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Screening and Analysis of Differential Expressed Sequence Tags in Skin Hair

Follicles for Cashmere Goats
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Abstract: To screen and analyze the genes associated with growth of goats” wool and cashmere,
differential display reverse transcription polymerase chain reaction (DDRT-PCR) technology was
used to study the differentially expressed sequence tags ( ESTs ) at different embryo ages in skin
primary and secondary follicles of Inner Mongolia Cashmere goats. 15 ESTs were identified (Acc
_N: JK711022-JK711036) , of which 3 ESTs might play a role in the development of hair follicle,
and 5 ESTs might be related to secondary follicles and sebaceous glands. The results of bioinfor-
matics analysis showed that JK711036 shared homology with other species” TRIP12 gene, but the
function of other ESTs were unknown. All these were showed that many differential expressed
genes was associated with primary and secondary wool follicles on metabolism pathways, which
would establish molecular foundation for the formation of wool and cashmere in goats.
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Table 1 Relative mRNA levels of differential fragments at different embryo ages in skin

PN T4 T4

(HER5) 50 d 70 d 75d 80 d 90 d 100 d 120 d 130 d
JK711022  1.2940.42 4.40+0.84 3.64+0.96 3.60+2.56 — — — —
JK711025  1.2040.27 1.24+0.20 1.4140.37 1.90+1.2 — — — —
JK711027  1.1540.16 1.5840.35 1.6740.56 2.0240.80 — — — —
JK711031  1.58+0.50" 1.43+0.30" 3.07+0.72" 2.23+0.87" — — — —
JK711032  1.6540.57 1.3640.20 2.6740.47 1.8240.85 — — — —
JK711033  1.2940.30* 0.447+0.37* 11.214+1.5" 0.77=+0. 40" - - - -
JK711034 1.8840.82* 1.13+0.53* 2.2540.70* 4.60+1.12" — — — —
JK711023 — - — — 1.6540.67 0.584+0.17 1.30£0.90 1.25+0.66
JK711024 — — — — 1.3440.29" 0.044+0.01* 5.7540.58° 1.64+0.81"
JK711026 — — - 1.6140.53" 1.2540.13" 12.4541.73" 1.96=0. 23"
JK711028 — — — - 1.58+0.50" 1.9940.14* 2.99+0.84" 1.4340. 32"
JK711029 — — — — 1.48+0.97* 1.2040.30* 5.68+1.15" 5.6741.64"
JK711030 - - — - 1.4840.43" 0.4940.19* 2.03+0.98" 2.0140.08"
JK711035 — - — — 1.88%+0.78 3.20%0.06 3.82+0.57 2.1640. 36
JK711036 — — — — 1.2240.31 0.664+0.17 1.3340.62 1.27+0.30
[ —47 o AR R 7R 22 5 . 3% (P<<0. 05)

Values with different superscripts in the same row are significantly different(P<Z0. 05)
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