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Abstract

Coriaria has a strong mushroom flavor. In the market, its economic value is much higher than other
Lentinus edodes. Planting Coriaria spp. under the sweet persimmon fruit forest has played an impor-
tant role in increasing the economic income of farmers, but also promoting the poverty-stricken areas
of farmers to get rid of poverty and become rich. Because of the unique biological characteristics of
Coriaria spp. (only by using Tilia or sawdust of Morus alba), we cannot distinguish them by morpho-
logical taxonomy, so we can only distinguish them by molecular detection. The ribosomal RNA gene of
strain hub034 18S ribosomal and strain yaasm366 18S ribosomal RNA gene were determined. The
results showed that there were 714 - 746 base pairs in the ribosomal RNA gene of strain hub034 18S
ribosomal. The 18S ribosomal RNA gene of strain yaasm366 contains 715 - 749 base pairs.
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DEWEARBHNEEER. ENHLENLFMERRMERERRL, ERMRNATHEDRE
XA RMEFWARE T EEZN/ER, ANz TRABRRRMNERRE. B TSREENF
FHR(REASENBARSENARE A RMEE DRE), RARSSRZA KX S, Bril
REEF D TFRINKX 2B XEWNE T LFEEStrain HUB034 18S ribosomalZ i ARNA genefi1 5
B Strain YAASM366 18S ribosomal RNA gene. 55 °8: I3 EStrain HUB034 18S ribosomali% i
fARNA gene & 714~746 MRIER YT . T FHF Strain YAASM366 18S ribosomal RNA gene &7 715~749
AMREZEACXT o

XK ia
A, R, DRE, BREE, RNA, BELX
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1. 3]

T SR & — P AR K AE T S R A B B AR B 2 DI I SR, 12T LA RS I A R[] (2] B
A ST DAL R I R 5 SRR B SRR R RS S BB A B H ) S0 1SR [3]. SRA B
PR BRI D20, BEREKRYE, EARIITEBEARK. FETNNZEREE S S EE
H—HR ? SRATERS RN ERA INER e, BT 5 S EE  AE  Re e S HAA F AR )
SRFPEAR ZEAR K, DRI 28 6 ZE R AT T bR 1) 5 S 181 5t AP IR AZ B A& Strain HUBO034 18S ribosomal #Z ¥ 14
RNA gene 152 Strain YAASM366 18S ribosomal RNA gene #:T T ll%E. HHKRZ AN F P4k
FW AT AT TR, 57 g 8 T A S AR A AT R, B EATHE O T A TR X OAE T
B TAE .

2. RE DNA {281, PCR ¥ #&53%

DNA $EH:  HUE & AF R TS /0 S Ja PO SN 1.5 ml (1) Eppendorf 71, JI 700 pL [ ik
CTAB (2%)#HUZE 0, 65°C/K# 1 h J5 12,000 r/min B> 20 min, B EEBIMANSAAR KR . 540
R IR A TARI LR 25:24: ) FE 2078 2], 1818 5% 1 h J5 12,000 r/min #5.0r 20 min, U500 255
(1 1.5 mL 1) Eppendorf & 1, IIANSEARFAI G5 « e R VR A V(R AR LA 24:1) 1212 4% 5 1 h /5 12,000 r/min
B9 20 min, HURTEWEEE, NN 2/3 AREATIA (Y 7 N B T —20°C UK4E 30 min, 8000 r/min B§.C» 5 min,
75 LiEW, DU 75%M ZEEVE 2~3 Y, B0 30 pL TE ISR FS /0 ia M, SRJa 1 1.0%[0 B A B ke
A DNA FE G IR AR B, DNA FEA B T20°CIHRIEEH .

PCRY 4. FIHEFE@EH 5149 ITS1 A1 ITS4 XFE T PCRY Y, KA ZR N 35 uL, HHF: 2 x
HiFiTagPCRStarMix17.5 uL. 514 ITS1 Al ITS4 % 0.6 uL.DNA 4% 1 uL, FH 5B T /KCE AR FAN 2 35 ul.
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RNFRT A 94 CTAEYE 2 min, 94°CAEM: 1 min, 55°CIBK 1 min, 72°CAEM# | min, 34 MEH, 72°CHE
i 8 min, 4CLRAT. FHEAFHIM PCR P IZ 1.0%350 T HBE I F vk P9 19 45 2R«
73 A R DR 2 w0«
M5E 7 5 3XpE Strain HUB034 18S ribosomal #%##1A& RNA gene F155 Z i Strain YAASM366 18S ribo-
somal RNA gene. /745 R 40F:
Download
FASTA (complete sequence)
FASTA (aligned sequences)
GenBank (complete sequence)
Continue Cancel
GenBankGraphics Next Previous Descriptions
Lentinula edodes strain HUB034 18S ribosomal #$#{& RNA gene, partial sequence; internal transcribed
spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal
RNA gene, partial sequence
Sequence ID: KT750944.1Length: 759Number of Matches: 1
Related Information
Range 1: 41 to 746GenBankGraphics Next Match Previous Match First Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand Frame
1297 bits (702) 0.00 705/706 (99%) 1/706 (0%) Plus/Plus
Features:

Query 10  TGGTGGTGGATTGTTGCTGGCCTTTGGGTATGTGCACATCCTCCTCCGATTTCTATTCAT 69
EEEEEEEEREEEEEEREE T E PR EE PP ER T rT
Sbjct 41  TGGTGGTGGATTGTTGCTGGCCTTTGGGTATGTGCACATCCTCCTCCGATTTCTATTCAT 100
Query 70  CCACCTGTGCACTTTTTGTAGGAGTTCTTTCATCGGGTTTTTGAA-GGTGCTCATTATGA 128
EEEEEEEEEEEEEEEEEE PR PP R FEEEEET T
Sbjct 101  CCACCTGTGCACTTTTTGTAGGAGTTCTTTCATCGGGTTTTTGAAGGGTGCTCATTATGA 160
Query 129 GTTACTTGAAAAGACTAGTTGACAAGGCTTCTATGTTCTTATAAACCATTGAAGTATGTT 188
EEEEEEEEEEE TR E PR EEEEEE T EErT
Sbjct 161 GTTACTTGAAAAGACTAGTTGACAAGGCTTCTATGTTCTTATAAACCATTGAAGTATGTT 220
Query 189 ATAGAATGATCTTGTTATTGGGACTTTATTGACCCTTTAAACTTAATACAACTTTCAGCA 248
EEEECEEEEREEE TR PR E PR PR E T ErT
Sbjct 221 ATAGAATGATCTTGTTATTGGGACTTTATTGACCCTTTAAACTTAATACAACTTTCAGCA 280
Query 249  ACGGATCTCTTGGCTCTCCCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAA 308

Sbjct 281 ACGGATCTCTTGGCTCTCCCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAA 340
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Query 309 TTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACCTTGCGCCCTCTGGTATTCCGG 368
EEEEEEEEEEEEEEEEEEE R E PR EE T

Sbjct 341 TTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACCTTGCGCCCTCTGGTATTCCGG 400

Query 369 AGGGCATGCCTGTTTGAGTGTCATTAAATTCTCAACTTTATAAGTTTTTACTTATCAAAG 428
EEEEEEEEEEEEEEEE R EEE e e e e e T

Sbjct 401 AGGGCATGCCTGTTTGAGTGTCATTAAATTCTCAACTTTATAAGTTTTTACTTATCAAAG 460

Query 429 CTTGGATGTTGGAGGCTTGCAGGCGTTTGTCAGCTCCTCTTAAATTGATTAGTGGGAACC 488
EEEEEECEEEEEEEEE PP EEE e e e e E T T

Sbjct 461 CTTGGATGTTGGAGGCTTGCAGGCGTTTGTCAGCTCCTCTTAAATTGATTAGTGGGAACC 520

Query 489 CTGTTTTGTTAGTTCTAACCTTGGTGTGATAATTATCTACATTTTGGTGGAACCTTACAA 548
EEEEEEEEEEEEEEE R TR E LT

Sbjct 521 CTGTTTTGTTAGTTCTAACCTTGGTGTGATAATTATCTACATTTTGGTGGAACCTTACAA 580

Query 549 TAATAAAGCTCTATTGGTTTGGGTTGTTGCATTTAGTTTGCTCAATCTGTTCTATTCATT 608
CEEEEECEEEEEEEEEE PR EEEEE e e e e T T

Sbjct 581 TAATAAAGCTCTATTGGTTTGGGTTGTTGCATTTAGTTTGCTCAATCTGTTCTATTCATT 640

Query 609 GGAGCACAAGGGAAGTCCCGCTTTCTAACTGTCTTGATTGACTATATATAACTTATTTGC 668
EEEEEEEEEEEEEEEEEEE R e e e e e e E T

Sbjct 641 GGAGCACAAGGGAAGTCCCGCTTTCTAACTGTCTTGATTGACTATATATAACTTATTTGC 700

Query 669 TTGACCTCAAATCAGGTAGGATTACCCGCTGAACTTAAGCATATCA 714
ELEEEEEEEEEEEEEEEEE PR ry

Sbjct 701 TTGACCTCAAATCAGGTAGGATTACCCGCTGAACTTAAGCATATCA 746

Download

FASTA (complete sequence)

FASTA (aligned sequences)

GenBank (complete sequence)

Continue Cancel

GenBankGraphics Next Previous Descriptions

Lentinula edodes strain YAASM366 18S ribosomal RNA gene, partial sequence; internal transcribed spacer

1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA

gene, partial sequence

Sequence ID: KT750950.1Length: 751 Number of Matches: 1

Related Information

Range 1: 42 to 749GenBankGraphics Next Match Previous Match First Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand Frame

1295 bits (701) 0.0 () 706/708 (99%) 2/708 (0%) Plus/Plus
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Features:
Query 10  TGGTGGTGGATTGTTGCTGGCCTTTGGGTATGTGCACATCCTCCTCCGATTTCTATTCAT 69
CECECEEEEEEEEEEE PR CE e e e e e e e PR E T
Sbjet 42 TGGTGGTGGATTGTTGCTGGCCTTTGGGTATGTGCACATCCTCCTCCGATTTCTATTCAT 101
Query 70  CCACCTGTGCACTTTTTGTAGGAGTTCTTTCATCGGGTTTTTGAA-GGTGCTCATTATGA 128
CEEEEEECEEEEEEEEE PR r e e e e e e e PR LT
Sbjct 102 CCACCTGTGCACTTTTTGTAGGAGTTCTTTCATCGGGTTTTTGAAGGGTGCTCATTATGA 161
Query 129 GTTACTTGAAAAGACTAGTTGACAAGGCTTCTATGTTCTTATAAACCATTGAAGTATGTT 188
EEEECEEEEEEEEEEE PR E e e e e e T
Sbjct 162 GTTACTTGAAAAGACTAGTTGACAAGGCTTCTATGTTCTTATAAACCATTGAAGTATGTT 221
Query 189 ATAGAATGATCTTGTTATTGGGACTTTATTGACCCTTTAAACTTAATACAACTTTCAGCA 248
CEEEEEEEEEEEEEEEE PR EEEEE e e e T T
Sbjct 222 ATAGAATGATCTTGTTATTGGGACTTTATTGACCCTTTAAACTTAATACAACTTTCAGCA 281
Query 249 ACGGATCTCTTGGCTCTCCCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAA 308
EEEEEECEEEEEEEEEE LT T E e e e e e T T
Sbjct 282 ACGGATCTCTTGGCTCTCCCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAA 341
Query 309 TTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACCTTGCGCCCTCTGGTATTCCGG 368
EEEEEEEEEEEEEEEEEEE PP ErE e e e EE
Sbjct 342 TTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACCTTGCGCCCTCTGGTATTCCGG 401
Query 369 AGGGCATGCCTGTTTGAGTGTCATTAAATTCTCAACTTTATAAG-TTTTTACTTATCAAA 427
EEEEEEEEEEEEEEEEEEE PR Er e PR
Sbjct 402 AGGGCATGCCTGTTTGAGTGTCATTAAATTCTCAACTTTATAAGTTTTTTACTTATCAAA 461
Query 428 GCTTGGATGTTGGAGGCTTGCAGGCGTTTGTCAGCTCCTCTTAAATTGATTAGTGGGAAC 487
CECECEEEEEEREEE R E e e e e e e e
Sbjct 462 GCTTGGATGTTGGAGGCTTGCAGGCGTTTGTCAGCTCCTCTTAAATTGATTAGTGGGAAC 521
Query 488 CCTGTTTTGTTAGTTCTAACCTTGGTGTGATAATTATCTACATTTTGGTGGAACCTTACA 547
CECECEEEEEEEEEEEEEEEEEEEEE T e e e e e e T
Sbjct 522 CCTGTTTTGTTAGTTCTAACCTTGGTGTGATAATTATCTACATTTTGGTGGAACCTTACA 581
Query 548 ATAATAAAGCTCTATTGGTTTGGGTTGTTGCATTTAGTTTGCTCAATCTGTTCTATTCAT 607
CECEEEEEEEEEEEE R P e e e e e e e e E T
Sbjct 582 ATAATAAAGCTCTATTGGTTTGGGTTGTTGCATTTAGTTTGCTCAATCTGTTCTATTCAT 641
Query 608 TGGAGCACAAGGGAAGTCCCGCTTTCTAACTGTCTTGATTGACTATATATAACTTATTTG 667
CEEEEEEEEEEEEE R e e e e e e e e e T
Sbjct 642 TGGAGCACAAGGGAAGTCCCGCTTTCTAACTGTCTTGATTGACTATATATAACTTATTTG 701
Query 668 CTTGACCTCAAATCAGGTAGGATTACCCGCTGAACTTAAGCATATCAA 715

AR NN NN RRRRR RN RRRRREE
Sbjct 702  CTTGACCTCAAATCAGGTAGGATTACCCGCTGAACTTAAGCATATCAA 749

3. HR5ITR

W %€ B %14 Strain HUB034 18S ribosomal #% #¥{& RNA gene 15 & Strain YAASM366 18S ribosomal
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RNA gene. H:45 % N: &3 Strain HUB034 18S ribosomal #%4# 1A RNA gene &4 714~746 PMgFEELNT o
T2 Strain YAASM366 18S ribosomal RNA gene &4 715~749 AMgFERC AT .

BT B AR S R AR DI R i R, e ) SRR B SRRy I ROR JE AR5 A e Kt D R 1
SEAA, A 5 AR T A AR A A ) ST O A S SR AR . IR U il i e T R
Strain HUB034 18S ribosomal #%¥#{& RNA gene #1535 Strain YAASM366 18S ribosomal RNA gene 5 H:
i A 4 & )X —  BOBAT O . BEATA LE R A ReiE SR E & BT B PR ? XA T
X At g R AL PR R RNA B2 J5 A4 Be A AT 16

EHEWH

WET S BE RS B3RS NZ[2015]13001-6; B EHS NZ[2015]3001-5; B3RS S 4#[2016] 2600 55
BRHS SZ[2008]3018; M4 3411 H B FHE J:4i[2018]1147).

SE 3k
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