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Abstract: Myxobacteria are a kind of medical microorganisms that could produce abundant secondary
metabolites, show complex multicellular behaviors and prey kinds of bacteria and fungi. Therefore,
myxobacteria have important values of research and application. However, it seriously impedes
myxobacterial mining and utilization because of their difficulties to isolate, cultivate, and research in
polyphase classification. This review described myxobacterial features, methods for isolation and
purification, and discussed existing problems and improvement measures. In addition, we also analyzed
the research status in polyphase classification of myxobacteria. Based on the current technical means
and research progress, the future research trends of myxobacteria were prospected. This review aims to
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provide help to relevant researches on myxobacteria in the future.

Keywords: myxobacteria, resource mining, polyphase classification
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Figure 1 Monophyletic order of Myxococcales
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Note: The number represents species numbers within the genus; Picture was revised according to Mohr et al™®
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Figure 2 Isolation methods of myxobacteria
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Note: A: Induction method of E. coli; B: Induction method of
filter papers
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Figure 3 Phylogenetic tree of culturable myxobacteria based on 16S rRNA gene sequence
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PUFAs, %551 J& — 1 6 Fi 4% fR (Eicosapentaenoic
Acid, EPA)FI .+ k7ML (Docosahexaenoic,
DHA)X BE 25 FI it AT B 2R, X SEfR iR
SN (B SE < I R IR Ry 11| N il
ol RG240 B ) B i RR 2R VR & ik 2 RAR K, WAR
N E AR R B SRR 2 — o R P A s
JEWiER A, Rl & F LA WIER Ciry 2-OH H
MIDI RS ICiAR A0, 5 S FRR A0 R R 1<
FE - (GC-MS) Jy ik HEA T 4 1),
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TERGERTARI, iso-Cisors FEARNITR, &7
i 20%—-60%; EfE Cien o5c 25 RIRNIMRIE
B, S 7%-19%, (HHAEMSIEREIE b &
TRARCR A 1%);5 iso-Ci7.0 2-OH J& IR & 1) &
BARWTRRZEAL, T2yl 20%-30%, 1 7E AP
JRPEEAR 4%; BRGS0 25 A7 2L
Fh, Cien ©5¢, is0-Cisg Fl is0-Ci7.o L2 4E [ )&
AR 5 1Y E LRI 2R fe/ N H
H, is0-Cigo Ml iso-Cieq S FEPRNITREAY, K
(1) iso-Ciz.0 WMAEF PP A, (EOR[EFPE Z [ 47
TE—E M 225 R E W H H ERER IR &= KT
SCHERRNTR . B Cren 07c i FEARMITR ; Ciea
oS¢ JEH RN, (HUILIRNRAEESE i E h A
FAAE, TEMERTRE P A BT Cao MO,

3 BE5RYE

Bl 4= BB T e R B 2 1 A 28 8 R 22 R
JECAH B AN T B, R D) SR T A R
TR R o R AR AR — 2R R HTE R R
B, A E KBS E . Hoffmann %74 T
2 300 (RS AR P A, IFARAT T AN [ E RS 2 1
KPR =2, KBRS 20 T8 43 2 b v 5 AR TR
AR P W 5 Z (B AR SGHE , IR IERTAHT
Ji& Hh HTR] — Jig A ] B A R i BT TR O SR A 7
FRME 30 B R 80t A T 0 2 R S L R A
PRV AR R, AT KRR E AR A O
Bio SRT, T ARIAR R IR IR, REK
B oM E G T, AT BE R A I R A 15
FNFE o W, FR B A R R B 97 R 4 TR G 12 4R
5, DA 52 B¢ A RS 200 T B A Bl N 28 FE 70 R
IR DRI, 5 AN W 3Okt 4 B 0% 542 4 2
FAGI BT Jrids, DASREUE 255 5 A o i

MET, T RREEMEN ARG KT TR
VT RI N B A0 TR 1 2 A0 3 2R R, JF A4
FED2H Z G0 % 5 I S RE M JRe B A T 2 18] A 02
MU, Liu 5P K 440 M4 R T i DR T A
(Idiomarinaceae) W) 532 R ILZFEVE 5 ifg I A B

THHT VA 2K 0 1 U5 TR R (Idiomarina) . 10 5 T &
(Pseudidiomarina) LR 1 & (Aliidiomarina)
AT TR R I AL R A 81 S0 B 1 S ZEAAT 14T 04 53
Hefiz, M Genome BLAST Distance Phylogeny
(GBDP)#F 224 tRBERE ZFHUFT I6 (Bacillus cereus)
W 3 %, Hd s 11 A-Cmsh, A
YR A I, A 19-20 MRIET YR,
Hordt %I 1 000 2k o BT A
(Alphaproteobacteria) I ZE N A ¥4, FIH RS K
BRI, DR DR 20 E5 4 v A Dy B A [ T R AR
GRBRFR, MIE T LR 8 R4 [
SYRIICI AL . B TR TR AL S8 03 2K ik
SR HLTAER R, RO RG A0 TT 08 A 7 %0
A BN A L D 2 43 A vk I FH EIRS A T 1 22 A4 43
KbgErh, AT LARLEE S8 i R th A Ry ), &Y
EFSRIN TR0, A B THESIRS 4 1 1) 22 41
IR

2 2E A Y AR D22 R 3] 50 Ko & Fion 2%
AREARWIR L, $ A B0 4t B[R] FRBE Aokt 4 7
() Z RN A 2o AT SR R AL AR A B T R
B TR A DA RS PR ) o Bl RS A T Ok 2
BRHER R B, I B R B F AR A IE A,
H IR T 54 W A TR T AT 4R 2R 2 AN = ROk 4H
WM. HANWRQEO I IE, SEHER,
AR AR B 22 K 4 TR 5% T K 328 ¥ s 3 X5 il 240 7R 1)
NI X5 B ARG 20 TR 55 IR A K2 RAA TR
K, WRAK A BE HoRS A0 TR BT IR Y 2 REPE SO0 5 R4
PR KA TS G oK B 4 02 A HoA — 2 I BIR
FH R AH Al AN [F AR D g BRI s H R RS
2T 917 3 9 Dt L T A R DA, SR T L A T D)7
IR HA M FE AR AT ; A, KA BT
N K sy I 2 5 B — s W BIIR VR FH 54T
AR R L HAEAR O E R R e A S R G
MIIHRE, BR T 23 WA /K A M s S v o0, AR
PR B R AN 2 SRS RGP RE )28
T IIRE AR IR ARISR .
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