03] 1.43 Duroc-up
AGPS SNOWBALL 018048 st alkylglycerone phosphate synthase 8.029 7.430| 3.220E-04|9.73E-03] 1.51 Duroc-up
Ssc_hash_S$26724500 AJ960584 KN404 2 Sus scrofa
ZEB2 SNOWBALL_033397_st - - - 6.670 6.068| 3.218E-04(9.73E-03] 1.52 D -
— —*' |cDNA clone C0007751p11 5prime, mRNA uroc-up
TSC22D1 SNOWBALL_013893_st TSC22 domain family, member 1 7.029 7.421| 3.267E-04(9.76E-03| -1.31 PiNN-up
GGA2 SNOWBALL 013224 st |80!8-@ssociated, gamma adaptin ear containing, ARF | ¢ co5 ¢ o701 3 y5c 04| 9.766:03| -131 | PiNN-up

binding protein 2




KLHL29 SNOWBALL_045545_st kelch-like 29 (Drosophila) 6.739 7.120| 3.270E-04|9.76E-03] -1.30 PiNN-up
CENPP SNOWBALL_004690_st centromere protein P 5.856 5.442( 3.267E-04|9.76E-03| 1.33 Duroc-up
Activating signal cointegrator 1 complex subunit 3 (EC
ASCC3 SNOWBALL _002617_st 3.6.1.-)(ASC-1 complex subunit p200)(Trip4 complex 6.881 6.410| 3.275E-04|9.76E-03| 1.39 Duroc-up
subunit p200)(Helicase, ATP binding 1)
DNAJC13 SNOWBALL_015652_st Dnal (Hsp40) homolog, subfamily C, member 13 7.158 6.664| 3.276E-04|9.76E-03] 1.41 Duroc-up
TPX2 SNOWBALL 019270_s_st Lz)f/?;)m'cromb”'e'assoc'ated' homolog (Xenopus 5.681| 5.151| 3.2486-04/9.76E-03| 1.44 | Duroc-up
EEA1 SNOWBALL_007751_st early endosome antigen 1 7.633 6.831| 3.260E-04(9.76E-03| 1.74 Duroc-up
KIAA1429 SNOWBALL_005631_st KIAA1429 8.272 7.843( 3.299E-04|9.80E-03| 1.35 Duroc-up
THOC2 SNOWBALL_023523_st  |THO complex 2 7.017 6.341| 3.301E-04|9.80E-03| 1.60 Duroc-up
METTL14 SNOWBALL_011785_st methyltransferase like 14 5.782 5.438| 3.307E-04|9.81E-03]| 1.27 Duroc-up
HMCN1 SNOWBALL_012880_st hemicentin 1 6.750 6.340( 3.345E-04|9.90E-03| 1.33 Duroc-up
Small nucleolar RNA SNORA42/SNORAS8O family .
SNORA42 SNOWBALL_006246_st 7.161 7.686| 3.359E-04|9.90E-03| -1.44 PiNN-
~ —" |[Source: RFAM;Acc:RF00406] P
C170rf80 SNOWBALL 014220 st chromosome 17 open reading frame 80 6.102 6.427| 3.359E-04(9.90E-03| -1.25 PiNN-up
COX4NB SNOWBALL_029094_st COX4 neighbor 7.408 7.722| 3.363E-04|9.90E-03| -1.24 PiNN-up
RTN3 SNOWBALL_038062_st reticulon 3 6.310] 5.826| 3.368E-04|9.90E-03| 1.40 Duroc-up
KPNA4 SNOWBALL 034883 st karyopherin alpha 4 (importin alpha 3) 4.841 4.213| 3.396E-04|9.97E-03] 1.55 Duroc-up
Ssc_hash_S529976328 PDUts1109C03 Porcine testis
LMAN1 SNOWBALL_028676_st cDNA library | Sus scrofa cDNA clone PDUts1109C03 6.641 5.952| 3.405E-04|9.98E-03] 1.61 Duroc-up
5prime similar to homologue to gb
SNOWBALL 031048 st | °C-"13sN_516766791 834332 MARC 3PIG Sus scrofa 6.675| 7.376| 3.414E-04|9.996-03| -1.63 | PiNN-up
cDNA 5prime, mRNA
PDK3 SNOWBALL 031432 st pyruvate dehydrogenase kinase, isozyme 3 6.588 5.795| 3.426E-04|9.99E-03] 1.73 Duroc-up
PREDICTED: Sus scrofa similar to ubiquitin specific
USP15 SNOWBALL_025225_st 7.047 6.005| 3.426E-04(9.99E-03] 2.06 Duroc-
- —"  |peptidase 15 (LOC100152172), mRNA R
SLMAP SNOWBALL_015567_st sarcolemma associated protein 8.678 8.113| 3.435E-04| 1.00E-02] 1.48 Duroc-up
SLC48A1 SNOWBALL 034650_st solute carrier family 48 (heme transporter), member 1 6.347 6.693| 3.450E-04| 1.00E-02| -1.27 PiNN-up
SEL1L SNOWBALL 036127 st sel-1 suppressor of lin-12-like (C. elegans) 7.179 6.712| 3.453E-04| 1.00E-02| 1.38 Duroc-up
FTSJ1 SNOWBALL 016308 s st |Fts) homolog 1 (E. coli) 11.063| 10.651| 3.464E-04|1.00E-02] 1.33 Duroc-up
KIAA1731 SNOWBALL_012459_st KIAA1731 5.423 5.079| 3.473E-04|1.00E-02| 1.27 Duroc-up
hosphoinositide-3-ki lat itl
PIK3R1 SNOWBALL_018737_st ?algzz)o'”os' ide-3-kinase, regulatory subuni 8.786| 8.245| 3.479-04{1.00e-02| 1.45 | Duroc-up
UBR3 SNOWBALL 017932 st |UPlauitin protein ligase E3 componentn-recognin3 | 10l g ee0l 3.546F-04] 1.026-02| 1.39 | Duroc-up

(putative)




XIRP2 SNOWBALL_031422_st xin actin-binding repeat containing 2 12.434| 11.732| 3.543E-04| 1.02E-02| 1.63 Duroc-up
ATRX SNOWBALL_033081_st ﬁlnpkzthalassem'a/ mental retardation syndrome X- 6.676| 5.898| 3.538-04|1.02E-02| 1.72 | Duroc-up
CMYAS SNOWBALL_030400_st cardiomyopathy associated 5 12.403( 12.057| 3.556E-04|1.02E-02| 1.27 Duroc-up
DNAJB6 SNOWBALL_019579_st Dnal (Hsp40) homolog, subfamily B, member 6 5.987 6.315| 3.571E-04| 1.02E-02 -1.26 PiNN-up
ITGAG SNOWBALL_017934 st integrin, alpha 6 7.056 6.430( 3.578E-04(1.02E-02| 1.54 Duroc-up
ECHDC1 SNOWBALL 002346_st enoyl CoA hydratase domain containing 1 6.537 5.674| 3.576E-04| 1.02E-02| 1.82 Duroc-up
MED15 SNOWBALL_016733_s_st |mediator complex subunit 15 6.809 7.166( 3.597E-04( 1.02E-02| -1.28 PiNN-up
MATN?2 SNOWBALL_005777_st matrilin 2 6.635 6.313| 3.593E-04|1.02E-02 1.25 Duroc-up
GKAP1 SNOWBALL_031654_st G kinase anchoring protein 1 7.250 6.465| 3.588E-04(1.02E-02] 1.72 Duroc-up
LOC100152287 [SNOWBALL_010708_st telomerase protein component 1-like 6.742 7.183| 3.615E-04| 1.03E-02| -1.36 PiNN-up
DPP9 SNOWBALL_029945_st dipeptidyl-peptidase 9 6.967 7.241| 3.659E-04| 1.03E-02| -1.21 PiNN-up
GSPT1 SNOWBALL_031743 st G1 to S phase transition 1 6.577 5.876| 3.658E-04(1.03E-02] 1.63 Duroc-up
LOC100155995 [SNOWBALL 034174 st | >C-112sh-540064881 rfat0122_m2lylfatSusscrofa |, g)al 7 5711 3 652604 1.036-02] 171 | Duroc-up
- - cDNA 5prime, mRNA

SNOWBALL_041955_st 6.492 5.989| 3.666E-04| 1.03E-02| 1.42 Duroc-up
CTSD SNOWBALL_023340_st cathepsin D 8.433 8.860( 3.680E-04|1.03E-02| -1.34 PiNN-up
RSF1 SNOWBALL_023065_s_st |remodeling and spacing factor 1 6.681 6.099( 3.680E-04|1.03E-02| 1.50 Duroc-up
GLS SNOWBALL_023891_st glutaminase 6.449 5.657| 3.721E-04(1.04E-02] 1.73 Duroc-up
R3HDM2 SNOWBALL_040857_st R3H domain containing 2 10.375| 10.167| 3.744E-04]1.05E-02| 1.15 Duroc-up
LMAN1 SNOWBALL_003065_st lectin, mannose-binding, 1 7.722 7.253( 3.739E-04( 1.05E-02| 1.38 Duroc-up
PLCBA4 SNOWBALL 032655 st | >C-"ash-540439733 rret27_fl4.yl ret Sus scrofa 5.128| 4.178| 3.741E-04|1.056-02| 1.93 | Duroc-up

- - cDNA 5prime, mRNA

OPA1 SNOWBALL_016209_st optic atrophy 1 (autosomal dominant) 7.599 7.114| 3.756E-04| 1.05E-02| 1.40 Duroc-up
KIAAO776 SNOWBALL_002367_st KIAAO776 7.829 7.133( 3.783E-04( 1.05E-02 1.62 Duroc-up
IKZF2 SNOWBALL_036690_st IKAROS family zinc finger 2 (Helios) 7.881 6.949| 3.783E-04( 1.05E-02] 1.91 Duroc-up
EPHX2 SNOWBALL_016316_st epoxide hydrolase 2, cytoplasmic 5.652 6.722| 3.793E-04| 1.05E-02| -2.10 PiNN-up
CDK11A SNOWBALL_008533_st cyclin-dependent kinase 11A 6.179 6.375( 3.797E-04| 1.05E-02| -1.15 PiNN-up
RUFY2 SNOWBALL_017165_s_st |RUN and FYVE domain containing 2 6.610 5.858( 3.805E-04(1.05E-02| 1.68 Duroc-up
PGPEP1 SNOWBALL 031120 st pyroglutamyl-peptidase | 7.735 8.131| 3.829E-04|1.06E-02| -1.32 PiNN-up
USP1 SNOWBALL_009163_st ubiquitin specific peptidase 1 5.908 5.143( 3.824E-04( 1.06E-02| 1.70 Duroc-up
TMEM115 SNOWBALL_015426_st transmembrane protein 115 6.659 7.052| 3.838E-04(1.06E-02| -1.31 PiNN-up
LOC220906 SNOWBALL 008863 x_st [hypothetical LOC220906 5.350 5.019| 3.852E-04(1.06E-02] 1.26 Duroc-up
TLK1 SNOWBALL_ 023938 st tousled-like kinase 1 4.005 3.514| 3.862E-04| 1.06E-02| 1.41 Duroc-up
PUM2 SNOWBALL_033869_st pumilio homolog 2 (Drosophila) 7.291 6.690( 3.859E-04|1.06E-02| 1.52 Duroc-up
LPP SNOWBALL_044892_s_st |hypothetical LOC100520104 7.798|  7.046| 3.861E-04[1.06E-02| 1.68 | Duroc-up
LARP4 SNOWBALL_007080_st La ribonucleoprotein domain family, member 4 8.460 8.223| 3.872E-04|1.06E-02| 1.18 Duroc-up




MRPS24 SNOWBALL_019875_st mitochondrial ribosomal protein S24 7.460 7.916| 3.888E-04| 1.06E-02| -1.37 PiNN-up
DNAJC21 SNOWBALL_018581_st Dnal (Hsp40) homolog, subfamily C, member 21 9.099 8.395( 3.885E-04| 1.06E-02| 1.63 Duroc-up
ZBTB38 SNOWBALL_028237_st zinc finger and BTB domain containing 38 5.784 5.073( 3.891E-04| 1.06E-02| 1.64 Duroc-up
PREDICTED: Sus scrofa similar to Serine protease
HTRA1 SNOWBALL_025015_s_st |HTRAL precursor (L56) (Serine protease 11) 8.152 8.479] 3.923E-04]|1.06E-02| -1.26 PiNN-up
(LOC100156868), MRNA
ZER1 SNOWBALL 039543 st protein zer-1 homolog 6.162 6.472| 3.930E-04| 1.06E-02| -1.24 PiNN-up
PRAF2 SNOWBALL_020336_st PRA1 domain family, member 2 6.958 7.258| 3.922E-04]| 1.06E-02| -1.23 PiNN-up
ZDHHC21 SNOWBALL_003155_st zinc finger, DHHC-type containing 21 6.311 5.695( 3.918E-04| 1.06E-02 1.53 Duroc-up
SNX6 SNOWBALL_010669_st sorting nexin 6 7.129 6.479( 3.924E-04| 1.06E-02 1.57 Duroc-up
CNIH SNOWBALL_047527_st cornichon homolog (Drosophila) 4.483 4.086( 3.939E-04|1.06E-02| 1.32 Duroc-up
BAT4 SNOWBALL_001255_s_st [OTTSUSG00000001331 HLA-B associated transcript 4 7.022 7.334( 3.953E-04( 1.06E-02| -1.24 PiNN-up
FADD SNOWBALL_040044_st Fas (TNFRSF6)-associated via death domain 5.723 6.017| 3.958E-04| 1.06E-02| -1.23 PiNN-up
PLBD2 SNOWBALL_016644_st phospholipase B domain containing 2 6.430 6.713( 3.950E-04| 1.06E-02| -1.22 PiNN-up
RNF138 SNOWBALL_009212_st ring finger protein 138 6.375 5.959| 3.970E-04| 1.06E-02| 1.33 Duroc-up
NFIA SNOWBALL_047424 st nuclear factor 1 A-type-like 6.285 5.702| 3.974E-04|1.06E-02| 1.50 Duroc-up
Ssc_hash_S518291732 BP143457 full-length enriched
LOC100518573 [SNOWBALL_028095_st swine cDNA library, adult ovary Sus scrofa cDNA clone 6.019 5.712] 3.987E-04| 1.07E-02| 1.24 Duroc-up
OVR010031E12 5prime, mRNA
ATXN1 SNOWBALL_025441_st ataxin 1 5.661 6.116( 4.016E-04| 1.07E-02| -1.37 PiNN-up
PPM1H SNOWBALL_025224 st protein phosphatase, Mg2+/Mn2+ dependent, 1H 3.458 3.798| 4.012E-04]| 1.07E-02| -1.27 PiNN-up
TRAPPC1 SNOWBALL 014845 s st [trafficking protein particle complex subunit 1-like 6.909 7.234( 4.004E-04(1.07E-02| -1.25 PiNN-up
SPAST SNOWBALL_005093_s_st |spastin 8.458 8.049( 4.014E-04|1.07E-02| 1.33 Duroc-up
WDR70 SNOWBALL_018623_st WD repeat domain 70 7.562 7.165( 4.031E-04| 1.07E-02| 1.32 Duroc-up
PLA2G15 SNOWBALL_007952_st phospholipase A2, group XV 5.815 6.199| 4.038E-04| 1.07E-02 -1.30 PiNN-up
ZNF518B SNOWBALL_041202_st zinc finger protein 518B 5.750 6.137| 4.068E-04]| 1.07E-02| -1.31 PiNN-up
RAD21 SNOWBALL 000791 _s_st |RAD21 homolog (S. pombe) 7.379 6.931| 4.063E-04|1.07E-02| 1.36 Duroc-up
ADARB1 SNOWBALL_015876_st adenosine deaminase, RNA-specific, B1 6.389 6.751( 4.131E-04( 1.09E-02| -1.29 PiNN-up
SRF SNOWBALL 042602 s_st |°€"UM response factor (c-fos serum response element-| ¢ )| ¢ cocl 4 136F 04l 1.00-02| -1.27 | PiNN-up
binding transcription factor)
EML4 SNOWBALL_005046_st echinoderm microtubule associated protein like 4 6.181 5.915| 4.144E-04|1.09E-02] 1.20 Duroc-up
TMEMS87A SNOWBALL_003302_st transmembrane protein 87A 7.431 7.090( 4.141E-04| 1.09E-02| 1.27 Duroc-up
CD2AP SNOWBALL_010069_st CD2-associated protein 6.108 5.561| 4.133E-04| 1.09E-02| 1.46 Duroc-up
THOC1 SNOWBALL_026487_s_st |THO complex 1 6.488 5.939| 4.168E-04| 1.09E-02| 1.46 Duroc-up
LOC100519047 [SNOWBALL 014151 s_st [ubiquitin-conjugating enzyme E2 O-like 6.558 7.103| 4.203E-04| 1.10E-02| -1.46 PiNN-up
Mtmr6 SNOWBALL_035945_st myotubularin related protein 6 6.662 6.898| 4.270E-04|1.11E-02| -1.18 PiNN-up




PDESA SNOWBALL 010849 s st [phosphodiesterase 8A 6.759 6.329]| 4.277E-04| 1.11E-02] 1.35 Duroc-up
Ssc_hash_S520948340 AJ660063 KN277 Sus scrofa
UPF2 SNOWBALL_031131_st cDI\TA cIo;e C0005218_P16, MRNA 7.270 6.518| 4.304E-04| 1.12E-02| 1.68 Duroc-up
ERLEC1 SNOWBALL _004980_st endoplasmic reticulum lectin 1 7.731 7.188| 4.335E-04|1.13E-02| 1.46 Duroc-up
SNX29P2 SNOWBALL_004593_st RUN domain containing 2A 6.360 6.625( 4.371E-04( 1.13E-02| -1.20 PiNN-up
CSF1 SNOWBALL 006352_st colony stimulating factor 1 (macrophage) 5.709 6.186| 4.400E-04|1.14E-02] -1.39 PiNN-up
DDR2 SNOWBALL 021949 st discoidin domain receptor tyrosine kinase 2 5.208 4.672| 4.399E-04|1.14E-02] 1.45 Duroc-up
DCTN5 SNOWBALL_013227_st dynactin 5 (p25) 6.965 7.365| 4.435E-04| 1.15E-02| -1.32 PiNN-up
SNOWBALL_041706_st 4.974 5.404| 4.452E-04] 1.15E-02| -1.35 PiNN-up
PPM1A SNOWBALL_003240_st protein phosphatase, Mg2+/Mn2+ dependent, 1A 9.884 9.478| 4.450E-04]1.15E-02] 1.33 Duroc-up
CYHR1 SNOWBALL 005543 st cysteine/histidine-rich 1 5.990 6.370| 4.480E-04|1.15E-02] -1.30 PiNN-up
CEP110 SNOWBALL_046851_st centrosomal protein 110kDa 5.681 4.951| 4.492E-04| 1.15E-02] 1.66 Duroc-up
MAP3K7 SNOWBALL_000026_s_st |OTTSUSG00000001552 7.752 7.347| 4.500E-04]|1.15E-02| 1.32 Duroc-up
CALCRL SNOWBALL_018225_st calcitonin receptor-like 7.905 7.402| 4.510E-04|1.15E-02] 1.42 Duroc-up
CAB39 SNOWBALL_018357_st calcium binding protein 39 8.681 8.388| 4.533E-04|1.16E-02] 1.22 Duroc-up
Eﬂﬁgj SNOWBALL 004833 _st charged multivesicular body protein 3-like 5.008 5.437| 4.543E-04|1.16E-02| -1.35 PiNN-up
KCNJ12 SNOWBALL 033774 st |POt@ssium inwardly-rectifying channel, subfamily J 6.552| 7.027| 4.552E-04|1.166-02| -1.39 | PiNN-up
member 12
SNOWBALL_045569_st 5.681 6.140| 4.637E-04| 1.16E-02 -1.38 PiNN-up
GYS1 SNOWBALL_008279_st glycogen synthase 1 (muscle) 10.303| 10.712| 4.646E-04]|1.16E-02| -1.33 PiNN-up
LMAN2L SNOWBALL 004742_st lectin, mannose-binding 2-like 6.890 7.259| 4.626E-04|1.16E-02] -1.29 PiNN-up
GPS2 SNOWBALL_014898 st G protein pathway suppressor 2 7.895 8.191| 4.654E-04|1.16E-02| -1.23 PiNN-up
TTLL12 SNOWBALL_006731_st tubulin tyrosine ligase-like family, member 12 6.721 6.992| 4.643E-04]| 1.16E-02| -1.21 PiNN-up
Ssc_hash_S50175297 susfleck LV_N_62 B04
SNOWBALL_032803_st SUSFLECK Liver Normalized Sus scrofa cDNA clone 4.402 4.656( 4.623E-04|1.16E-02| -1.19 PiNN-up
62_B04, mRNA
MTFR1 SNOWBALL_006020_st mitochondrial fission regulator 1 5.684 5.315| 4.657E-04| 1.16E-02] 1.29 Duroc-up
TLK1 SNOWBALL_017886_s_st [tousled-like kinase 1 6.697 6.237| 4.567E-04|1.16E-02] 1.38 Duroc-up
FAM190B SNOWBALL_017354_s_st |family with sequence similarity 190, member B 7.698 7.193| 4.609E-04|1.16E-02| 1.42 Duroc-up
TOP2B SNOWBALL_015214_st topoisomerase (DNA) Il beta 180kDa 7.279 6.753| 4.618E-04|1.16E-02| 1.44 Duroc-up
KBTBD3 SNOWBALL 012394 st kelch repeat and BTB (POZ) domain containing 3 5.913 5.357| 4.601E-04| 1.16E-02| 1.47 Duroc-up
SNOWBALL_040151_st 5.495 4.919| 4.611E-04(1.16E-02| 1.49 Duroc-up
PMS1 SNOWBALL 018232 st |/ I>1 postmeiotic segregation increased 1 (S. 6.182| 5.574| 4.6286-04|1.16E-02| 1.52 | Duroc-up
- - cerevisiae)
LMBRD2 SNOWBALL_031733_st LMBR1 domain containing 2 5.698 5.070( 4.584E-04| 1.16E-02 1.55 Duroc-up
METAP2 SNOWBALL_007760_st methionyl aminopeptidase 2 8.371 7.716| 4.655E-04| 1.16E-02| 1.57 Duroc-up




serine/threonine-protein phosp