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Abstract Scandentia orderin Euarchontoglires consists of two families, Tupaiidaeand Ptilocercidae, including fivegenera that
contain 20 species. Genus Tupaia having 15 species is thelargest genus in the order Scandentia. Most species in Scandentia have a
karyotype 2n=52~68, among which the well-known common treeshrew (Tupaiaglis) has 2n=60, the Northern treeshrew (Tupaia-
belangeri) has 2n=62, andpygmy treeshrew (Tupaia minor) has 2n=66 and mountain treeshrew (Tupaiamontana) has 2n=68, whereas
only one species, Mindanao treeshrew (Urogaleeveretti) has 2n=44. The whole genome of Northern treeshrew (Tupaiabelangeri-
chinensis) was sequenced and assembled recently. A 2.86 GB genome was assembled which contains approximately 22 063 pro-
teincoding genes very close to human gene amount,andcontains 35% of the repeat importantelement, and 14% of the dominated
transposon in the treeshrew genome. The functional annotation of some important genes and gene families will facilitate treeshrewto
become a promising experimental animal for medicine evaluation alternativeto nonhuman primates.

Keywords Treeshrew; Whole genome; Karyotype; Scandentia; Tupaia; Chinese treeshrew (Tupaiabelangerichinensis)
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Table 1 Global statistics of the Chinese tree shrew genome (Adopted from Fan et al., 2013)

i A Fr B (bp) H#h S = (Gb) JF 57 5 25(X)
Insert size (bp) Total data (Gb) Sequence coverage (X)
(@ W 170-800+bp 187.09 58.47
Sequencing
P A i P 2-40x10° 66.36 20.74
Paired-end library
pisa 253.45 79.20
Total
N50 (Kb) K B(Kb) K/MGb)
Longest (Kb) Size (Gb)
(b) Z1zE
Assembly
GISii 22 188 272
Contig
SCHR 3656 19270 2.86
Scaffold
Bk K (Mb) HE LRI 21 1) LE 451 (%)
Number Total length (Mb) Percentage of genome (%)
(c) TR
Annotation
HEH 4 843 686 1001.9 35.01
Repeats
FHEA 22 063 743.4 25.98
Genes
4t DNA 741 166 392 31.0 1.08
CDS
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Figure 1 Specific expansion of the immunoglobulin lambda variable (IGLV) gene family in tree shrews (Adopted from Fan et al.,
2013)

Note: Gene IDs in red are tree shrew genes
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Figure 2 Trim gene cluster in tree shrew and human (Adopted
from Fan et al., 2013)
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