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[ Abstract]  Objective; To identify the DNA barcodes of Honglian medicinal materials commonly used in Tibetan
areas, and to provide a method for accurately identifying Honglian medicinal materials in Tibetan areas. Methods: 12 batches
of Honglian medicinal materials were collected from 5 Tibetan areas, and the DNA was extracted. PCR primers were amplified
and sequenced using ITS and psbA-trmH sequences. The sequence was similarly homologously searched from GenBank
database, using DNAMAN, Editseq, Software such as Mega searches for its specific site, calculates the genetic distance of
the sample Kimura2-parameter (k2-P), and constructs the NJ system building tree. Results: 12 batches of samples were
derived from three species. The length of ITS sequence was 552 bp and the number of mutation sites was 34. 3 kinds of rabbit
ear grasses could be distinguished at 107 bp. The length of psbA-trnH sequence was about 250 bp, and there were 12 mutation
sites, 3 kinds of Lagotis Gaertn can be distinguished at 136 bp. According to the genetic distance, N-J trees were constructed ,
and 3 kinds of Lagotis Gaertn were clearly divided into three branches. Conclusion: ITS sequence and psbA-trnH sequence can
be used as a method to identify the ear genus of Aurora, providing a method for accurate identification of Tibetan medicine.
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R, (AP MIRIE) 1996 4F JRIK 4 5t
R H B Lagotis alutacea W. W. Smith. 4%t H. ¥
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54 (TS 514): F-5'-TCCGTAGGTGAACCTGCGG-3',
R-5"-TCCTCCGCTTATTGATATGC-3'; psbA-tmH 5| %)
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F-5'-GTTATGCATGAACGTAATGCTC-3" R-5'-CGCGCA-
TGGTGGATTCACAATCC-3"; 5|#)4% 1 pL, 2 x Mix
g 15 pl, ddH,0 #hE
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VK, FESMT AL T 500 ~ 750 bp w] WL B — B 5L Ry
kil o TR PCR ) b 5 /IN o 78 B2 A BR 2 gk
Fr—A R 7 B o
2.4 FAEhbr

e 45 R 2 47 ContigExpress #E 47 1E S #f 4%,
DNAMAN $f45 K P81 Huxt, SR ] BLAST J5 i %) 4K 1%
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8 23 25 30 34 46 80 82 86
1 9. 10 * % % % # #
3 7,.8,11, 12 * T A T A * T T *
6 C T A T ® C T ® A
107 145 146 153 320 370 373 374 379
1.2.5,.9.10 * % % % # #
3.4,7,8,11, 12 T A G T A A S G
6 A G A T *
380 382 383 388 391 392 394 422 458
1.2.5,.9,.10 * * * E # # # *
3.4,.7,8,11, 12 * G C G T # T T
6 G G * * ® C ® T A
487 502 509 515 533 544 548
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3 7 11, 12 * T * * G C G
6 T T A T * * *
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%3 psbA-trnH F 3T R4S

- AR S A
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3 7.8, 11, 12 T C C
6 T C C
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