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Molecular authentication of Sailonggu and its resource
distribution in Qinghai-Tibet Plateau
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( Key Laboratory of Adaptation and Evolution of Plateau Biota Northwest Institute of Plateau Biology
Chinese Academy of Sciences Xining 810008 China)

Abstract  To provide accurate information on geographic distribution of crude drug Sailonggu in the plateau we identified zokor
species ( Eospalax spp.) in Qinghai-Tibet Plateau using molecular methods. Based on the mitochondrial cytochrome B ( ¢ytb) gene se—
quences we then extracted haplotypes from these sequences and reconstructed phylogenetic trees for the haplotypes using both maxi—
mum likelihood ( ML) and Bayesian inference ( BI) methods. Based on the trees the species of each sample were determined. Five
hundred and three samples from 35 populations were sequenced and their whole cytb sequences (1 140 bp) were obtained. From these
sequences 150 haplotypes were detected in which 126 were Eospalax baileyi 20 were E. cansus and 4 were E. smithi of the 35
populations 28 were E. baileyi type 5 were E. cansus type and the remaining 2 were mixed of E. baileyi + E. cansus ( DT2) and
E. baileyi + E. smithi ( ZN3) . The results showed that the regions around the Qinghai lake and near the upper stream of Yellow Riv—-
er started at Guide could be viewed as the producing area of authentic Sailonggu and also the cyth gene is a powerful molecular mark—
er to determine the species of zokors as well as for the authentication of geographic distribution of Sailonggu.
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Table 1 ~ Sampling sites sample size and haplotype distribution of zokors
/m
BM 100°33749. 932" 33°7728. 308" 3705 14 H1-H4 Eb
CD1 97°1477. 404" 33°21°12. 816" 4390 13 HS Eb
CD2 97°2821.792" 33°1275. 508" 4 450 14 H6-H9 Eb
CD3 96°5637. 392" 33°46°10. 704" 4 550 14 H10 Eb
DT1 101°4720. 688" 37°97. 308" 2 988 19 H11-H23 Eb
DT2 101°4373. 972" 36°50729. 148" 2393 7 H24-H26 Eb + Ec
GC 99°42°41. 400" 37°1079. 408" 3235 14 H27-H29 Eb
GD 101°33°14. 112" 36°17°57. 732" 3119 11 H30-H33 Eb
GH 99°44°5. 928" 37°2°1. 752" 3209 14 H27 Eb
GN1 101°4-8. 868" 35°46°32. 088" 3 255 17 H34-H39 Eb
GN2 100°27742. 588" 35°34-38. 568" 3 306 19 H40-H44 Eb
GN3 101°1874. 392" 35°4672. 820" 3302 12 H36 H45-H47 Eb
HL 102°17749. 668" 36°11°18. 528" 3185 14 H48-H54 Eb
HN 101°33-35. 172" 34°4629. 568" 3552 14 H55-H58 Eb
HY 101°4741. 412" 36°39°16. 560" 3043 16 H30 H59-H66 Eb
HZ1 102°1147. 328" 36°42°14. 148" 2 880 10 C27-C29 Ec
HZ72 102°1521. 600" 37°277.260" 2 857 15 H67-H72 Eb
JZ1 101°2929. 580" 33°15735. 568" 3741 17 H73-H76 Eb
172 100°49°19. 632" 33°36°17. 892" 3 847 14 H77-H80 Eb
LD 102°38-15. 288" 36°34°54. 588" 3 000 11 C30-C33 Ec
MHI1 102°43-40. 188" 36°2°54. 492" 2 670 11 (C34-C38 Ec
MH2 102°49°16. 248" 36°15730. 240" 2313 13 H81-H84 Ec
MY 101°49731. 620" 37°19724. 528" 2715 15 H85-H86 Eb
PA 101°582. 064" 36°2227. 480" 2 750 11 (C39-C40 Ec
QL1 100°11-35. 340" 38°6°14. 688" 3213 14 H87-H90 Eb
QL2 100°31-31. 872" 37°39734. 488" 3 566 16 H27 H91-H95 Eb
REG2 102°5324. 000" 33°54°53. 496" 3450 14 H96-H100 Eb
REG3 102°3159. 916" 33°2436. 900" 3490 15 H101-H102 Eb
REG4 102°43°16. 608" 34°6°11. 088" 3240 12 H103-H109 Eb
TJ 98°52°15. 492" 37°10746. 704" 3 840 14 H110-H114 Eb
XH 99°5577. 320" 35°51°10. 728" 3 566 14 H115-H116 Eb
ZK 100°57742. 192" 35°14-15. 540" 3428 25 H38 H117-H124 Eb
ZN1 103°14749. 740" 34°44°58. 632" 3 160 23 H125 Eb
ZN2 103°3-8. 352" 34°2272.532" 3270 12 H125 HI126-H131 Eb
ZN3 103°3376. 984" 34°44721. 444" 3020 15 H125 H132-H136 Eb + Es
. Eb. » Ec. ; Es. o
(H, £SD) 0.986 +0.001 (C27 ~C40 HO24 HO026 HO81 ~ H084)
(P, £SD) 0.062 38 £0.001 23, 4
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Fig. 1  Phylogenetic trees based on zokor cyth haplotypes
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