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Abstract: Xisha Islands are located in a low-latitude area that straddles the boundary between the Indian and eastern
Asian monsoon systems. The unique and diverse ecosystem provides habitats for numerous microorganisms, generating
exceptionally rich microbial resources. Due to the remote geographical locations of most islands and the fact that the
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coastal vegetation is in the vanguard stage of oligotrophic conditions, the microbial communities may differ from those
of islands with complex vegetation. In this study, through the research on the fungal diversity of coastal coral sandy soil
in Xisha Islands, two new species of Aspergillus, namely A. paraflavipes and A. ganquanensis, were isolated from the
local coral sandy soil samples using potato-dextrose agar. Identifications of new species were carried out based on
various methods such as detection of growth rate in plate culture, observation of colony morphology in plate growth,
microscopic morphological comparison, and multi-gene combined phylogenetic analysis (/7S-BenA-CaM-RPB2). The
results showed that the species exhibiedt taxonomic status and morphological characteristics that are different from
those of existing species. By integrating various detection methods and comparison results, they could be regarded as
new taxonomic units. 4. paraflavipes and A. ganquanensis belonged to the genus Aspergillus, subgen. Circumdati in
sect. Flavipedes and sect. Circumdati, respectively. According to the results of the combined phylogenetic analysis of
multiple genes, A. paraflavipes in sect. Flavipedes was a separate lineage parallel to the ser. Flavipedes. According to its
microscopic morphological structure, it is shown that the conidiomata of A. paraflavipes was very special, and the size
of its stipes and vesicles was much smaller than that of other species in the sect. Flavipedes. According to the growth
rate detection results, A. paraflavipes could grow at a relatively fast rate (21-24 mm, 7 days) on Czapek yeast autolysate
(CYA) at 40 C. Among the ser. Flavipedes similar to A. paraflavipes, only A. ardalensis (growth rate <2 mm, 7 days)
and A. templicola (4—8 mm, 7 days) could grow on CYA at 40 ‘C. And its growth rate was extremely slow, and none of
the other species grow. Based on the results of phylogenetic analysis, microscopic morphological observation and
growth rate comparison, it is believed that A. paraflavipes is located in an undiscovered series in sect. Flavipedes.
Therefore, we propose to establish a new strain, ser. Paraflavipedes, to accommodate 4. paraflavipes. The detailed
morphological comparison and the description of the identification results were described in the article. Multi-gene
combined phylogenetic analysis showed A. ganquanensis presented a unique branch in the sect. Circumdati, ser. Scle-
rotiorum, showing similar morphology to those of the species in this series. This study isolated and documented two
new species of Aspergillus originated from the Xisha Islands, expanding our understanding of the fungal diversity of the
Xisha Islands. Moreover, it is particularly important to record the biodiversity of the ecosystem before human activities
affecting it.
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RS R G RHIR R KA EYIRE, 2
HFEE WM, JFE 5 eRRE E A S
fead B2l T BT 1 S B A R M i E 4
JRERY, WS G A A BRI R, BT RY
SR AYIE I RE ST, FERGRIBE | PRI BT X A
M SRR IR AT oA LB R R, 25
KA E R BEAL, HOR SR A I i T A
FERR, R AL S R G E A
W REET, IR B 3 I R W I
Z AL, X e L], AT R A R AR
WiiE PR 5T, DR IMOR P TR RO A 259 i
RICFAA YRRy T8 7 o et
TR FL BRI E R P22 MR A 7 M A U PR 2 5 Rl
R T E R AN, EAR RN, B
PR A, Bl a1l e
TEAE R AR R I LR SR T 0L, i
FERCE A A B HA RPN E, XA R 4
BRI SR TR AN AT /N

ith &g Jm e HE P YA S L )Tz e —

J&, W UL R AT H DX R SR A 4% 2
MR TR B A SR (i
wihEsR . MIlERER ). WEik CHEheE ).
Bah W CBah . R ). 259 % ERATT . &
2 ) SERETE, X ANZEMEERE . ARl A 24l 7 A E R
ST AN, TR RS MR,
HILFE R R R Z b, 5IA TRy 250
IC, It H AR EEE GRS 2% L B B 22 5L A A
(4 ITS, BenA, CaM, RPB2 ZfriciEA ) nY &
GERE T, A HERE U X L& P e e R P2,
X AN S i IR AR R T4 B, ARAS TS
AR BRI R, R R R T i FIES
SIS, X IX LRI TR AE

1 MR5FZE
1.1 ##

FEACR B PE VD BE S K AR BE S B R S
(16°30'28"N, 111°35'10"E ), RAE S AR 5 1
VTR X (4% A EE 2 /0 200 m ), PRI i 4 (X s,



%5 3 4]

FRE WA VOUD KRS th B B BT R Paraflavipedes J 2 A~ E. B B Py Fk

733

SHESRGERKE S, HAERY . T
AR A AE AR PRI 30~90 om TR BE ( BARER B0

ARAR RN AL M RE ), R Jm 3z B3 T 0w
RS (B4R 50 ¢ ), Jﬂ%ﬁ?ﬁ%/ WEi, Ay
REARAT (] 5256 58 )5 37 BVHEAT FLRR 0 7 o

12 Fik

12,1 A#H4®H SRAME MRS S E
Wo ¥ 1.0 g HIEAEFETFT 10 mL KEFEKH,
£ 28 "C . 200 r/min FEIRAM TR 9% 2 h, BlJEH
FEERAER R (1072, 1072, 107) H1THE
B B 200 mL #a B G WU IR A T 1/4 PDA $5
Fike (HZENERRR 50 mg/L), BRERE 5
HE, AT 25 CTRFR, & 240 W
FE 1 UK, VR HRAAS BB BRI VR 45 b 2 0 S B SR 3
I R AR S R A7 v IS A B 2 B A
IRl 5 A Y R 58 T FLR AR ARTE ( FCATAS,
AR T ),

122 BEFWE FBEEFYE Rk,

3 1) L B TR U o | A TR IR (CZ). %%
[ICEERESAR (CYA). ZZFRHUBE (MEA ),
BB R Y B ( YES ) Sk th % 55 48 25 B Bl g
(PDA ) FFIGFHE Lk s, BRGRERE
3ANEE, ME 25 CROGRIFE 7d J5, i MMI
4 1) E B R 22 48 F KEYENCE VHX-6000 i f#
BEic SRR TR AR RARIE OB . B S Ok
[24]. BAPEHEGIR 3~5 sREG TR B 7 AT

WL, SRIGHENLIEEU R o0 T AR KA
ﬂ%&% 30 AT A AT
123 4F#&% 53: 7d )51 PDA BEM T

DNA #2100, R EYRH A RA R (hEEH )
e BT NI SRIEIRRIX (ITS ). p-IEHEA
(BenA ). 5 H (CaM ) K RNA B4 1145
T RWHE (RPB2) HYRGHEHEX SN (PCR) 9
# RS T O EY R, SR A
%1, BARIE R 2, PCR PN T R A9
BHEARAR (PEEMW) .

x1 5l9F%
Tab. 1 Primer sequence
FH Gene 5| ¥) 4 FX Primer name 5|¥)F % (5'-3") Primer sequence (5'-3") S F 3k Reference
ITS ITS1 TCCGTAGGTGAACCTGCGG [25]
1TS4 TCCTCCGCTTATTGATATGC
BenA Bt2a GGTAACCAAATCGGTGCTGCTTTC [26]
Bt2b ACCCTCAGTGTAGTGACCCTTGGC
CaM CFIL GCCGACTCTTTGACYGARGAR [20, 27]
CF4 TTTYTGCATCATRAGYTGGAC
RPB2 fRPB2-5F GAYGAYMGWGATCAYTTYGG [20, 28]
fRPB2-7cR CCCATRGCTTGYTTRCCCAT
*2 AEEEK PCR R4
Tab. 2 PCR conditions for different genes in this study
PEERBTBE (I35 35 ) Cycle stage (35 cycles)
JEA 519 TiAZ T 278 3k
Gene Primer Pre-denaturation AP Bk IE fif Final extension Reference
Denaturation Annealing Extension
ITS ITSIF/ITS4 94 C,85s 95°C,35s 55°C,55s 72 °C,45s 72 °C, 10 min [25]
Bend Bt2a/Bt2b 95 C, 2 min 95°C,30s 56 'C,30s 72°C,1min 72 °C,8min  [26]
CaM CF1/CF4 94 °C, 5 min 95°C,45s 55°C,45s 72°C,1min 72 °C,7min [20,27]
RPB2 SF/7CR 94 C,455;50~52°C (0.5°C 95°C,30s 56 °C,30s 72°C,1min 72 °C,8min [20, 28]
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Tab. 3 Species and sequences of Aspergillus subgenus Circumdati used in this study

By Fh Wtk ES GenBank % 55 GenBank accession No.
Species Strain No. Series ITS BenA CaM RPB2
A. alboluteus CBS145855T Spelaei MW448663 MW478497 MW478511 MW478532
A. alboluteus CBS145854 Spelaei MW448664 MW478498 MW478512 MW478533
A. alboviridis CBS142665T Spelaei LT798909 LT798936 LT798937 LT798938
A. ardalensis CCF4031T Flavipedes FR733808 HG916683 HG916725 HG916704
A. ardalensis IHEM17781 Flavipedes MW448667 LN909026 MW478515 MW478536
A. flavipes NRRL302T Flavipedes EF669591 EU014085 EF669549 EF669633
A. flavipes NRRL4852 Flavipedes LM999909 LM644261 LM644241 LM644260
A. iizukae CBS138188 Flavipedes KJ775550 KJ775072 KJ775279 KP987020
A. iizukae CBS541.69T Flavipedes EF669597 EU014086 EF669555 EF669639
A. iizukae CCF1895 Flavipedes FR727134 FR775336 HG916728 HG916707
A. inusitatus CBS147044T Spelaei MW448669 MW478502 MW478517 MW478542
A. lanuginosus NRRL4610T Spelaei EF669604 EU014080 EF669562 EF669646
A. luppiae NRRL6326T Spelaei EF669617 EU014079 EF669575 EF669659
A. micronesiensis CBS138183T Flavipedes KJ775548 KJ775085 KJ775355 KP987023
A. micronesiensis CCF2026 Flavipedes HG915893 HG916684 HG916726 HG916705
A. movilensis CCF4410T Spelaei KP987089 HG916697 HG916740 HG916718
A. movilensis S1040 Spelaei MW448674 MW478503 MW478522 MW478551
A. neoflavipes CBS260.73T Flavipedes EF669614 EU014084 EF669572 EF669656
A. neoniveus CBS261.73T Neonivei EF669612 EU014098 EF669570 KP987024
A. okavangoensis CMW56636T Flavipedes MW480880 MW480788 MW480706 MW480790
A. olivimuriae NRRL66783T Olivimuriarum MH298877 MH492010 MH492011 MH492012
A. plumeriae CGMCC3.25202T  Spelaei ON563147 ON231292 ON470835 ON470843
A. polyporicola CCF6262 Spelaei MW448676 MW478505 MW478524 MW478553
A. polyporicola NRRL32683T Spelaei EF669595 EU014088 EF669553 EF669637
A. spelaeus CCF4425T Spelaei HG915905 HG916698 HG916741 HG916719
A. spelaeus CCF4886 Spelaei LM999908 LM644272 HG916748 LM644259
A. suttoniae CBS143866T Flavipedes LT899487 LT899536 LT899589 LT899644
A. templicola CBS138181T Flavipedes KJ775545 KJ775092 KJ775394 KP987017
A. templicola CCF4698 Flavipedes HG915902 HG916695 HG916738 HG916716
A. templicola CBS138180 Flavipedes KP987081 KJ775087 KP987064 KP987038
A. urmiensis CBS139557 Flavipedes KP987072 KP987039 KP987055 KP987029
A. urmiensis CBS139558T Flavipedes KP987073 KP987041 KP987056 KP987030
A. xishaensis CGMCC3.20890T  Flavipedes OM414848 OM475628 OM475632 OM475636
A. yunnanensis CGMCC3.19711T  Janorum MNO066373 MN072909 MNO072911 MNO072913
A. sesamicola CBS 137324T Circumdati KJ775437 KJ775063 KJ775233 MN969092
A. melleus NRRL 5103 Circumdati EF661425 EF661326 EF661391 EF661309
A. pallidofulvus NRRL 4789 Circumdati EF661423 EF661328 EF661389 EF661306
A. ochraceus NRRL 398 Circumdati EF661419 EF661322 EF661381 EF661302
A. ostianus NRRL 420 Circumdati EF661421 EF661324 EF661385 EF661304
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Tab. 3 Species and sequences of Aspergillus subgenus Circumdati used in this study (continued)

Yy ke E GenBank % 55 GenBank accession No.
Species Strain No. Series ITS BenA CaM RPB2

A. westerdijkiae NRRL 3174 Circumdati EF661427 EF661329 EF661360 EF661307

A. affinis CBS 129190T Circumdati GU721090 GU721092 GU721091 MN969063
A. cretensis NRRL 35672T Circumdati FJ491572 AY819977 FJ491534 EF661311

A. muricatus NRRL 35674 Circumdati EF661434 EF661356 EF661377 EF661314

A. auricomus NRRL 391 Circumdati EF661411 EF661320 EF661379 EF661300

A. neobridgeri NRRL 13078 Steyniorum EF661410 EF661345 EF661359 EF661298

A. roseoglobulosus NRRL 4565T Steyniorum EF661406 EF661333 FJ491555 EF661299

A. fresenii NRRL 4077 Steyniorum EF661409 EF661341 EF661382 EF661296

A. bridgeri NRRL 13000 Steyniorum EF661404 EF661335 EF661358 EF661290

A. persii NRRL 35669T Steyniorum FJ491580 AY 819988 FJ491559 EF661295

A. sclerotiorum NRRL 415 Steyniorum EF661400 EF661337 EF661384 EF661287

A. salwaensis DTO 297-B5 Steyniorum KI775447 KJ775056 KJ775244 n.a.

A. subramanianii NRRL 6161T Steyniorum EF661403 EF661339 EF661397 EF661289

A. steynii NRRL 35675T Sclerotiorum EF661416 EF661347 EF661378 IN121428

A. elegans NRRL 4850 Sclerotiorum EF661414 EF661349 EF661390 EF661316

A. occultus CBS 137330T Sclerotiorum KJ775443 KJ775061 KJ775239 MN969084
A. pseudoelegans CBS 112796T Sclerotiorum FJ491590 AY 819962 FJ491552 EF661282

A. insulicola NRRL 6138 Sclerotiorum EF661430 EF661353 EF661396 EF661286

A. ochraceopetaliformis ~ NRRL 4752 Sclerotiorum EF661429 EF661350 EF661388 EF661283

A. pulvericola CBS 137327T Sclerotiorum KJ775440 KJ775055 KJ775236 MN969088
A. robustus NRRL 6362 Robusti EF661176 EU014101 EF661357 EF661033

A. paraflavipes FCATAS 12861 Paraflavipedes ser. nov. PQ897234 PV035871 PV035875 PV035878

A. ganquanensis FCATAS 12863 Steyniorum PQ897235 PV035872 PV035876 PV035879

FRRMERIE (PP ),

2 BRESW
21 RBEREHW
W Bk FCATAS 12861 Fil FCATAS 12863 (1)
SN FAITE NCBI Bl B AT HEXS IR, T 80K S
K FR B O AR AR I SE R 51 8 R 2y S5
POl AT R E R R G K EF R, B E W R
FCATAS 12861 Rk FCATAS 12863 534 ¥
MRS R o 32 4 R B F BRI A A R e 240
WMo &% B, A. paraflavipes Fl A. ganquanensis 535
IHJ& T subgen. Circumdati T 1] sect. Flavipedes Fl
sect. Circumdatio, {HAFEREMNIE, A. paraflavipes
1E subgen. Circumdati 115 ser. Flavipedes Fll ser.
spelaei X 2 NZRINE AL AE R (100/1 PP/
BS) , [Nt Fe AT 00 A 8 HT A B o 2K B ot
“Paraflavipedes” (Kl 1), A. ganquanensis £ ser.
Sclerotiorum T EIMFF33L, HiHEX RS 4.

pseudoelegans . A. insulicola. A. ochraceopetali-

Sformis J& A. pulvericola +/3H:r (& 2 ),
22 WEFHIR
2.2.1 %4 % % Series Paraflavipedes X. M
Zheng & Z. K. Guo, ser. Nov.

Mycobank: MB859536

Etymology: The epithet was named after 4.
paraflavipes.

Type: Aspergillus paraflavipes X. M Zheng &
Z. K. Guo, sp. nov.

In Aspergillus subgenus Circumdati section
Flavipedes.

F4 BEHEENFEASEH
Tab. 4 Detailed characteristics of the datasets

ML ff S
" 1% 4
pAEE | PINE FIIRIE gy B gpim
Dataset No.of ~ Length of Model for BI
Seq. alignment/bp ° Model for
ML
sect. Flavipedes 37 2719 JCHI+G GTR+I+G
sect. Circumdati 26 3385 JC+I+G GTR
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1008 A. iizukae CBS138188
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L 4. iizukae CBF1895
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1001 * 4. templicola CBS138181T
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A. urmiensis CBS139557
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— A. suttoniae CBS143866

100/17 4. ardalensis CCF40317
100/1 -A. ardalensis THEM17781
100/1| 4. flavipes NRRL302

A. flavipes NRRLA852

100/1] A. micronesiensis CBS138183T
A. micronesiensis CBF2026
100/}4. neoflavipes CBS260.73"

71 4. xishaensis CGMCC3.208907
FCATAS12861

100/1]

86/-|

100/1] 4- alboluteus CBS145854
10011 t 4, alboluteus CBS145855T
A. inusitatus CBS147044T
100/1[ 4. movilensis CCF44107
‘A. movilensis S1040

1001] 10071[~ 4. alboluteus CBS142665T

A. plumeriae CGMCC3.252027
A. lanuginosus NRRL4610™
A. luppiae NRRL6326"

9g/1 |4. spelaeus CCF44257
100/1] ‘4. spelaeus CCF4886
i A. polyporicola CCF6262
100t 4, polyporicola NRRL32683T

Tree scale o0

A. neoniveus CBS261.73T

Ay sis CGMCC3.197117

\

ser. Flavipedes

ser. Paraflavipedes

A. olivimuriae NRRL66783T  ser. Olivimuriarum

)

} ser. Spelaei

ser. Neonivei
Outgroup

T A B BE A BN B R USR I AR (BS) =77%M IR iR (PP) =0.90,

LA A. yunnanensis CGMCC3.19711" Jg o2ttt T Fmizlbras

BS=77% or PP=0.90 are indicated at nodes. The tree was rooted to 4. yunnanensis CGMCC3.19711". "indicated the Ex-type.
1 Btk FCATAS 12861 7 sect. Flavipedes PRI R Z A B X &

Fig. 1

TR ARYE LR N 4. paraflavipes fii %4

T4 . Aspergillus paraflavipes X. M Zheng
& Z. K. Guo, sp. nov.

ARG K A :series Parflavipedes & T subgen.
Circumdati 1 sect. Flavipedes 337 . UlMHi53#7
SR TR, ZRE ser. Flavipedes } ser.
Spelaei W IHIA G HR (El 1),

TEAFHE S AR R A K EEE (7
25 CTREFHEIF 7d 5, REHAEKE
27 mm ), 37/40 CZ&AMF T AERBEEIEA—2; 4)
A2 A AR E A, R R RS
FHEEDIES, HHRPARNEBNEZIE . 7
SERRUZ ; MBI A, DI 2] Tl 4
I HICPR L5 Tise F L RAUE, HE S
TR 1/3~2/3 X3 AR BT ; /A1

Phylogenetic relationships of FCATAS 12861 in sect. Flavipedes

BEIERITEE, MEESEER . 2R
ser. Spelaei fF1E M5 25 5, 7F 40 CHiFREPEK
R4f; 5 ser. Flavipedes AL, T FIHA 2 R
/N, HAE 40 CREFRIETP AR RE IR,
222 A FEF# A Aspergillus paraflavipes X.
M Zheng & Z. K. Guo, sp. nov. ( & 3)

Mycobank: MB859529

Etymology: The epithet refers to the ser.
Flavipedes, “para- is used to describe the phy-
logenetic position of the fungus.

In Aspergillus subgenus Circumdati section
Flavipedes series Paraflavipedes.

Typus: China, Hainan Province, Sansha City,
Xisha District, Xisha Islands, Yongle Islands, Gan-
quan Island, coral soil samples, August 2023, Z. J.
Xiong & X. M. Zheng. Holotype FCATAS 12861.

DNA barcodes: ITS PQ897234, BenA PV035871,



%5 3 4]

FRE WA VOUD KRS th B B BT R Paraflavipedes J 2 A~ E. B B Py Fk 737

97/0.99 [ A. sesamicola CBS 1373247
100 1 4. melleus NRRL 51037

A. pallidofulvus NRRL4789T
A. ochraceus NRRL 3987

% 4. ostiamus NRRL 4207

A. westerdijkiae NRRL 3174

Lo A. affinis CBS 1291907

A. cretensis NRRL 356727
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A. salwaensis DTO 297-B5T
A. subramanianii NRRL 61617
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A. elegans NRRL 48507
A. occultus CBS 1373307
A. pseudoelegans CBS 112796

FCATAS12863
A. insulicola NRRL 61387

89/0.99

84/0.99
10011

0.04 009L 4 pulvericola CBS 1373277

94/1 |- A. ochraceopetaliformis NRRL 47527

} ser. Circumdati

} ser. Steyniorum

} ser. Sclerotiorum

Tree scale

A. robustus NRRL 63627

Outgroup

AL BEE R R R BIR R FRIE (BS) = 84%F I HT /5 5% (PP) =0.99,
LA A. robustus NRRL 6362T AR, T FmRBAARA
BS=84% or PP=0.99 are indicated at nodes. The tree was rooted to A. olivimuriae NRRL 66783 T. " indicated the Ex-type.
Bl 2 & #k FCATAS 12863 7£ sect. Circumdati FHIRHK L B X &
Fig. 2 Phylogenetic relationships of FCATAS 12863 in sect. Circumdati

CaM PV035875, RPB2 PV035878.

R MBS EEMNER (ser. Flavipedes ),
HI%% “para-” TR Z R R G L B FITEN

TR EPEEES SRS, K
SREERY H RS 0T 2023 4E 8 H 2R H I RS
1552 R R i 5 o FCATAS 12861

DNA Genbank %i*5: ITS PQ897234, BenA
PV035871, CaM PV035875, RPB2 PV035878.

W75 AR 7625 C T3 7d 5, CZ. PDA.
YES. MEA Ki3# 3t % B BIN 14~17,
26~28. 25~26. 24 mm; 7F 25. 30, 37. 40 CF
B 7d J5, CYA B98IV BAR Sk
26~28, 28~29. 25~27. 21~24 mm,

WYEHFRIE: 76 25 CF CZ Rigedk FRE3R 7d
i, WIEEIE, TOmMER; HEAHE;

W22 KA, B b SRR B EAR
TATIENG; Kl es; LB Y. 7£25C
N MEA Higedt bR 7d )5, WEIERIE, 2%
SPURIARIIR, hoDbBER; G Hoe R R
H@s BOsER; fremEs; REsAaR
TREEA; FOEEOR; LBehY: ki
B0, HgEMEG. 1E 25 CF PDA Higf
B PRFR 7 d e, WKIEEDE, RO PIERDIR,
DB ; WGE Hoe s w221k i Bk
Kt FOBSERE P OER; BT RESE
KM TRERG; ROERtas; Bl
YrEfR s ROEER e, DGR, 7825 C
T YES 855k L3R 7d )5, WIKERDIE, 2IFH
OIHEIR, o GRSk Hoe%; W
2@ BB EIR; TR R0



738 o AE A F AR

54T %

TrEtEaR; Lehy; RmEvme, 17
25/30 CF CYA ¥53R3 L8 9% 7d )5, Wk EIE;
PRI, O MG gk H v
T 22 DX B ME — oK 8, FF I W% A S M
B WIERMMPEWR,; HeEteR; Lt
Y1 SRR, 7E 37/40 CF CYA Ki3R3k
EEFR T d I, WREDE; sREUAR 1 ALV IR,
D RER; P, SRk LR E A,
7 IE U 5 H MO B IS R BAR
PREATEPEEER RS 1Y T IR
@ (B 3).

WARFE: AR L BRI, BEXsE
WM, BEJEE 260~1300 pmx1.4~3.3 pm; P24
X, WU, BEERE 2L, B
4.0~9.0 pmx2.5~7.0 pm; FEHEAK 4.0~6.0 pmx2.0~

2.5 um, FFIE, EE@ERmnY 1/3~2/3;
BEEOHE, EAR 2.8~7.7 pumx1.4~2.3 um; ZrAE 1t
FHAEN 1.6~2.8 um, BRIERIEHKIYL, RiHOGH
(E3),

TR S BN R (ser. Flavipedes ) ¥ h—3%,
B TR RO A 25 31 8 3 /N T 0t 2R o A )
Fir (% 5), toh, TEENA (sect. Flavipedes )
Hr, W JCHRPRBETE 40 'CF CYA 355k B3R 7d
AR R, HIZFEKERZEH P SERKREE (i
BN 21~24mm )., F£ ser. Flavipedes ',
A. ardalensis JEFE 40 °C T Ri 3R 3 AL K Bt G TR
fifr, (B3GR 7d FHERA 4~8 mm (£ 6 ),
2.2.3  H R W EIA Aspergillus ganquanensis X.
M Zheng & Z. K. Guo, sp. nov. ( K 4)

Mycobank: MB859533

C~H: AT 1. AT

A: Colony morphology, from left to right are CZ, MEA, PDA, YES, CYA culture media, with the top and bottom representing the positive and
negative sides, respectively; B: Colony details on MEA medium; C—H: Conidiophores; I: Conidium.

B3 HEME FCATAS 12861 FkIEFHEREDS

Fig. 3  Culture characteristics and morphology of 4. paraflavipes FCATAS 12861 strain
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=5 H¥k FCATAS 12861 5#Hik % ser. Flavipedes #1F H L A F L8R
Tab. 5 Morphological comparisons between strain FCATAS 12861 and related species in ser. Flavipedes
Yrh (IR § 2 oL /N filfH=E Stipe
Species Conidia size/um & surface Vesicle size/pm ¥ Length/um # Width/pm

A. micronesiensis (2)2.5~3.5(4), Y (4)6~16(31) 250~1900 2~10
A. urmiensis 2.0~3.0, G (17)20~23(30) (350)700~850(1330) (5)8~10(12)
A. templicola 2.0~3.0, JtiE (6)9~23 120~1400 3.5~10
A. suttoniae 2.0~3.5, i (6)12~17 180~420 4.5~6.5
A. iizukae 2.0~3.0(3.5), W (6)14~20(35) 200~1500 (3.5)5~10(13.5)
A. flavipes 2.0~3.0, JG¥ 7~11 e />>1000 3~6
A. ardalensis 2.5~3.0, Y (5)7~19 i #>1000 3~8(9)
FCATAS 12861 1.6~2.8, J&¥F (2.5)4~7(9) 260~590(1310) (1.4)2.6~3.3

TE 455 B S doe /MR S (B B e MR S, AN I T3 3 1 O

Note: The data in parentheses represent the minimum or maximum extreme values, which are not part of the general case.

Etymology: The epithet meaning source-dwe-
ller, in reference to the fungal source.

In Aspergillus subgenus Circumdati section
Circumdati series Sclerotiorum.

Typus: China, Hainan Province, Sansha City,
Xisha District, Xisha Islands, Yongle Islands, Gan-
quan Island, coral soil samples, August 2023, Z. J.
Xiong & X. M. Zheng. Holotype FCATAS 12863.

DNA barcodes: ITS PQ897235, BenA
PV035872, CaM PV035876, RPB2 PV035879.

YR R4 PR IR T Fe W) ) SR S Hh st o

FHA: FEHEEEE SR, K
SRHES, H R 5. T 2023 4 8 H R H I 44 .
BT MR FCATAS 12863

DNA Genbank %i'5: ITS PQ897235, BenA
PV035872, CaM PV035876, RPB2 PV035879,

WIS EAR: fE25 C T3 7d )5, CZ. PDA,
YES. MEA Ki3: 3t 9BV EAR 500 26~28 .
50~51, 62~64. 41~42 mm; fE 25. 30, 37 CF
Wi 7d J5, CYA BE3R3E LR AR50 A
49~51., 52~54. 39~40 mm,

WTERHIE: #F CZ 5373k 25 CHi3t 7d )=,
WigREIE, £HER; AEAEY; HZHA,
JEA R A, SOAINK ;. T FIE M TR
P2 B Y. 75 MEA }53735 25 CHi35 7d
G, WIEERDE, 2RL.OEIR; o BRgR
Filh; H&TEE; WeraRIae; SRR
FAEHREMG,; TEtexR; LBlY,; &
MRS, NZAMG, 76 PDA K33k 25 CH:
% 7d J5, WERRIE, oOpEk; BT H

R 6 Hkk FCATAS 12861 51HiL & ser. Flavipedes 47 i) & 4K B L ¢
Tab. 6 Growth rate between strain FCATAS 12861 and related species in ser. Flavipedes

Hi7% E 42 Colony diameter/mm

Si@efizs YES* cz MEA® S

25°C 30°C 37°C 40 C
A. micronesiensis 35~44 9~25 18~28 14~30 30~36 17~25 -
A. urmiensis 21~24 20~24 23~27 28~32 n.a. 21~23 -
A. templicola 32~38 21~28 23~30 21~32 35~36 22~25 +
A. suttoniae 16~19 20~22 24~25 24~25 32~33 14~16 —
A. iizukae 23~24 13~25 13~30 16~35 n.a. 18~21 -
A. flavipes n.a. 25~28 25~35 25~35 n.a. 17~19 -
A. ardalensis n.a. 20~28 25~28 25~28 n.a. 23~25 4~8
FCATAS 12861 25~26 14~17 24 26~28 28~29 25~27 21~24

e YIRESR 7 d, ML RV FEEE I T AR [34-38]0 a 25 C RS, na R BB, R K, +FRRAERKZR (<2 mm).

Note: All were cultivated for 7 days, data of similar species based on references [34-38]. a is cultilated at 25 °C, n.a. indicates countless data, —

indicates no growth, + indicates restricted growth (<2 mm).



740 A AR F IR 547 3%
JEEE WL, RHERERGLE; MTIE RE, BEIA A6, £ CYA IR 37 CHiFR 7d
m&%3§ﬁ@;%ﬂ%ﬁﬁ@é%;%@ﬁ%; &, @%Ezﬁmcmu,aﬁ%WIMﬁﬁé
L R, #F YES ¥Rk 25 CHi R 74 )5, (K 4),

WK BRI, SRR, Rk ; %5 TEARRHE: ATk RERPR; WS
M HE#; MraEaae; R ER; f Z=2® 6, BHmdEE, H4/% 460~790 umx7.5~
TIE U R, e R, T hy; 13.1 pm; /NERIUZE5H; TERRIE, 58 14~

W EME IR, WEIAM, 7F CYA Kzt
2530 CHi# 7d e, WEREDE, hoihii; i
%ﬁ@ﬂ%%;@%%&aéﬁﬂaé;%%%

TER; LAt R,; BB MY, &M

27 pm, /MESE LB T Tk ALK 4.9~19.8 pmx
3.1~5.9 um, FEMIE; WAEZRETE, HE 4.2~
10.0 umx2.3~3.1 pm; A F HA% 1.9~2.3 pm,
BRIE, Fmtw (K 4),

A, WEZEAMKK N CZ., MEA, PDA, YES. CYA ¥3:3:, FFAR NIERA;

B: MEA ¥isRdt DIYWEAT; C~F: sHAEMFHE; G: sr4EMF,
A: Colony morphology, from left to right are CZ, MEA, PDA, YES, CYA culture media, with the top and bottom representing
the positive and negative sides, respectively; B: Colony details on MEA medium; C—F: Conidiophores; G: Conidium.

B4 HRME FCATAS 12863 HtkiE FIFMER S
Fig. 4 Culture characteristics and morphology of 4. ganquanensis FCATAS 12863 strain

R TE Sy 2522 5 A pseudoelegans . A.
insulicola . A. ochraceopetaliformis Fl A. pulveicola
KERGE, HBHEEWr20. EH R
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7% BAR LT 2 AR Ry 2 £, JF BT is e
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3 iTfig

HW ) a2 maser, Hph k280
HAR B I h B3 CHE . B R 2T
eSS L R 25 IR S (Y A ER RS,
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b JR G R R L TR, AR T R A B, TR
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TGP RE S VD i 3B iy 4 Al B )
FhAT 1 ANEIRE ( Talaromyces ) F¥Fh, F#Esr
THi % ser. Hainanici. Ffifi, JURJEVIC %"
B AR 3 — o A & . ANER
P TS — AR B RS ——IF EA R
( ser. Paraflavipedes ), [RIFSEE T 55— A~ MEH
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Sl 2 W R NGOk S 27 - S C o
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