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1. Definitions of key terminologies
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2. EXMEGA Download and Setup
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EXMEGA format O] Q4 mtols EM 2AZ0f Taxonomy &1t 7H2 0|0 Metagenome data, L 2%
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3. Differential Abundance (DA)
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2 8373a6f34bdfb5996c716e2c6e764ce2 d__Bacteri:p__Bactercc__Bacteroo__Bactercf__Rikenellg__Alistipes__Alistipe]
3 fa387857a369df7328f595391386555d d__Bacteri:p__Bactercc__Bacteroo__Bactercf__Rikenellg__Alistipe.
2 a 8d0a3ca24ccba95ef79fb0fbbd91709f d__Bacteri:p__Campilcc__Campyl o__Campyl f__Helicobig__Helicobs__Helicoh
A 5 e01914f46e26f1aaed24bd00c9c442b8 d__Bacteriip__Bactercc__Bacteroo__Bactercf__Muribacg__Muribais__Muriba
6 c84137e57f8283dbc56df43da161dd1c d__Bacteri;p__Bactercc__Bacteroo__Bactercf__Prevotel.
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[] |c__Verrucomicrobiae
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28 4240d1092b0c263df5f3fc952a08fe75 d Bacteriip Bactercc Bacteroo Bactercf Muribace Muribais Muriba




Slgnlflcant Taxon
of & Hl @ Zato| M FolsiA W

2 =
Z0|C}. Relative Abundance(&LC H %—'?'— ) ot
S

Zo| MgEl A= ol

E —
S?A'Ef. w ﬁ% *a*@ﬁﬁ Mot 2t Ol&2 THESH= Taxon BF HEE £[0] SAHF Rolde
OF =

2230 Cist 24 0| 7Hs3LCL Relative Abundance &= A3t Zf 0| 42| Taxon(ASV)EH ZE 2S
o

Filter: 17 W SigW Average of Relative Abundance |  Average of Feature Count
D (7] ASV | ars | arc.| mic ] an L[ a/s-[ a/c-[ B/c.[ an - c- [ a- B - N~ A [~ B [~ Al [~
454 |addaza7af2bfoazd1asbelsfofsfbess 1418 1534 1531 FALSE  TRUE TRUE TRUE 297%  0.00%  0.00%| 750.875 0 of 0.00%
792 |ss9bfagess2fsesbsse7dfbfaf7b66a7 1374 1439 39| FALSE  TRUE TRUE FALSE 0.00%  0.00%  0.00% 05 [ o o0.00% ~
69 |0b2f98063db272dc65373defc3dd0907 1360 1432 1466| FALSE  TRUE TRUE TRUE 0.00%  0.62%  036% o 162.5 82142857  0.67%
883 |98cda78dcbel7cA74061139e7505cf0f 1302 21 24| FALSE  TRUE  FALSE  FALSE 001%  0.00%  0.00% 2625 0 o  0.00% =
1047 |badca0048bafb098b206531033c09819 1269 1446 a1 FALSE  TRUE TRUE FALSE 0.00%  000%  0.00% 0.25 0 of 0.00%
54 |5e329e6102a94379223221363003615 1200 1412 1438| FALSE  FALSE  TRUE TRUE 101%  0.00%  0.00% 256 [ o  0.00% W
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Pie Chart
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4. Graphic Plus
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Krona Chart
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Clustering Heatmap
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