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[ Abstract] Objective To compare the differences of bacterial distribution of intestinal flora in Microtus fortis
living under laboratory feeding and wild survival conditions. Methods The 16S rDNA-V4-V5 region of bacteria in the
ileocecal contents from Microtus fortis raised in lab and captured in wild were measured by high-throughput sequencing. The
number of operational taxonomic units (OTUs) were sorted and calculated, and the species abundance and distribution and
difference were analyzed. Results The rarefaction curves indicated that adequate sampling was achieved. At the phylum
level, the distribution of intestinal flora between two groups was similar. The experimental group had a unique phylum,
Lentisphaerae. The wild type group had 3 unique phylums, Fusobacteria, Thaumarchaeota and an unclassified phylum. At
the genus level, the kind of intestinal flora in the wild type group was more abundant than the experimental group.
Ruminococcus is the largest differential genus. Conclusions The microbial community structure and differences of Microtus
Jortis living under different conditions are obtained. It may further enrich the basic biology data of Microtus fortis.
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Fig.1 Rarefaction curves of the samples
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Tab.1 Diversity analysis of samples
FE ouUT %H Chao e R ZREEFREL Diversity index
Samples OTU number Chao Coverage Shannon indexes Simpson indexes

1 468 573 0.995 177 4.37 0. 0294
2 618 723 0.993 736 5.06 0.0129
3 638 690 0. 996 957 4.62 0. 0346
4 631 709 0.996 542 5.19 0.0110
5 693 776 0. 996 420 5.12 0.0141
6 464 565 0.996 762 4.81 0.0167
7 615 740 0.996 753 4.64 0. 0263
8 791 904 0.997 246 5.05 0.0154
9 753 881 0. 996 605 5.06 0.0145
10 667 776 0.996 199 5.38 0. 0082
11 806 874 0.998 179 5.37 0.0104
12 642 715 0.998 149 5.09 0.0161
13 674 770 0.997 263 5.04 0.0146
14 725 821 0.997 116 5.08 0.0159
15 603 677 0.997 486 4.74 0. 0282
16 761 827 0.998 186 5.21 0.0127
17 708 787 0.998 155 4.69 9.0251
18 654 725 0.998 010 4.65 0.0325
19 591 720 0.995 531 5.08 0.0104
20 650 769 0.997 715 4.95 0.0153
21 433 485 0. 998 425 4.41 0.0234
22 513 610 0.997 469 4.45 0. 0256
23 442 477 0. 998 545 4.27 0. 0403
24 486 542 0.998 774 4.45 0.0243
25 420 453 0.998 622 4.42 0. 0231
26 445 498 0.998 718 3.89 0. 0636
27 451 499 0.998 618 4.35 0.0333
28 440 501 0.998 334 4.55 0.0215
29 468 502 0. 998 952 4.24 0. 0383
30 457 495 0. 998 503 4.36 0. 0296
31 423 457 0. 998 099 3.88 0. 0637
32 408 454 0. 998 258 4.49 0. 0228
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Fig.2 OTU classification of the two group samples
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Fig.3 Bacteria composition at phylum level of the two

groups of samples
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Fig.4 Bacteria composition at genus level of the two groups of samples
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Fig.5 Evolutionary branch cladogram of LEfSe analysis of the two groups of samples
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Tab.2 Phylum abundance differential analysis of the two groups of samples

Il Fp 2545 LDA { P{H
Phylum Abundance Differential group LDA value P value
Bacteria. Tenericutes X BE [ ] 0. 0091 YSC 3.39 0. 047
Bacteria. Elusimicrobia 2K EE B[] 0.0017 sYc 2.94 0. 0036
Bacteria. Deferribacteres i 24T 517 0. 0015 YSC 2. 84 0.045
Bacteria. Lentisphaerae ZhKERIE T ] 0. 000 23 SYC 2.69 0. 000 001
Bacteria. Verrucomicrobia [ ] 0. 0004 SYC 2.65 0. 000 63
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Tab.3 Differential analysis of genus abundanceof the two groups of samples

& FpE S LDA & P
Genus Abundance Differential group LDA value P value
Ruminococcus T8 & BRI & 0.077 SYC 4.42 0. 0045
Prevotella %3 1K & 0.026 SYC 4.04 0.012
Bacillus 2F {0 R 0.014 YSC 3.78 0. 0003
Lactococcus FLEKH & 0.011 YSC 3.72 0. 0007
Coprococcus IR B 0.010 SYC 3.62 0. 000 004 3
Bacteroides 14T )& 0. 0085 SyC 3.52 0.000 018
Lachnospira IR & 0. 0063 Syc 3.46 0. 0036
Peptococcus THALIK T & 0. 0043 SYC 3.26 0. 000 003 5
Bilophila V&L & 0.000 13 Syc 2.96 0. 000 35
Oxalobacter HRFT I IE 0. 000 23 YSC 2.88 0. 000 001 4
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