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L S P-value L S P-value L S P-value
Blymph. 64 136 3.90E-04 31 67 3.55E-04 15 30 3.57E-02
MEF.a 75 111 1.01E-02 31 62 1.71E-03 11 33  1.26E-03 L ber of th
MEF.b 44 175 <22E-16 23 100 122E-12 12 51  7.46E-07 - umber of genes wit
NSC.a 17 225 <22E-16 5 139 <22E-16 2 80  <2.2E-16 3'UTR lengthening
NSC.bl 16 203 <22E-16 9 120 <2.2E-16 3 70 <2.2E-16 _
NSCb2 22 224 <22E-16 7 135 <22E-16 4 73 <2.2E-16 | S, numberof genes with
BJ 66 194 8.60E-16 29 103 6.47E-11 7 58 4.27E-11 3'UTR shortening
MRC5 127 200 6.42E-05 59 105 4.08E-04 30 47  6.75E-02
NFF 63 167 4.79E-12 24 98 8.34E-12 9 48 1.52E-07
NHDF 58 168 1.35E-13 16 84 261E-12 7 51  2.40E-09
sC 359 24 <22E-16 204 6 <22E-16 108 2  <2.2E-16
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