SUPPLEMENTAL ANALYSES

Fastv analysis

The number of kmer hits to SARS-CoV-2 and the Influenza A H7N9 HA gene identified using fastv for
analysis of each SRA in PRJNA605983 are shown in Supp. Figs. 1 and 2 below. Note that for
SRR11092062 and SRR11092063 Lanes 02 and 04 are plotted separately.
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Supp. Fig. 1. SARS-CoV-2 Wuhan Hu-1 genome kmer hits identified in fastv analysis of SRA datasets in
PRIJNA605983.
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Supp. Fig. 2. Influenza A H7N9 HA gene K-mer hits identified in fastv analysis of SRA datasets in

PRINA605983 (log scale).

GenBank URL GenBank Biosample URL SRA Run Size GISAID ID CoV-2 Isolate
s | sawomo | TR | eusamo | QMo
SRX7730882 SAMN14082198 34.3M spots, 10.3G EPI_ISL_402128 WIVO05; Lineage B; NSP3 G1433S,

bases, 6.4Gb

NSP16 K160R; passage original



https://www.ncbi.nlm.nih.gov/sra/SRX7730879%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082200
https://www.ncbi.nlm.nih.gov/sra/SRX7730880%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082196
https://www.ncbi.nlm.nih.gov/sra/SRX7730881%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082197
https://www.ncbi.nlm.nih.gov/sra/SRX7730882%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082198

SRX7730883

SAMN14082199

29.7M spots, 8.9G
bases, 5.6Gb

EPI_ISL_402129

WIV06; Lineage B; no mutations;
original passage

SRX7730884

SAMN14082200

38.5M spots, 11.5G
bases, 7.1Gb

EPI_ISL_402130

WIVO07; Lineage B; mutations NSP3
D1761A, NSP4 T3271; passage original

SRX7730885

SAMN14082196

8.3M spots, 2.2G
bases, 1.2Gb

EPI_ISL_402127

WIV02; Lineage B; mutations NSP16
D220N

SRX7730886

SAMN14082197

5.2M spots, 1.5G
bases, 768.3Mb

EPI_ISL_402124

WIV04; Lineage B; no mutations;
passage original

SRX7730887

SAMN14082199

5.2M spots, 1.5G
bases, 772.9Mb

EPI_ISL_402129

WIV06; Lineage B; no mutations;
original passage

SRX8032202

SAMN14479127

5.2M spots, 1.6G
bases, 583.4Mb

EPI_ISL_412898

hCoV-19/Wuhan/HBCDC-HB-02/2019

SRX8032203

SAMN14479128

5.8M spots, 1.7G
bases, 634.3Mb

EPI_ISL_402132

Wuhan HBCDC-HB-01/2019; Lineage
B; mutation Spike F32l; original
passage

Supplementary Table/Fig 3



https://www.ncbi.nlm.nih.gov/sra/SRX7730883%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082199
https://www.ncbi.nlm.nih.gov/sra/SRX7730884%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082200
https://www.ncbi.nlm.nih.gov/sra/SRX7730885%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082196
https://www.ncbi.nlm.nih.gov/sra/SRX7730886%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082197
https://www.ncbi.nlm.nih.gov/sra/SRX7730887%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14082199
https://www.ncbi.nlm.nih.gov/sra/SRX8032202%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14479127
https://www.ncbi.nlm.nih.gov/sra/SRX8032203%5baccn%5d
https://www.ncbi.nlm.nih.gov/biosample/SAMN14479128
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Supp. Fig. 4. Pearson correlation matrix plot for selected viruses and microbes from SRR11092059. Key:
NC_045512.2: Wuhan seafood market pneumonia virus isolate Wuhan-Hu-1, complete genome; NC_026425.1:
Influenza A virus (A/Shanghai/02/2013(H7N9)) segment 4 hemagglutinin (HA) gene, complete cds;
NC_026422.1: Influenza A virus (A/Shanghai/02/2013(H7N9)) segment 1 polymerase PB2 (PB2) gene, complete
cds; NC_001669.1: Simian virus 40 complete genome;Spodoptera: NC_025382.1 Spodoptera frugiperda
rhabdovirus isolate Sf, complete genome; Brevundimonas: Brevundimonas_diminuta_470_4_uid67195;
Enterobacter: Enterobacter_cancerogenus_ATCC_35316_uid28663; Propionibacterium:
Propionibacterium_5_U_42AFAA_uid39413;  Paraprevotella:  Paraprevotella_clara_YIT_11840_uid48501;

Saccharomyces: NC_004051.1 Saccharomyces 20S RNA narnavirus, complete genome
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Supp. Fig. 5. Spearman correlation matrix plot for selected viruses and microbes from SRR11092059.

Key: as per Supp. Fig. 4.

H7N9 M gene

Raw reads from SRR11092059 were aligned to NC_026427.1 (H7N9 M gene) using bwa mem with
default parameters. As shown in the figure below, several reads extend upstream of the 3’ end of the

Influenza A H7N9 M gene (NC_026427.1).



HC_026427.1

80 bp 60 bp
| |

0bp 20bp 0 bp
| | | | |
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ATGAGTCTTCTAACCGAGGTCGAMACGTACGTTCTCTCTATCATTC

GTTAACGCTAGCAGTTAACCEE

GTACTGGTCGACCTTCE

GTACCACTGACTTCTGACTTGGG6G

TGTTT [} B
TGTTT [} ©
CCTGGGGGCCGAGCACAGAGTCAGAGTOOGOTOAGEGGTOATAGS CAGE
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TT [} B
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Supp. Fig. 6. 3' most end of SRR11092059 reads aligned to NC_026427.1, plotted in IGV. The M gene

sequence starts at Obp. Mismatched bases only are plotted with letters.

Read v300043428L4C001R0371251734/2 (top read in figure above) was then plotted in Addgene

sequence analyzer (https://www.addgene.org/analyze-sequence/). A Hincll restriction enzyme site at

the 3' end (GTTAAC) and a Dral restriction enzyme site (TTTAAA) was identified at positions -7 to -2bp

relative to the 3’ end of the M gene (Supp. Fig. 7). The entire 77nt sequence upstream of the M gene

was then analysed using NCBI BLASTN against the nt database and was found to exhibit a high

similarityhemelegy to H5N1 segment 8 with one nt insertion and one substitution (Supp. Figs 8 and 9)

E—

71-76: Dral (TTT YAAA)

TCGACCTTCG AAGTTGGGGG
AGCCTTCTAA CCGAGGTCGA 100
CCCCCTCAAA GCCGAGATCG 150

1 GTTAACGCTA
51 GGAGCAARAG
101 BACGTACGTT
Map and Features Sequence
Bmtl (11)
Nhel (7)

Sequence: 150 bp

Cutters | Linear Digest | Circular Digest

Scal (25)
Accl (31)
Sall (30)
BstBI (38)

Supp. Fig. 7. Read v300043428L4C001R0371251734/2 plotted in addene. The Dral site at the

intersection of the H5N1 sement8 section and H7N9 M gene highlighted in red.



https://www.addgene.org/analyze-sequence/

Job Title Nucleotide Sequence Filter Results

RID BIKTJYKCO1R Search expires on 06-01 19:57 pm Download All v

Organism only top 20 will appear D exclude
Program BLASTN@ Citation v L
Database nt See delails v ‘ Type common name, binomial, taxid or group name

=+ Add organism
Query ID Icl|Query_502797
Description None Percent Identity E value Query Coverage
Molecule type dna ‘ ‘ to ‘ ‘ ‘ ‘ to ‘ ‘ ‘ ‘ to ‘ ‘

Query Length 77
Other reports  Distance tree of results MSA viewer @ Al
Graphic Summary Alignments Taxonomy

Sequences producing significant alighments Download “ [&EJ Selectcolumns ¥ Show | 100v | @
select all 1 sequences selected GenBank Graphics Distance tree of results ~[EIMSA Viewer
A Max = Total Query E Per. |Acc.
Description Scientific Name
vp - Score Score Cover value Ident Len AcCcession
-

=

Influenza A virus {A/chicken/Guangdong/1/2005(H5N1})) segment 8 nuclear export protein (NEP) and nonstructural ... Influenza A virus ... 95.3 953 75% 4e-16 96.55% 899 EUS874904.2

Supp. Fig. 8. NCBI BLASTN analysis results for the 77bp sequence upstream of the H7N9 gene queried

against the nt database with default parameters.

Influenza A virus (A/chicken/Guangdong/1/2005(H5N1)) segment 8 nuclear export protein (NEP) and nonstructural protein 1 (NS1)

genes, complete cds
Sequence ID: EU874904.2 Length: 899 Number of Matches: 1

Range 1: 1 to 57 GenBank Graphics

Score Expect Identities Gaps Strand
95.3 bits(51) 4e-16 56/58(97%) 1/58(1%) Plus/Plus

GCTAGCAGTTAACCGGAGTACTGGTCGACCTTCG iiiiizAGCAAAAG CAGG 64

oyer 1 ALHLAEHESER IR SRR <5

Supp. Fig. 9. NCBI BLASTN analysis results for the 77bp sequence upstream of the H7N9 gene queried

against the nt database with default parameters showing alignment sequence.



pVAX1

A complete pVAX1 plasmid sequence was identified from WIV07-2 SRA dataset SRR11092059 as a
single contig (Supp. Fig. 10), and was also identified in WIV04-4 (SRR11092062) and WIV02-2

(SRR11092063).
bGH_PA_terminator
NEOKAN_promoter BGH_rev_primer
Eagl (4418) Apal (260)
Fspl (4226) Xbal (262)
Xhol (268)
ORF frame 3
NeoR/KanR (variant)
CORF frame 3 EcoRI (730)
ORF frame 2

Sequence

4765 bp

AmpR_promoter
Pmil (3472)
pBR322_origin

BamHI (1383)

Nrul (2673)
Spel (2630) Kpnl (1966)
CAG_enhancer ARl (1971)
T7_promaoter
Sacl (2069)

CMV_fwd_primer
CMV_immearly_promoter

Supp. Fig. 10. pVAX1 plasmid containing Influenza A H7N9 HA gene from de novo assembly of
SRR11092059 and plotted in addgene.

The ORF 2 region (274-1956bp) was analyzed using NCBI BLASTN for alignment to the nt database and
100% homology was found to Influenza A virus (A/Shanghai/02/2013(H7N9)) segment 4
hemagglutinin  (HA) gene, complete cds KF021597.1 and |Influenza A  virus
(A/chicken/Guangdong/G2/2013(H7N9)) segment 4 hemagglutinin (HA) gene, complete cds
KJ395948.1 and synthetic constructs (Supp. Fig. 11).



Job Title Nucleotide Sequence Filter Results

RID CPN1C6UH013 search expires on 06-18 21:54 pm Download All v

Program BLASTN@  Citation v Organism only top 20 will appear D exclude
Database nt  See details v Type common name, binomial, taxid or group name ‘
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select all 100 sequences selected

Description
-

Synthetic construct H7TN9 HA gene, complete cds

Influenza A virus (A/chicken/Guangdong/G2/2013(H7NS)) segment 4

Synthetic construct HA-A/Shaghai/2/2013_R3delHA_ H7NS gene, complete cds

Influenza A virus (A/Anhui/1-YK_RG01/2013(H7N9)) hemagglutinin {HA) gene, complete cds

Influenza A virus (A/Anhui1-JCVIT RG1/2013(H7N9)) hemagglutinin (HA) gene. complete cds

Influenza A virus (A/Anhui/DEWHT2-02/2013(H7MNS)) hemagglutinin (HA) gene, complete cds

Influenza A virus (A/Shanghai/02/2013(H7N9))_segment 4 hemagglutinin (HA) gene, complete cds

Influenza A virus {A/chicken/Guangdong/SD014/2014(H7N9)) segment 4 hemagglutinin (HA) gene. complete cds

<N <N<N<E<E<H<N<N<N<]

Influenza A virus {A/Zhejiang/DTID-ZJU01/2013({H7N)) segment 4 hemagglutinin (HA) gene, complete cds

Influenza A virus (A/chicken/Jiangsu/1021/2013(H7N9)) segment 4 hemagglutinin (HA) gene, compleie cds

Influenza A virus (A/chicken/Guangdong/SD641/2013(H7N9)) hemagglutinin (HA) gene, complete cds

Download ¥ [IgSelect columns ~ Show Q
GenBank Graphics Distance tree of results ~ EEIMSA Viewer
o Max Total Query E Per. Acc. Accession

- Score Score Cover value Ident Len
b4 v b4 - w v

syninelic construct 3108 3109 100% 0.0 100.00% 9599 KY199425.1

inin (HA) gene, complete cds Influenza A virus ... 3108 3109 100% 0.0 100.00% 1683 KJ395048.1

Influenza A virus ... 3108 3109 100% 0.0 100.00% 1708 KF021597.1

synthefic construct 3108 3109 100% 0.0 100.00% 1683 MW295210.1

Influenza A virus 3103 3103 100% 0.0 99.94% 1727 MN037516.1

Influenza A virus ... 3103 3103 100% 0.0 99.94% 1708 CY191659.1

Influenza A virus ... 3103 3103 100% 0.0 99.94% 1732 CY187410.1

Influenza A virus ... 3103 3103 100% 0.0 99.94% 1732 CY181521.1

Influenza A virus ... 3103 3103 100% 0.0 ©9.94% 1732 KJ633809.1

Influenza A virus ... 3103 3103 100% 0.0 99.94% 1696 KF938946.1

Influenza A virus ... 3103 3103 100% 0.0 99.94% 1683 CY146008.1

Supp. Fig. 11. NCBI BLASTN analysis on ORF 2 region of the pVax1 plasmid identified in contigs from

de novo assembly of SRR11092059.

Reads from SRR11092059 were then aligned to the pVaxl plasmid (de novo assembled contig

k141 _31) to assess coverage and depth. 62,599 reads were found to be mapped to the pVax1 plasmid

sequence as shown in Supp Fig. 12.
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Supp. Fig. 12. 65299 reads from SRR11092059 were mapped to a pVax1 plasmid sequence identified
from de novo assembly of SRR11092059 (contig k141 _31), plotted in IGV.

Addendum

De novo assembled pVax1 vector sequence has been saved as pvax1l_4765.fa in Supplementary Data

>pVax1 SRR11092059 k141_31

AGAAGCCATAGAGCCCACCGCATCCCCAGCATGCCTGCTATTGTCTTCCCAATCCTCCCCCTTGCTGTCCTGCCCCACCCCACCCCCCAGAATAGAATGACA
CCTACTCAGACAATGCGATGCAATTTCCTCATTTTATTAGGAAAGGACAGTGGGAGTGGCACCTTCCAGGGTCAAGGAAGGCACGGGGGAGGGGCAAAC
AACAGATGGCTGGCAACTAGAAGGCACAGTCGAGGCTGATCAGCGGGTTTAAACGGGCCCTCTAGACTCGAGTTATATACAAATAGTGCACCGCATGTTT
CCATTCTTTACACATATGAAGACAAGGCCCATTACAATGGCTAGAAGTATGAAACATGATGCCCCGAAGCTAAACCAAAGTATCACATCTTTGTAGCCGCT
GCTTAGTTTGACTGGGTCAATCTGTATTCTATTTTGCATTGCCTCTTCCCTGTATTTGCTGTGATCATAGGTGTTATTTCTAATACTGGCCATACAGTCATCAT
CACACTTGTGAAATATTTCAAAGCAACCAGTGCCATCTTCTTCAGCATTCTCTCTCAGCTGTCTTTTCACTCGTTCGTACAGTTTGTCCATTTCTGAATCAGCC
AGATCAATTGTATGCTGGTTCTCCATTGCTACCAAGAGTTCAGCATTGTATGACCACACTTCTGTTATAGAATCTCTGGTCCAATTTATCACATTACCGATTT
GCTTCTCTACCTCATTGAATTCATTGTCTATCAACTCAAATTGTTGGTTGGTTTTTTCTATAAGCCGGTTTAATTTTCCTGTTATTTGATCAATTGCCGATTGA
GTGCTTTTGTAATCTGCAGCAGTTCCCTCTCCCTGTGCATTCTGGTGTCTGAAACCATACCAACCATCAATTAGGCCTTCCCATCCATTTTCAATGAAACCCG
CTATAGCACCAAATAGGCCTCTTCCTTTTGGAATCTCAGGAACATTCTTCATCCCTGTTGCTAGCAGCAGACTCCTTTGCTTAACATATCTCGGACATTTTCC
AACTGCCCTGCTATCTATGTTCTGAAATGGCAAGTTACTTATTATTGTCCCTCCACTATGATAGCAGTCCCCTTCACAATTGGCATCAACCTGTACTCCACTCT
GGATTCCCATAGATTTTCCTCTCAGGAAGCTTGCACGGTCTGGAGCTATGAAAGCCCCATTGAAACTGAAAGTGACTGTATCATTGGGATTTAGCATTAGC
CAATGAAAGTCAATTCTTCCAGATAGACCATTAACTTGTGGTCTCGCTCCTGGACTCGGTACAAAAGATTGTTGATAATTAGAACTCCCAACTGTCACCAGT
TTGTTTCCACTCCCATATAGCTTGGTTTGCTCTGCAGTTGATACGGAATGATGGATCCCCCATACTATTAGAGCTGGGCTTTTTCTTGTATTTTTATATGACTT
AGTCATCTGCGGGAATGCAGCATTATCTGTGTTTGACAGGAGCCATTTCATTTCTGCATAGAATGAAGATCCTGATCTCCTACATGCACTGGTTGCTCCATT
AGTTCTTATTCCACTGTATGTGAATCCCATTGCTTCCTTGTCAATTCCGCCTGATTCTCTGAGAATTTGCCTCAGAGCTTCTTCATTCACGAATTTCCCAGGAT
AACAGACATCACTTCCTTCTCGCCTCTCAATAATTAAATCGGCTGAAAATTCTAGGAATTGGTCACATTGAGGTGGTCCAGTGATTGTCCCCAGGAGTCCAC
ATTGACCGAGGTCAACTGTCCTTTTCCCTTTTGAGCAGATCCTGGGGATGTTTGTTCGTTCCACTGTTTCAGTTGCATTGACGACTTCCACTCCTCTTTCAGTT
AATGTGTTTACTTTGGTTCCGTTTGACACGGCATGATGTCCGAGGCAGATTTTGTCTGCATTTGTTGGAATGATCGCAATCAGAGCGAATACCAGGATTTG



AGTGTTCATGGTGGGGTACCAAGCTTAAGTTTAAACGCTAGCCAGCTTGGGTCTCCCTATAGTGAGTCGTATTAATTTCGATAAGCCAGTAAGCAGTGGGT
TCTCTAGTTAGCCAGAGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAA
GTCCCGTTGATTTTGGTGCCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGT
ACTGCCAAAACCGCATCACCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCA
GGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCC
ATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGC
CATTTACCGTAAGTTATGTAACGCGGAACTCCATATATGGGCTATGAACTAATGACCCCGTAATTGATTACTATTAATAACTAGTCAATAATCAATGTCAAC
GCGTATATCTGGCCCGTACATCGCGAAGCAGCAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTT
TCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCC
TGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACG
CTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATC
GTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGT
TCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCT
TGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTT
TTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAA
AATGAAGTTTTAGCACGTGCTATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGG
GTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGATGCGGTGTGAAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGAAATTGTAAGCGTTA
ATAATTCAGAAGAACTCGTCAAGAAGGCGATAGAAGGCGATGCGCTGCGAATCGGGAGCGGCGATACCGTAAAGCACGAGGAAGCGGTCAGCCCATTC
GCCGCCAAGCTCTTCAGCAATATCACGGGTAGCCAACGCTATGTCCTGATAGCGGTCCGCCACACCCAGCCGGCCACAGTCGATGAATCCAGAAAAGCGG
CCATTTTCCACCATGATATTCGGCAAGCAGGCATCGCCATGGGTCACGACGAGATCCTCGCCGTCGGGCATGCTCGCCTTGAGCCTGGCGAACAGTTCGG
CTGGCGCGAGCCCCTGATGCTCTTCGTCCAGATCATCCTGATCGACAAGACCGGCTTCCATCCGAGTACGTGCTCGCTCGATGCGATGTTTCGCTTGGTGG
TCGAATGGGCAGGTAGCCGGATCAAGCGTATGCAGCCGCCGCATTGCATCAGCCATGATGGATACTTTCTCGGCAGGAGCAAGGTGAGATGACAGGAGA
TCCTGCCCCGGCACTTCGCCCAATAGCAGCCAGTCCCTTCCCGCTTCAGTGACAACGTCGAGCACAGCTGCGCAAGGAACGCCCGTCGTGGCCAGCCACG
ATAGCCGCGCTGCCTCGTCTTGCAGTTCATTCAGGGCACCGGACAGGTCGGTCTTGACAAAAAGAACCGGGCGCCCCTGCGCTGACAGCCGGAACACGG
CGGCATCAGAGCAGCCGATTGTCTGTTGTGCCCAGTCATAGCCGAATAGCCTCTCCACCCAAGCGGCCGGAGAACCTGCGTGCAATCCATCTTGTTCAATC
ATGCGAAACGATCCTCATCCTGTCTCTTGATCAGAGCTTGATCCCCTGCGCCATCAGATCCTTGGCGGCAAGAAAGCCATCCAGTTTACTTTGCAGGGCTTC
CCAACCTTACCAGAGGGCGCCCCAGCTGGCAATTCCGGTTCGCTTGCTGTCCATAAAACCGCCCAGTAGAAGCCATAGAGCCCACCGCATCCCCAGCATGC
CTGCTATTGTCTTCCCAATCCTCCCCCTTGCTGTCCTGCCCCACCCCACCCCCCAGAATAGAATGACACCTACTCAGACAATGCGATGCAATTTCCTCATTTTA
TTA



