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AR, 18R A BA RN RER A R IF3RE
BLIES DR R A N (v R Y/E S e 3 e
. Az SRR A BB i ) AR BT BAsk
B (R AR 4R 20, 345 28 T I 24 3
MIRTE KRS MTEKMASHRE. ME. TE
A E AR, HHEBEARGH EERSE, R
— N ESERBMAEYR A S RE, Kb BA 2R
SAEBESIARE, S KBS X RitT
YIRS EARR]. AT RORT U S 2 Ak i e e 2 50
e IR, R B AR, xR S

512

(g FLR B ThBe BT IR R A R A B
HANEESRINMENIX R, mmE. FeEsm. &
W MRS LR, Hrh AN o S0,
SR IX AN EI M RGP B RH 2O FEY, 124K
IEIERFFFCE 2. R R B R, HHE
2 WERE AR I T KR RICE . i R A
B R ERAE BB T RV E KR B
ALY, LA FE 3 0 7 2 ST A KR A
SERILFE, TR LRI T 2 AMEE RN 2F
WA . PRI BT . LR
B, I ELIX e b i KA A 4R T FR
oA T 5038 A T L E RS R, R A T IS
J AR B R E RO A S, 1 R R R AR
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There has been a big gap between macroevolution and microevolution studies since Darwin. Despite synthesis between evolution and
modern genetics at the beginning of the 20th century, evolutionary biology has been largely unable to address the genetic bases of
endless forms in nature. In this review, we briefly introduce the history, especially the recent advances of integrating macroevolution
and microevolution studies. A new direction we have proposed in this field, evolutionary genotype-phenotype systems biology
(eGPS), will be able to largely fill the gap. We are planning to use the eGPS approach to address the genetic basis of evolution of
ruminants and their unique characteristics, which is introduced in detail in this review.
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