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R 4237 1 cocoa ~ sequence comparison

We sequenced a total of 16.1 Mb (CC1) and 53.8 Mb (CC2) for the 16S megagenomics
interval from a sample of 167 hours of cocoa bean fermentation. The results showed that
the results of CC2 sequence comparison showed that the number of the first three strains
of OUT bacteria was the same as that of the CC1 sample, and the first of the samples
was Acetobacteraceae, the second one Enterobacteriaceae (enterobacteria), and the third
is Paenibacillaceae (Bacillus species), while the total number of OTU of the three species
accounts for 97% of all OUT. The lactic acid bacteria belonging to the pre-fermentation
stage to the fermentation end point, the number of ethnic groups become less, it is not
easy to filter. In the anaerobic environment, the strain was identified as E. coli and the
lactic acid bacteria No1 ~ 3 were all E. coli, after the culture of the unknown strain was
identified by the EMB identification medium and the green metallic luster appeared in
the MRS medium. Acetobacter pasteurianus (100% identities), and No 9 was Bacillus
thuringiensis (100% identities). There was no yeast in the process of fungal selection, but
a single green mold appeared. The fungus was fungus, and it may have been infected by
fungi during the planting process.
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CGYC1 ¢ 168 rDNA sequence (Acetobacter pastewrianus strain 1HSe 100%identities)
ACGAAGGTTTCGGCCTTAGTGGUGGACGGGTGAGTAACGCGTAGGTATCTATCCATGGOTGGGGOATAACACTG
GOAAACTGGTGCTAATACCGCATGACACCTGAGGGTCAAAGGCGCAAGTCGCCTGTGGAGGAGCCTGCGTTTGA
TTAGCTAGTTGGTCGGGGTAAAGGOCTACCAAGGUGATGATCAATAGCTGGTTTGAGAGGATGATCAGCCACACTG
GGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATC
CAGCAATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTCGACGGGGACGATGATGACGGTACCC
GTAGAAGAAGCCCCGGCTAACTTCGTGCCAGC AGUCGOGOGTAATACGAAGGGGGCTAGCGTTGCTCGGAATGAC
TGGGCGTAAAGGGOGTGTAGGCGOGTTTGTACAGTCAGATGTGAAATCCCCGGGCTTAACCTGGGAGCTGCATTTG
ATACGTGCAGACTAGAGTGTGAGAGAGGGTTGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAG
AACACCGOTGGCGAAGGOGGCAACCTGGCTCATTACTGACGCTGAGGCGUGAAAGCGTGGGGAGC AAACAGGA
TTAGATACCCTGGTAGTCCACGCTGTAAACGATGTGTGCTAGATGTTGGGTGACTTAGTCATTCAGTGTCGCAGTTA
ACGCGTTAAGCACACCGCCTGOGGGAGTACGGUOGCAAGGTTGAAACTCAAAGGAATTGACGGGGGCCCGCACA
AGCGGTOGAGCATGTGGTTTAATTCGAAGCAACGCGCAGAACCTTACCAGGGCTTGAATGTAGAGGCTGCAAGCA
GAGATGTTTGTTTCCCGCAAGGGACCTCTAACACAGGTGCTGCATGGCTGTCGTCAGCTCGTGTCGTGAGATGTT
GGGTTAAGTCCCGUAACGAGCGUAACCOCTATCTTTAGTTGCCATCAGGTTGGGCTGGGCACTCTAGAGAGACTG
CCGGTGACAAGCCGGAGGAAGGTGGGGATGACGTCAAGTCCTCATGGUCCTTATGTCCTGGGUTACACACGTGC
TACAATGGCGGTGACAGTGGGAAGCTAGOTGGTGACACCATGCTGATCTCTAAAAGCCGTCTCAGTTCGGATTGC
ACTCTGCAACTCGAGTGCATGAAGGTGGAATCGCTAGTAATCGCGGATCAGCATGCCGUGGTGAATACGTTCCCG
GGCCTTGTACACACCGCCCGTCACACCATGGGAGTTGGTTTGACCTTAAGCCGGTGAGC GAACCGCAAGGACGC
AGCCGACCACGGTCGGGTCAGCGACTGGGGTGAAGTCG
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CGYC9 168 rDNA sequence ( Bacillus thuringiensis Bt 18247 100%identities)
TCGAGCGAATGGATTAAGAGCTTGCTCTTATGAAGTTAGCGGCGGACGGGTGAGTAACACGTGGGTAACCTGCCC
ATAAGACTGGGATAACTCCGGGAAACCGGGGCTAATACCGGATAACATTTITGAACCGCATGGTTCGAAATTGAAAG
GCGGCTTCGGUCTGTCACTTATGGATGGACCCGCGTCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCA
ACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGG
CAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGCTTTCGGG
TCGTAAAACTCTGTTGTTAGGGAAGAACAAGTGCTAGTTGAATAAGCTGGCACCTTGACGGTACCTAACCAGAAAG
CCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAG
CGCGCGCAGGTGGTTITCTTAAGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGGAG
ACTTGAGTGCAGAAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGAGATATGGAGGAACACCAGTG
GCGAAGGCGACTTTCTGGTCTGTAACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCT
GGTAGTCCACGCCGTAAACGATGAGTGCTAAGTGTTAGAGGGTTTCCGCCCTTTAGTGCTGAAGTTAACGCATTAA
GCACTCCGCCTGGGGAGTACGGCCGCAAGGCTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGGA
GCATGTGOGTTTAATTCGAAGCAACGCGAAGAACCTTACCAGGTCTTGACATCCTCTGAAAACCCTAGAGATAGGGC
TTCTCCTTCGGGAGCAGAGTGACAGGTGGTGCATGGTTGTCGTCAGCTCGTGTCGTGAGATGTTGGGTTAAGTC
CCGCAACGAGCGCAACCCTTGATCTTAGTTGCCATCATTAAGTTGGGCACTCTAAGGTGACTGCCGGTGACAAAC
CGGAGGAAGGTGGGGATGACGTCAAATCATCATGCCCCTTATGACCTGGGCTACACACGTGCTACAATGGACGGT
ACAAAGAGCTGCAAGACCGCGAGGTGGAGCTAATCTCATAAAACCGTTCTCAGTTCGGATTGTAGGCTGCAACTC
GCCTACATGAAGCTGGAATCGCTAGTAATCGCGGATCAGCATGCCGCGGTCGAATACGTTCCCGGGCCTTGTACAC
ACCGCCCGTCACACCACGAGAGTTTGTAACACCCGAAGTCGGTGGGGTAACCTTTTTGGAGCCAGCCGCCTAAG
GTGGGACAGATGATTGGGGTGAAGTC

NOS

RAREMRER

* Yeast

RN AR RIFABARRAEIRET A MR -



PN REY R RN

K- T

Foop hERYREGT T S
Y 288, 000 288,000 4241 3 i¢ * % &
2.3 %
3%
47 R K
32, 000 32,000 ¥ g & * 22




