Sequence ID: KC179735.1 Length: 796 Number of Matches: 1

Range 1: 39 to 796 GenBank Graphics

Score Expect Identities Gaps Strand
1310 bits(709) 0.0 746/762(98%) 10/762(1%) Plus/Plus

Guery 3 TTG-4CG TTCAGGCTGTTGCTEACGGCACCTTCACGGGTTTCG TACGTGCAC A1
soier 30 HalUHHMUHMUHUMIUIHIHHIUHIL o
Query 62 TT TCTGGATALC

H [TI11T]

Shict 98

1L

ITTCG
T
CTTCGTCCACCTGTGCACACTCTGTAGGTCTGGATA-CCCCAT 157

AAGGGTGCACGTC-TTCAAAAGCGCGCTCCC

TTGCCTTCCAGGCCTATGICTTAT 179

GCACGTCTTTAAAARGCGC CT
T
|

COLLLLEELCLEi et
GLCTTCCAGGCCTATGTCTTAT 217

[
TCCCTTTGE:
?TATGTMTGMTGTCATTGATT.?.} G(l}.i.CCTCACCG TCCTTTALACT 239

LU FEELEEETELEELL L] IIHIIIIIIIIIIHIIIH
TATGTAACGARTGTCATTGATTATTGGACCTCACCGTCCTTTARMCTAL 277

CAACGGATCTCTTGGCTC TCGCMCGATGMGMCGCAGCGJIL;AT fT“ 299

\\||||\\||||||||||\\IIIIIIIIII\\IIIIIIIIII\ |
AACAACGGATCTCTTGECTCTCOCATCEATG AMG ARCGCAGT 337

T
|
T
Query 121 (i: ]lf
Sbict 158 TTTGAA T
Query 180 (l:
Sbjct 218 ALACAC
Query 240 JH' (l:

Shict 278

I
&T
TT
[
TG

—-—1 a—a  a—

TTCAL
||
TC
CTAATGTGAATTGCAGAAT TCAGTGALATCATCGAGTCTTTGAACGCACCTTGCGC 358

ATAACT
ECCCCEEELCEeee et e e e et
ATAACTAATGTGAATTGCAGAAT TCAG TGAATCATCGAGTCTTTGAACGCACCTTSCGC 397

|
T
Tty °
G6CACTCCGAMGGGCATGCCTETTTGAG TG TCAG TAACTTICTCAACCTCCCTCAC 457
TIGTGAGCTGGCCGATTGGATGE TGGGGGCTIGCTGGACCTCTCTTGGTTCAGCTC 478
||IIIIHIIIIHIIII||IIIHI |
i ¢ 518
e
|

GIGAGCTCGCGGATTGCAT -G TGRG
Query 480 GALL 538
éllllllHIIIIHIIIIIIIIIIH CELLULETTTLLLETETT T

Query 300
Sbict 338 .:‘,
Query 360 C
Sbjct 398 (‘3
Query 420
Sbjct 458

'{C
TT

LLLLCHLLL TLLLLLLLLT
TGCTGGACCTATCTTGE TICAG

cT
[
CT
TTTG
[l [] I
TTT6CT GGCT C
cIcI:T TGCATTAGCAGALACCGTT 'll"i"{(l;GCGCGCTGC.ﬂ.GCTGTGATAA'{H
Shict 517 CCCTGAAATGCATTAGCAGAAACCGTTACCTTTTG

Query 540 Itlktli(i:GCIﬂTGGCIGGGCTGACTGIGTTGTAGCGC

GCGCGUTGCAGCTGTGATAATTATC 676
GTTCGTCTCTGAAGGGTTTTGCCC 599

L1
Sbict BT7  TACGGCTATGGCTGEGCTGACTETGTT ABGGG-TTTELCC 635

Query 600 TAGTGGCCTTCCCTTIGCCTTC CGAGTGCGOGGGC 659

11
Sbict 636 TAGTGGCCTTCCCTTTGCCTTCTCTTTCACGAGAGATACCTGTGACGCGAGTGCGCGGGE  A95

Query 660 TATTCAGCTTCTAACCGTCCC

CELLLELLLELLETTELL L
Sbict 696 TATTCAGCTTCTAACCGTCCC

Query 720 TAGGACTACCCGCTGAACTT,

AT
\IIII||IIIIHIIIIHIIIIIII
Sbict 755 TAGGACTACCCGCTGAACTTAAGCATA

GGACAACTTATTGACCATTIGACCTCARATCAGG  T19

CLEPLL TEELCELTEE LT H
S LA, s

-—I—-—I
[ —
e

CA-TAA-CGG-GGA 758

T
[LE TR
TCAATAAGCGGAGGA T96

il
|

Figure S1. Results of ITS sequence alignment (Compared with Flammulina rossica
GenBank: KC179735.1 on NCBI, the similarity was over 99%, and it was identified as Flammulina

rossica.)



