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2: Assembly Data for MinlON sequencing of Salmonella
Longest Average
Reads Subsampled Assembly Circular Linear Longest Circular NGS50° identity Reference
Reads Size __ Contigs® Contigs _Contig __Contig in% __Coverage

7229 7229 135723 0 19 163786 0 0 9913 2436
14888 14888 4577215 0 18 841969 0 471499 9955 9538
20132 29132 4722179 1 0 4722179 4722179 4722179 99.79 984
51226 51226 4805334 2 o 4723663 4723663 4723663 99.84 100
84156 28492 4806150 2 0 4724389 4724389 4724389  99.87 100
132137 20193 4806518 2 o 4724724 4724724 4724724 99.87 100
248910 16221 4806892 2 0 4725103 4725103 4725103  99.89 100
333298 15249 4806995 2 0 4725191 4725191 4725191 99.89 100

Two circular contigs indicates both the chromosome and the plasmid
NGS0 - 50% of the entire assembly is contained in contigs or scaffolds equal to or larger than this value

Table 3: Assembly Data for MinlON sequencing of E. coli

99.87%7#199.89%, XLEKIREVARELE RIZM T X F 1 purtion
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2 Mpolishd BAl# — S iR SAR ML RV EH 0

=3
=<0 1500

®

Longest Average

Reads Subsampled Assembly  Circular  Linear Longest Circular  NGS50° identity
Reads size Contigs' __Contigs _Contig __Contig in%

8731 8731 1352560 0 19 154626 0 0 99.18
18053 18053 5141583 0 14 1565772 0 518218 9963
35335 35335 5481126 1 0 5481126 5481126 5481126  99.82
62015 60362 5570410 1 1 5481662 5481662 5481662  99.87
103681 19589 5577045 2 0 5482542 5482542 5482542  99.89
164641 15265 5577346 2 0 5082831 5482831 5482831  99.90
317698 12941 5577818 2 0 5483284 5483284 5483284 9991
429909 12403 5577934 2 0 5083397 5483397 5483397 9991

. Two circular contigs indicates both the chromosome and the plasmid
b.

NGS0 - 50% of the entire assembly is contained in contigs or scaffolds equal to or larger than this value
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Taylor T L, Volkening J D, Delesus E, et al. Rapid, multiplexed, whole genome and plasmid sequencing of

foodborne pathogens using long-read nanopore technology[J].

BioRxiv, 2019: 558718.
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HEINEEERE: nr. eggNOGs. INTERPROSCAN (incorporating InterPro, GO and KEGG pathway annotation)
ENRFFUN: CAZy. PHI. EEEES (PKs) O
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32 TruSeq™ RNA Sample Preparation Kit
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2. Vd99IH R LR M A AKX P sE B MBIE M ZERE FusariumE R K TR IZIR1FH.

Vd991 (68 genes) JR2 (80 genes) VdLs.17 (129 genes)

M. oryzae (70-15) | | I | |

N. haematococca (MPVI) [ ||| [ I I:!ll I | I H I|| I f ”

F. graminearum (PH-1)
F. verticillioides (7600)
F. oxysporum f. sp. cubense tropical race 4 (115) Il [ ‘ [
F. oxysporum (NRRL32931) I | |
F. oxysporum f. sp. lycopersici (MN25) l ”
F. oxysporum f. sp. radicis-lycopersici (CL57) Il |
F. oxysporum (Fo47) [ ” ‘ ] I
F. oxysporum f. sp. melonis (26406) I I
F. oxysporum f. sp. lycopersici (4287) |

F. oxysporum f. sp. vasinfectum (25433) I H [
F. oxysporum f. sp. conglutinans race 2 (PHW808)
F. oxysporum (Fo5176) I |
F. oxysporum f. sp. raphani (PHW815) | |
F. oxysporum f. sp. pisi (HDV247) [ I I l |
V. alfalfae (VaMs.102) |
V. dahliae (Vd991) |
V. dahliae (JR2)

V. dahliae (VdLs.17) | G-LSR2

Verticillium dahliae FYLSERME )& EEEFERME 217,
Vd9918971G-LSR2EESF. oxysporum f. sp.vasinfectum NRRL 254335 E[R)R

3. VAL E KT R IEG-LSR2E A 5 V.dahliaeE BRI E & EE X
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Chen JY, Liu C, Gui YJ, et al. Comparative genomics reveals cotton - specific virulence factors in flexible
genomic regions in Verticillium dahliae and evidence of horizontal gene transfer from Fusarium[J]. New Phytolo-
gist, 2018, 217(2): 756-770.
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Zhang H, Li D, Zhao L, et al. Genome sequencing of 161 Mycobacterium tuberculosis isolates from China
identifies genes and intergenic regions associated with drug resistance[J]. Nature Genetics. 2013, 45(10):1255-60.
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by single-molecule sequencing[J]. Genome Research, 2018, 28(6): 921-932.

ZHI=: Poly(ABFRENHHNESEE (G) alilflpoly(A)EEER (PAB) LS MM FEEmMRNARIENEEE

RNA poly(A)ZE 2R AR MRNAR INcCRNABY E Z 28 i 8657, XTRNATR E M ENZEEE & EEIREIER. A, B
BIBIpoly(A) BB MFERTRIESEEIR. AT E T SequelSEE R T—TE ERERIRNA poly(A)BER M AR, 1%
FEA USRI R RETTEN E KERATE A Epoly(A)BEBE FINES F1B/R 7 Epoly(A) ZEBRIAZEFEEU. GHIC
THEBN, HH—FHARNA poly(A)BERIREAL NI SR EE 7 &,

x BRRAE
PolyARE@=MIE. CLIP-Seq. Ribo-Seq. mRNAFRE MM,

x FBELP
1.AtPABI 25 &1EMARMRNARIpoly(A) R, BXTREIMRNAME S METFHEHEER ;
2 FETTH10%Hpoly(A)BEE E LD —1G, EEZEEFAEMRNAFN T EE/90.8-28% ;
3.Poly(A)BHFAN “4ifE” Hie (GHEE2HUE) , SAPABRLE & Elos ;
4 AtPABITMRNAMIZE S B] LIRS MRNAREIRRK |
548N 89, TFatpab RE(RR, HEARAEGH “dipoly(A)R” BIMRNABNRMEEREE ABEE.
6.AtPAB2. AtPAB4. AtPABS =R LRI S L, AtPABSHIN R TR Z2W LA B R B R AL, B 7 Hpoly(A)R
SHLESEANSHEIZETISXNEYN EEEKEATEEEXEEBMNARER.

x BEXH
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Weiner J 3rd, Maertzdorf J, Sutherland JS, et al. Metabolite changes in blood predict the onset of tuberculosis
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Zhong H, Fang C, Fan Y, et al. Lipidomic profiling reveals distinct differences in plasma lipid composition in
healthy, prediabetic, and type 2 diabetic individuals[J]. Gigascience, 2017, 6(7):1-12.
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ccgecacagagecacgggggcccgegggcacggecacgtgetececcgecgggctegeacgetcagacgegecggggccgegggggccaccggca
ggcacgegegeeccccgegegeacacacactecegggeacgeacgecggecgecccgecccececgeggegeccegeccteecgegegetacgeece
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gtccatgtacccatacgacgtcccagactacgctcctaaagatccagecaaaccteecggecaaggeacaagtigtgggatggecaccggtgagatea
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cgecggeccecctecgegeegeegeccggecgteccggetgeccgeegecttcgggatecggeecgeggeccgegecgegeccccgecgecccgegcet

cgegeccacgagteggeecgettectgegeteggegeggecccgegtgagecgecgecgecgctaggegeteggtgcccggggccggaggggacec
ccggcteegegetg
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