
Reported trait for hub genes.

Module Reported trait Gene

K1

Fertility ROMO1 [35]
Fertility C21H15orf40 [40]
Fat ANAPC16 [11]
Fat MRPL27 [46]
Fat CDK3 [64]
Growth LAMTOR5 [52]
Growth PAM16 [25]
Calf mortality LAMTOR5 [37]
Calf mortality BLOC1S1 [37]
Tenderness NDUFB4 [5]
Tenderness ELOB [43]
Tenderness TMEM147 [28]
Tenderness ATP5ME [43]
Heat stress MRPL55 [22]
Feed intake NDUFB4 [4]
Feed intake ATP5MF [45]
Feed intake SEC61G [18]
Feed intake NDUFB1 [24]
Milk PAM16 [20]

K2

Fat ACSL3 [34]
Fat NFKB1 [64]
Fat CYP2R1 [31]
Fat HSF2 [2]
Fat TMEM135 [55]
Fat PDCD4 [39]
Fat HERPUD2 [69]
Fat NMRAL1 [13]
Fertility TPD52 [60]
Fertility SMARCA1 [63]
Fertility SESTD1 [57]
Fertility POLA1 [61]
Fertility HSF2 [14]
Fertility PDCD4 [16]
Fertility CENPC [21]
Growth TMX3 [9]

1



Growth ACSL3 [1]
Growth LRP12 [54]
Growth SESTD1 [66]
Growth PDCD4 [18]
Growth NMRAL1 [25]
Milk TPD52 [21]
Milk ACSL3 [30]
Milk LRP12 [21]
Milk CENPC [21]
Feed intake CYP2R1 [67]

K4

Fat SPNS1 [64]
Fat MYOD1 [56]
Fat PDXK [48]
Fat TMUB1 [55]
Fat ARHGAP26 [38]
Fat RAB15 [64]
Fat TP73 [10]
Growth MYOD1 [11]
Growth DTYMK [36]
Growth PDXK [23]
Growth ARHGAP26 [33]
Growth RAD51C [27]
Growth IRF2BPL [12]
Fertility MYOD1 [47]
Fertility PDE8B [15]
Fertility FANCA [41]
Fertility CCDC141 [51]
Fertility RAD51C [59]
Fertility SLC16A3 [42]
Feed intake GIMAP8 [53]
Feed intake SLC16A3 [12]
Feed intake TUBB [26]
Tenderness MYOD1 [62]
Tenderness PDE8B [29]
Milk CCDC141 [68]
Milk TUBB [21]

K7

Fertility ZFP91 [17]

2



Fertility PARD3 [49]
Fertility FXR1 [59]
Fertility USP47 [59]
Fertility PLEKHM2 [32]
Fertility EIF4G3 [19]
Fertility PAFAH1B1 [16]
Fertility NCOR1 [71]
Fertility FOXJ3 [65]
Fertility KPNA4 [7]
Fertility MAP2K4 [44]
Growth PARD3 [70]
Growth EIF4G3 [24]
Growth PAFAH1B1 [58]
Growth CMYA5 [6]
Growth CAMTA2 [3]
Fat MAP2K4 [50]
Meat color PARD3 [37]
Milk PARD3 [8]

3
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