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1-1. Shotgun Metagenome sequencing and 16s rRNA sequencing
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3 1 00086a129b3dc9e8641815d44e8791d9  |d__Bacteric p__Firmicutc__Clostridio__Clostrid f__Clostridi g__Clostridi. 0.558031 -0.765062 0.207
Taxonomy 4 2 |003986eaal10161172a7ec41b5d5c817  |d_Bacteric. . . . . . 0041443 0.078%45 0120 () Signifcant Taxon
@) phytum 5 3 |00408e6774d91032a45f0773795¢810  |d__Bacteric p__Firmicut c__Clostridio__Lachnotf__Lachnos g__UC5-1-2. 0.23321 -0.440241 0.207 (V) Pie Chart
Check TaxonName 6 4 004323e46d3b6749f80276f5fe7379bf d__Bactericp__Proteok c__Alphaprio_ Rhodos f__uncultur g__uncultur. -0.041443  0.058382 -0.016! ®Vo\(ano Plot
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2-2. Taxonomic classification
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2-3. DA (Differential abundance) analysis
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2-4. Significant Taxon
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21 19 0277d12d8f01b31d1d2545a6131ef91e d__Bacteriep__Bacteroc__Bactero o__Bactercf__Muribac g_ Muribacs__uncultu] 0.074731 -4.210253 4.135!
57 55 08c81d1e3e56673edb8ddbd851a76314  |d__ Bacteric p__Bactero c__Bactero o__Bactercf__Muribac . . 0.70749 -0.456576 -0.250' 2‘) Significant Taxon
165 163 1e4fd308329bf0c0addad7c475b6f449 d__Bacterie p__Firmicut c__Clostridio__Oscillos f__Ruminocg__Ruminors__uncultuf  2.29258 -1.212805 -1.079 Relative Abundance(%)
173 171 1f517eb21ccde60de20d3896cefe289f d__Bacteric p__Firmicut c__Clostridio__Lachnosf__Lachnos . . -0.646465 -0.983086 1.629! 000 2
213 211 258520298a5dd98fccOc46aale3c02f7 d__Bacterie p__Bactero c__Bactero o__Bactercf__Muribac g_ Muribacs__uncultuf -1.231085 -1.923833 3.154!
222 220 26ce56c14635ece701475d32241f18d6 d__Bacteriz p__Bactero c__Bactero o__Bacterc f__Muribac g__Muribacs__Muribaq 0.007134 -0.526613 0.519 w
237 235 28e99fc648df0be4567b433d614d0752 d__Bacterie p__Bactero c__Bactero o__Bactercf__Muribac g_ Muribacs__Muribaq -0.056787 -0.47028 0.527! 1 hd
262 260 |2df6c5f78cc097c773d7304ffa17e110 d__Bacteric p__Bacteroc__Bactero o__Bacterc f__Muribac . . 0.703621 -0.586351 -0.11' Sample / Control
284 282 3297352312c9b8893a0f9d14eed34blc d__Bacteric p__Bactero c__Bactero o__Bactercf__Muribac . . -0.166427 -4.297688 4.464 -
306 304  135455b695ch7d46fee33151a36falb78 d__Bacteric p__Bacteroc__Bactero o__Bactercf__Muribac g_ Muribacs__uncultuf -1.162694  0.28152 0.881 =~
363 361 3d1dd855a1ef476cf4376494988b66f0 d__Bacterie p__Bacteroc__Bactero o__Bactercf__Muribac . . 1.823967 0.543646 -2.367! A/C
408 406 43ad07aa6643c9dd6d7fd103956¢27d0 d__Bacterie p__Bactero c__Bactero o__Bactercf__Muribac g__Muribacs__unident{ 4.917619  0.10165 -5.019: B/C
430 428 4785099617e43380e570b85986573b60 d__Bacterie p__Proteok c__Alphaprio__Rhizobii f__Xanthobg__Bradyrh . 0.23321 -0.266955 0.033 o
464 462 4e499198c57e2ee2063149e9929f1c48 d__Bacterie p__Bactero c__Bactero o__Bactercf__Muribac g__Muribacs__uncultug 2.159526 -0.210797 -1.948
471 469 5003076c835bd08848de4c613ch95cfd d__Bacterie p__Bactero c__Bactero o__Bactercf__Muribac g__Muribacs__uncultuq -1.998394 1.483133 0.515.
472 470 |5018f85d7c7c85a2252228a19324c9b1 d__Bacteriz p__Bacteroc__Bactero o__Bactercf__Muribac . . -0.26984 -3.487325 3.757
490 488 530bac5584ac375e0648d99df3b9ccd9 d__Bacteric p__Bacteroc__Bactero o__Bactercf__Muribac . . -1.458617 -1.884461 3.343
494 492 |5350bf519978ad7b0228cfc91c856d6f d__Bacteriz p__Firmicutc__Clostridi o__Oscillos f__Ruminoc. . 0.23321 -0.078945 -0.154:
497 495 53b4abdc8f2dd4701f6d319cfb3cad3b d__Bacterie p__Bacteroc__Bactero o__ Bactercf__Muribac . . 2.743704 2.295577 -5.039 @ oo Chart
514 512 577a13f0d0d73525dbcb12fe21a58b80 d__Bacteric p__Firmicut c__Clostridio__Clostrid f__Clostridi g__Candidas__Candidg -1.503855 -1.287554 2.791
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&l 5. EXMEGA Significant Taxon screenshot

3. EXMEGA GraphicPlus
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4. E-biogen’s Metagenome Service
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4-1 Service info

Sample requirement >0.1ng gDNA

Library method 16S rRNA Amplicon Library for illumina
NGS run format MiSeq, PE300

Data yield

~50,000 read/sample
Library QC &3t = 4 = O|Lf

Turnaround time

Sample type

gDNA, fecal, soil, water, feedstuff, tissue, saliva &




++ DNA prep.2 25t 29 YAt &olstof o] 7HseL .

4-2 Metagenome Service Process

Library Prep Library QC Data Analysis

4-3 Library Construction Workflow

H Forward primer overhang adapter:
i 5'-TCGTCGGCAGCGTCAGATGTGTATAAGAGACAG-3' == '\ ) )
V7 i == Region of interest-specific primer
H Region of interest-specific primer w,
\ ¢=

Reverse primer overhang adapter:
5'-GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG-3'

WS - —

Attach indices and lllumina sequencing adapters
using the Nextera® XT Index Kit

: e

Normalize and pool libraries
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