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USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
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TGATTTAGCGGNCGCGAATTCTCCCTTGG
AAGTAAAAGTCGTAACNAGGTTGATTCTTCCCGCACTTGCGGAAGCCTTT
GCAGCTGGAAACAGTAGCCAAACGACGTTAAATAATCATGGCCTCATGCA
AGTCAGCATTTGCTGGCAACACTTTCGAATTGCGGGGAACCCCTAAGAGC
CTTTTACACCAAACTAGCCTGGGAAACCGGCTAGCGGCCTGTGGGAAACT
AC

GGCAATCCGCAGCGAAGCCTCTGCTGTTGATGGTAGTTGGAAGCTCTATG
CCCTGGTATATCTTCGAGACAGCCAAACATGGGGAACGTTCACAGACTAA

TTACGTGCCCTGCTTAAGATATAGTCGAGCC
CCTTTGGAAACTC TGC T
CTTTTTCTACAGACGTGCCTTCATATAGCTGTTCCGTAGGTGAACCTGCG

. .
GAAGGATCATTACACTCAGTAGTTTACTACTGCAAAGGGGGCTGTTAGTC
TGTATAGCGCAAGCTGATGAGCAGCTGGCCTCTTTTACCCACCCTTGTCT
TTTGCGTACCCATGTTTCCTCGGCAGGCGTGCCTGCCGATTGGACCCAAC
TATAACCTTTTTAATTGTCAATCAGCGTCTGAAAAACCTAATTATTACAA
CTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAA
ATGCGATAAGTAGTGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTG

AACGCACATTGCGCCCCTTGGTATTCCATGGGGCATGCCTGTTCGAGCGT

CATTTGTAACCTCAAGCTTTGCTTGGCGTTGGGTGTTTGTCCTCACCTCT
GCGTTTGGACTCGCCTTAAAACCATTGGCAGCCAGTGTTTTGGCCGTGAA
GCGCGGCACAAGTCGCGATTCTCACNNAACGCTTGCCTCCGTAAGCTCTT

TATCACGTTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAAGCAT

Phacosphaeria avenaria 185 ribosomal RNA gene, partial sequence, ITS1, 5.8S ribesomal RNA gene, and ITS2, complete sequence, and
265 ribosomal RNA gene, partial sequence
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L LOCUS  1079bp DNA linear PLN 15-APR-2024 EF Parastagonospora avenae DQ67788!

DEFINITION Phaeosphaeria avenaria f. sp. triticae
SSION CCCNTCGCGTANGCTGCTCGGGGTGCATCT

VERSION CGACGGATTTGACTTCTCTGGTGACACCNGCGGGAGCCAAGGTGACGACC
KEYWORDS . ATGCCGGTCTTGATGATACCGGTCTCGACCAGACCGACGGGAACCGTGCC
SOURCE  Parastagonospora avenae . sp. tritici AATACCACCAATCTTGTACACGTCCTGGAGGGGCAGACGGAGGGGCTTAT
ORGANISM Parastagonospora avenae f. sp. tritici CGGTGGGACGGGTCGGGGGCTCGATGGCGTCAATGGCCTCK
Eukaryota; Fungi; Dikarya; Ascomycota; Pe TTGCCGGTGG(CTFGGTCTTGA‘TCTCCTTCTCCCAACCCFTG ACCATGG
i i porales; \TCATGTTGTCGCCGTTGAATCCGGAGATGG
Phaeosphaeriaceae; Parastagonospora GGACGAAGGGAACGTG(WGGGGHGTAG:CGA:CWCWGATGAAGWG
REFERENCE 1 (bases 1 to 1079) GAGGTCTCCTTGATGATCTCCTGGTAACGGTCCTCGGACCACTTGGTGGT
AUTHORS  Unpublished GTCCATCTTGTTTGATGGCGACGATGAGCTGCTTGACACCGAGGGTGTAG
TITLE  Unpublished GCAAGCAGAGCGTGCTCACGGGTCTGGCCATCCTTGGAGATACCAGCCTC
JOURNAL Unpublished GAACTCACCAGTACCGGCAGCGATGATGAGAATAGCGCAGTCGGCCTGGG
FEATURES Location/Qualifiers AAAGTACCAGTGATCATGTTCTTGTAAAATNTGGNNNNTTTTTTTAAAAAA

Source 1.1079
/organism="Parastagonospora avenae f. sp. triticae"
/mol_type="genomic DNA"
Jisolation_source="stems”
/host="Solanum tuberosum ‘Bintje””
/db_xref="taxon:54790' Range Ii 62305 ta 620401 GaEank Gralics
/country="USA:Maryland” Sow Expect 3 ar
/lat_lon="39.026, -76.925" 961 bits(520] 0.0 572/598(96%) 2/598(0%) Plag/Mi
Jcollection_date="2021"

Sequonce I0: CPO22E18.1 Langth: 1126282 Numbar of Malshes: 1

query 13 TeE TCreRBTEOATE T CTETEA LI (a5
/PCR_primers="fwd1_name: ITS1, fwd1_seq:tccgtaggtgaacctgegg: , revl_name: ITS4 , revl_seq: tectccgcttattgatatgc” e GL g\,g,yngg‘y”wll ””‘”‘ el LT T LT
“fwd2_name: M13-ITS1, fwd2_seq; gtaaaacggccagtccgtaggtgaacc, rev2_name: M13R-1TS4, rev2_seq: caggasacagctatgactcctecgcttattgat s
/note="forma_specials: trtcac" o iR En R
Gene  <1.>1079 seist GG CCA AL TTEATBATACCEETL T CRACACN
/gene="ITs1, ITS2, partial 265" Query T o2
MRNA  <1.51079 ot H!HIIHIIHHHHHI HIH IR NITI T
/gene="1Ts1, 1152, 265 N Query ECET AN TECCCTCCARCACEET CTTECCCETECCETTERTETTER 252
/product="Parastagonospora avenae f. sp. triticae' TLCCTELC VU TE LD
s <1.>1079 srger CARTELST CARTAGECTCGAGGAGGOT LT TECCGETRGCITERTCTTEA 524252
e s 26 0 O 1
e, [
/product=' avenae f. sp. triticael C [TCTRA1]: Should strain/isolate be included sblet COAACECTTOTALCATEOGCAGT TOCTCOAMALETLRATEATSTITESE 524192
Origin 1 - TGATTTAGCOGNCGCGAATTCTCCCTIGGAAGTAMAGTCETAACNAGGTTGATICTICC in product name? Applies to all samples here ... auery AN CEAGAT CERBACANGEEAC TEET 6B TETABCCRACCTTC TG 372
61  CGCACTTGCGGAAGCCTTTGCAGCTGGAAACAGTAGCCAAACGACGTTAAATAATCATGG T T
121 CCTCATGCAAG[CAGCATI‘TGCTGGCAACAU‘I‘[CGAATTGCGGGGAACCCCTAAGAGCC Commented [CT2R1]: Remove Strain and GenBank # for e e
o1 TTmoceTAGCTo6S submission ' SO s
241 TAAC/ TGATCTAACAGCGTTAGT( TGGGCAATCCGCAGCGAAGCCTC Shict 624131 TAAMGITGEAGGICTCLTTEA EATETCEIGOTALCETLCTECRLLALTIERTSRTET 624272
301 TGCTGTTGATGGTAGTTGGAAGCTCTATGCCCTGGTATATCTTCGAGACAGCCAAACATG Coliggr e
361 GGGAACGTTG (ACAGACTAAGTGGAAGTGGGTGGGGTAmACGTGCCCIGCﬂAAGATAT Aitar mmm HHH\\\IHIHHIHI\HIH\HHIHHH IHIIHI[
121 AGTCOAGCCCCTTTGGARACTC Shjet 624871 LA TECTTCAL Aol 624813
481 C GACGrGcCﬂCATATAGC'GWCCGTAGGTGMCCTGEGGMGGATCA" e ;HV\H\H\\\H\H\‘HHHHH;HHHlﬁ(\‘ﬁﬂi?‘\\l\‘\m i
541 ACACTCAGTAGTTTACTACTGCAAAG CTGTTAGTCTGTATAGCGCAAGCTGATGAG SEIer GIARIZ  TOUTCACEGE ATECTTGOAGATALLAGLC T CGARE T CALCAGTACCAGLAGLD 5723953
601 CAGCTGGCCTCTITTACCCACCCWGTCITI'FGCGTACCCATGWC(.TCGGCAGGCGTG N — . R
661 CCTGCCGATTGGACCCAACTATAACCTTTTTAATTGTCAATCAGCGTCTGAAAAACCTAA NPT T AT ie )
721 TTATTACAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAA Biey S TETTHRTGAMT b2afmaz
781 TGCGATAAGTAGTGTGAATTG TTCAGT GAA CAT(GAATCIT!‘GAACGCACATIG
84: GTATTCCATGGGGCATGCCTGTT
901 cTrGGcGTTGGGTGrrrGchrcAccTchcGrrrG c CITAAAAC G G MLocus - cro22818 1125282bp DNA linear PLN23-AUG-2017
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1021 TAAGCTC!TTATCACGTFTGAECTCGGATCAGGMGGGATACCCGCTGAACTTAAGC T



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
LOCUS  634bp DNA linear PLN23-APR-2024

DEFINITION nodorum isolate LDN03-Sn4 19,

ACCESSION

VERSION

KEYWORDS

SOURCE ~ Parastagonospora nodorum
ORGANISM Parastagonospora nodorum
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

Phaeosphaeriaceae; Parastagonospora.

REFERENCE 1 (bases 1 to 634)

AUTHORS  Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source  1.634

Jorganism="Parastagonospora nodorum"
/mol_type="genomic DNA"
/isolation_source="Stems"
/host=""Solanum tuberosum ‘Bintje’"
/db_xref="taxon:13684"
Jcountry="USA: Maryland"
/lat_lon=""39.026, -76.925"
Jcollection_date="2021"

/PCR_primers=" fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC

4/28/2024

fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Erl3, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

Bl

ORIGIN
1  CCONTCGCGTANGCTGCTCGGGGTGCATCTCGACGGATTTGACTTCTCTGGTGACACCNG
61 CGGGAGCCAAGGTGACGACCATGCCGGTCTTGATGATACCGGTCTCGACCAGACCGACGG
121 GAACCGTGCCAATACCACCAATCTTGTACACGTCCTGGAGGGGCAGACGGAGGGGCTTAT
181 CGGTGGGACGGGTCGGGGGCTCGATGGCGTCAATGGCCTCGAGGAGGGTCTTGCCGGTGG
241 CCTTGGTCTTG GAAACCTCAA
3
3
421 ACTTGGTGGTGTCCATCTTGTTTGATGGCGACGATGAGCTGCTTGACACCGAGGGTGTAG
481 GCAAGCAGAGCGTGCTCACGGGTCTGGCCATCCTTGGAGATACCAGCCTCGAACTCACCA
\TGAT \TAGCGCAGTCGGCC TACCAGTGATCATGTTC
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601 TTGTAAAATNTGGNNNNTTTTTTTAAAAAAAAAA

[CT3]: Should the whole chromosome Gene-
mRNA-CDS be put here? Whenever the whole chromosome
is sequenced it seems to lengthy to include in this
document-report, so just have been using ...as a
placeholder; may you please advise on what is necessary in
this situation?

USDA-ARS-GIFVL Supplementary Table S1. ITS region
Nem

ANTGANTTAGCGGCCGCGAATTCGCCCTT
TCCTCCGCTTATTGATATGCTTAAGTTCAGCGGGTATTCCTACCTGATCC
GAGGTCAACCTATACATTGGGGGGTGTTTTACGGCAGGGCGCCGGGCTTA
GGCTACAGGCGATGTGTAAAAGCTACTACGTCTGGAGTGTTAAACCGGCT
CCGCCACTGACTTTGGGGAGCTACGGGACAGGGTCCGGTAGGCTCCCAAC
GCTAAGCAACTAGGGCTTAAGGGTTGAAATGACGCCCGAACAGGCATGCC
CACCAGAATACTGGTGGGCGCAATGTGCGTTCAAAGATTCGATGATTCAC

GAG) GTTACGACTTTT/
AATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTAATTCTGA
GCTTGGCGTAATCATGGTCATAGCTGTTTCCTGGNNNGTNNATTCATCTC
NCTNCNTATCCATATTGTC

Nemania sp. NC0429 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and
ribozomal RNA gene, partial sequence

internal pacer 2, complete 9
Sequence I0: O0EI1962.1 Lenptn: 1669 Number or Matcnes: 1

Ra

077 bits(553) 5517535(000%) orsas(use Plus/linuz

Query 28
Sbjer gee
query Bn
sbict 626

Query 140 as

spjet ses AmeC
Query 208 Cagee
sbict 506
Query 288

AACAGECATSL
T |

SblEt 498 AMCAGSCATELCCACCAGAA'
o

b i ittt i)
Skjet 366 ACTGANTTCTGCMTTOACATTAC TTATCREATTTCEETECETTCTTCATLGATECEAG
Query 386 ACCAAGACATCCOT O TEAMMGT T TT A TEATI TAGT AT TTTGTTTCAGARGTE A
[ )
Ghjet 306 ACCAAGAGATCCETTCITGAAMCTTTTACTGAT TTAGTTATCTTITT T TCAGACETL T
Query 438 ATECTATATMAACAGAGTTT T TrTCeceT »
LT I TTTTT T TTT
Ceyer 266 ATECIATAT T T T c
QUETY BB LT OCEAGEE A GGG T AT 6T TCACATGET T COOAGT T TET TAGRACTET
CETT TR (T T
sejet 208 ¢ carese STTAGRALTCT
Query 6B ATMTGATCCETCEOCTOTEACCAMCORATACC T TBTTACGACTTTTACTTED 622
s |
SEIT 195 ATAATEATCTUTECGLTGHT TCACCAMCERARALLT T6TTACGACTTTTACTTLL 52

1 loCUs 00831963 1669bp DNA linear PLN22-APR-2023

sequences from isolated fungi.

4/28/2024



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

L LOCUS  748bp DNA linear PLN23-APR-2024

DEFINITION Nemania sp. NC0429 small subunit ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene,
and internal transcribed spacer 2, complete sequence; and large
subunit ribosomal RNA gene, partial sequence.

ACCESSION

VERSION

KEYWORDS

SOURCE  Nemania sp. NC0429

ORGANISM Nemania sp. NC0429

Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
Sordariomycetes; Xylariomycetidae; Xylariales; Xylariaceae;

Nemania.

REFERENCE 1 (bases 1 to 748)

AUTHORS  Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source  1.748

Jorganism=" “Nemamasp NCD429"
/mol_type="gen
Jisolation_sourc
/host=""Solanum tuberosum ‘Bintje
/db_xref="taxon:2614580"
/country="USA: Maryland"
/lat_lon=""39.026, -76.925"
Jcollection_date="2021"

/PCR_primers="fwd1_name: ITS1, fwd1_seq; tccgtaggtgaacctgcgg, revl_name: ITS4, revl_seq: tectcegcttattgatatgc,
fw

4/28/2024

2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtcegtaggtgaacc, rev2_name: MI3R-ITS4, rev2_seq; (cagganacagctatgactcctccgcttattgat)

fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC

fwdd_name: Ef13, fwd4_seq; gtaaaacggccagGAYTTCATCAAG, rev4_name: Erl3, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC”

Gene  <1.>748
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”

MRNA  <1.5748
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”

Nemania sp. NC0429"

s <1.>748
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”
/product="Nemania sp. NC0429"

ORIGIN

1 ANTGANTTAGCGGCCGCGAATTCGCCCTTTCCTCCGCTTATTGATATGCTTAAGTTCAGC
61 GGGTATTCCTACCTGATCCGAGGTCAACCTATACATTGGGGGGTGTTTTACGGCAGGGCG
121 CCGGGCTTAGGCTACAGGCGATGTGTAAAAGCTACTACGTCTGGAGTGTTAAACCGGCTC
181 CGCCACTGACTTTGGGGAGCTACGGGACAGGGTCCGGTAGGCTCCCAACGCTAAGCAACT
241 AGGGCTTAAGGGTTGAAATG)
301 AATGTGCGTFCAAAGATrCGATGATTCACTGAAWCTGCAATTCACM‘FA(.TFATCGCAT
361 TTCGCTGCGTTCTTCATCGATGCCAGAACCAAGAGATCCGTTGTTGAAAG

421 TTTAGTTATCTTTGTTTCAGAG GGTETAATGCTATATAAAACAGAGWTCGGGGGCCGTCG
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481 GCAGGTTTCGCCTACK GGCGCCTGCCGAGGCAAC
541 ATGGGTTCGGGAGTTTGTTAGAACTCTATAATGATCCCTCCGCTGGTTCACCAACGGAGA
601 CCTTGTTACK GGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTT

TTACGACTTTTACTTCCAAG
661 TAGTGAGGGTTAATTCTGAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGGNNNGTNN
721 ATTCATCTCNCTNCNTATCCATATTGTC
"

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi.

TTANNTTCTCAGCTGCTGGTGGTGCATCTCGAC
GGACTTGACTTCAGTGGTGACCAT GTAACGACCATAC
CGGGCTTGAGTTCACCCGTCTCGATACGGCCGACAGGGACCGTGCCAATA
CCGCCGATCTTGTAAACATCCTGGAGGGGCAGACGCAGGGGCTTGTCGTT
GGCACGCTTGGGCTCCTCGATGGCATCAATGGCGTC
CALTAATCTTGGcAcccT‘rGGGGGAcTcchcccAGccmGTAcc G
GTTCTTG GTCAAGCATGTTGTCGCCGTTGAAACCAGAGAT

GGCGAGCAGAGCGTGCTCACGGGTCTGGCCATCCTTGGAGATACCAGCCT
CGAACTCACCAGTACCGGCAGCAATGATGAGAATGGCGCAGTCGGCTTGC
GAGGTACCCGTAATCATGTTCTTGATGAAATCCCGGCGGNNNNNNNNAAN
ANNNNA

Nemania delonicis vouchor MFLU 19-2124 translation elongation factor 1
Sequence ID: MW755496,1 Length: 372 Number of Matches: 1

Range I: 1 10 381 Gerbonk Graplics

Ipha (TEF1) gene, partial cds

= )
900 bits(457) 1/58140%; Plus/inus.

o

o i it i inimihaiindbninn
(017 1l I

Sbjet 561 TTCTCGAGCTOCTGRTEGTOCATTTEGACGRACTTEN MRS

Query 65 O TG0 T TRAGTTCACCCETCTCRATABECCRACAGERACT
iininitimlindindimiminnmn
Shict 521 beelhititciet titbesettbec el otreck uttacebae UL
Query 125 ATCCTGEAGGEELAG: GILEITG 164
yilni3 Hm mlmlm HIIHII mHlmlmlmmlmm
SBIeT 461 GTGCCGAT COECTTGICRIIG 462
Query 185 GOACGUTTGHEC TCLTCGATEGOATCAATGEEGTCH CTTGOCACTAATETTG 244
LT et
sejer aen TTBEG0 T T 44T GTEAATBO0CT LEABGACHT LT TBLLGGTGACITTE 42
Query 245 CTCCOAGECCTTBTACCABBLAGEET TCTTO6TGATTCA
| LI HmHHIH LLATLLTIT AT
Sbict 341 GOACCCTTAGBGETCTCCTTCTLCCAGCCCT TTGETGACCICA 262
Query 385 AGCATGTTGTCOCCE
IHIIHHHHHIHH HIHIIHIIHI H H HHIHHHIIHII
Sbict 261 AGCATETTGICGCCE] GACETCCT TGERRTTEARG
Query 36 GATEAMGEANGAGETC] CTCSEAC 424
IHIHH\\Hw\H\\\IH\'HIIHIIHHHIHHH |mm| [T
Shict 221 CCGACCTTCTTGATGAAGEANGAGE! AMCGAGCCICBEAL 162
Query 225 CaT TATCCATETTGTTGAT TEAGTTECTT GIG
LELEECE T L LT L TEEEETEL TR
SEICT 161 CATTGAGCAGTOTCEATETT6TTGAT GOARCARTEAGC IO T TEACALLGARGOTEARG 167
Query 485 CATECTTGEAGATACCAGECTCGIACTEACCA 524
HHHHHHHHHHHHHII [
sejer 161 ATCCTTEEAGATACCAGCTTEGAACTCACLA 42
Query 545 GTACCERCAGE MIERASTSE TR S85
Hmulwmum JARSRRARRERRRERRRERN)
stfet AL \GAATGECGCABTCEGLCTECEA 1
M LOCUS  MW759496 972bp DNA linear PLN 09-MAR-2022



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
LOCUS  639bp DNA linear PLN23-APR-2024

DEFINITION Nemania delonicis voucher MFLU 19-2124 translation elongation factor 1-alpha (TEF1) gene, partial cds.
I

|accession
VERSION |

4/28/2024

KEYWORDS .

SOURCE  Nemania delonicis

ORGANISM Nemania delonicis
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
Sordariomycetes; Xylariomycetidae; Xylariales; Xylariaceae;
Nemania

REFERENCE 1 (bases 1 to 639)

AUTHORS  Unpublished

TITLE  Unpublished

JOURNAL

[CT4]: Waiting for associated GenBabnk
number for these ... after submission to the NLM and review
from by such ... Applies to two lines up for blank script next
to locus, as well

FEATURES Location/Qualifiers
source  1.639

Jorganism="Nemania delonicis"
/mol_type="genomic DNA"
/isolation_source="stems"
/db_xref="taxon:2924959"
/country="USA: Maryland"
flat | \on-“"39 026,-76.925"
Jcollection_date="2021"

/PCR_primers: lwdl name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC
Fwd

_name: Ef13, fwd1_seq; gtaaaacggccagGAYTTCATCAAG, revl_name: Erl3, revl_seq: caggaaacagctatgacGACGTTGAADCCRAC”

>639
/gene="TEF1"
/product="translation elongation factor 1-alpha"

CTTGATGAAGGAAGAGGTCTCCTTG

421 GGACCATTGAGCGGTATG CCATCTTGWGATGGCG CAATGAGTTGCTTGACACCGAGGGT
481  GAAGGCGAGCAGAGCGTGCT( GTCTGGCCATCCTTGGAGATACCAGCCTCGAACTC
541 ACCAGTAECGGCAGCAATGATGAGAATGGCGCAGTCGGCWGCGAGGTACCCGTAATCAT
601 GTTCTTGATGAAATCCCGGC

{c [CT5]: To Mark all as such

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
143157

ANTGANTTAGCGGCCGCGAATTCGCCCTT
TCCTCCGCTTATTGATATGCTTAAGTTCAGCGGGTATTCCTACCTGATCC
GAGGTCAACCTATACATTGGGGGGTGTTTTACGGCAGGGCGCCGGGCTTA
GGCTACAGGCGATGTGTAAAAGCTACTACGTCTGGAGTGTTAAACCGGCT
CCGCCACTGACTTTGGGGAGCTACGGGACAGGGTCCGGTAGGCTCCCAAC
GCTAAGEAALTAGGGCTTAAGGGTTGAAATGACGCCCGAACAGGCATGCE

CG
NCTNCNTATCCATATTGTC

Xylariaceae sp. MYAD703 genes for 185 rRNA, ITS1, 5.85 rRNA, [TS2, 265 rRNA, partial and complete sequence

1 Long 593 1

Range 13 110 503 GeMRah GEpss

sare e [ Strand
1068 bits{(578) a0 aR/maas) s e

Query 30 TeCrccoorTa
I
GeTT

TATGCT
T T
sojer 53 T ToATCC A

Query 99 caarcs
VUL TTTC T LT IETTTCT LTI TR
Sjer 533 T ik

Query 150

racT g th
UL SR A I N R AN P
sojer a3 o e

Query 210
Shjer 413

GERAC TAGEGC TTAMGGET
O T T (i A
T TAMGGAT

Query 270
ST T il
Sejer 353 ATRTEAG

Query 330
Snjes 203

Query 390
Shjer 233
Quony 450
[

UL HH*II:[LE LLLDEELELL) IIr‘;JleIIIH:H L1111

e S8 T i
P

o
suser 53 AMBAREHAERHEL H{ THim i

1 LOCUS  Lca31575 593bp DNA linear PLN 27-MAR-2020

1y
mn

s
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USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
JLOCUS  748bp DNA linear PLN 23-APR-2024

4/28/2024

DEFINITION Xylariaceae sp. [MYA0703
/ACCESSION
VERSION
KEYWORDS
SOURCE  Xylariaceae sp.
ORGANISM Xylariaceae sp.
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
Sordariomycetes; Xylariomycetidae; Xylariales; Xylariaceae.
REFERENCE
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source 1.748
Jorganism="Xylariaceae sp."
/mol_type="genomic DNA"
Jisolation_source="stems”
/host="Solanum tuberosum ‘Bintje””
/db_xref="taxon:1881983"
Jcountry="USsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
JPCR_primers="fwd1_name: TS1, fwd1_sedtccgtaggtgaacctecgg:  rev_name: TS4, revl_seq tectcgctiattgatatgc
2_name: M13-ITS1, fwd2_seq; gtaaaacggccagtecgtaggtgaace, rev2_name: M13R-ITS4, rev2_seq:

[

[TCTRAG]: Should Strain be in the
Definition? Applies to all given samples here

Gene  <1.>748
/gene="18S rRNA, ITS1, 5.85 rRNA, ITS2, and 285 rRNA”
mRNA  <1.>748
/gene="18S rRNA, ITS1, 5.85 rRNA, ITS2, and 285 rRNA”
/product="Xylariaceae sp. MYAQ703"
s <1.>748
/gene="18S rRNA, ITS1, 5.85 rRNA, ITS2, and 285 rRNA”
/product=" Xylariaceae sp. MYA0703"

IGIN
1 ANTGANTTAGCGGCCGCGAATTCGCCCTTTCCTCCGCTTATTGATATGCTTAAGTTCAGC

CAAAGATTCGATGA'
361 TTCGCTGCGTTCI’TCATCGATGCCAGAACCAAG \GATCCGTTGTTGAAAGTTTTAACTGA

541 ATGGGTTCGGGAGTHGTTAGAACTCTATAATGATECCTCCGCTGGTICACCAACGGAGA
601 CCTTGTTACGACTTTTACTTCCAAGGGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTT
661 TAGTGAGGGTTAATTCTGAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGGNNNGTNN
721 ATTCATCTCNCTNCNTATCCATATTGTC

[TCTRAT]: May you please provide primers?
Under the given Table 1, ‘Endophyte isolation from..." there
is only Phaeosphaeria and Nemania spp. Listed... what
primers are to be used with Xylariaceae? ITS, TEF, Both?

Commented [CT8R7]: ITS

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi.

TGNTCNCGNNGNNCCCTCGGTGAGCTGCTCGTGGTGCATCTC
GACGGACTTGACTTCAGTGGTGACGTTGGAGGGAGCGAAGGTGACGACCA
TGCCGGGCTTCAGGATACCAGTCTCGATACGGCCGACAGGGACAGTGCCG
ATACCGCCGATCTTGTACACATCCTGGAGGGGGAGACGGAGGGGCTTGTC
GGTGGGGCGCTTGGGGGGCTCAATGGCGTCGATGGCCTCAAGGAGGGTCT
TGccAGTGGccTrGCcAccCTTGA c'rcc'rrcchcAGcccTTGr

CGAACTCACCAGTGCCGGCAGCGATGATGAGGATAGCGCAGTCGGCCTGG
GAGGTACCAGTGATCATGTTCTTGTGAGATCCTGGGCCCTGTGTTAAAAA
ANNNAAGCTCCAGCATCTCCGGGTCCTCGAGCGCGTCCACCTTGTTGACA
AAAAACAACGATGCGCTGCACGCCCACCTGGCGCGCCAGCAGCAAGTGCTC
GCGGGTCTGGGGCATCTGGCCGTCCGAGGCGGCCACGAACGATGATGGCG

CCGTCCATGCTTGGCGGCGCACGTGATCATGTTCTTGANAAAATCGGTNG
CCCAGTTTT, AGANNCNAGGTGTACGCGGNNNGGATTNNNNNAAG(TCANN
AANGNNNCTATGC TGCGTGC

NGNNGAGTCCAGGAATGATGNNCGC

isalate E1 translati gat 13 {tef1) gene, partial cds
Sequence IC: MGBS01IZ.1 Length: 310 Number of Maches: 1
Range 1110572 Genbant Grapies
E=r S -
1046 bils(SE8) 0fs72i0%) Plug/Minyg.
Guery 14 TeONTCT R CS TN TT TS TEACET e
: it
sejet 572 CTTGATTCAGTGTCACRTTORE 513
query 71 TeCCaeRCTTCAEATACCASTCTCRATACRSCCRACHSRE 135
3 TETT T T T T T TR
seiet 512 T CCRET TEACCATACEAGTE ass
Query 134 ACAGTECCGAT TCTTETACACAT:
LTI
SDICT 452 ACAGTECCGATACCECCHATCTTGTACACATCCT CRAGGE CEEACEERC
Query 194 GIGECELGCTTGEEGEECT CAMTCECGTCOATEEEC TCAMGEAGEET LT TCCLAGTEE!
]
Seier 397 CTOOGGCGCTTOLCROEE TCATUEL G COATECT TEAAGGAGEETCT TOCAG
QUery I3 TR AT EAT T T TCT A CE T T TACCAGAGCETTCT T
iRy
Sbiet 232 TTECCACCCTTEATCTCCTTCTCCCAGCCCTTETACCANGEAGCET TCT TOETEuS
Query 314 pecareT esarra
il HH\HHHHHHH\HHHHHHHHIHIIH it
Sbict 272 AGCATETTE \GECAACGETCTTGEEETTETAS
Query 3T COBCCTTCTTOAT GG TGBAGETCTCCTTEATENTCTCaT
IHIIHI i ummmmmlmlmmlmH
seiet CALCTT consaTC
Query 434 e AGCTECTTEAL GTETAG 493
H\IHH\\m\\HHHHHHHHHHMHHHHuHIHIIHIH
spjet 152 = AT 6 93
Query 284 GG TeCT CATCCTTERAGAT, TEGAMCTCACEA 553
T HHHHIHHHHHHHHHIHIIHIH
SEiet 9 COGAGCAGAGCGTGLTCACGAG ATCTTGRAGATACAGCUTEGARCTACLA
Query 534 cocascen ses

HHH\HHHHHHHHIHIIHII
seict 32
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LOCUS  967bp DNA linear PLN 23-APR-2024
DEFINITION Arcopilus aureus isolate E1 translation elongation factor 1a (tef1)

gene, partial cds. ACCCTCACTAAAGGGACTAGTCCTGCAGGTTTAAACGAA

ACCESSION TTCGCCCTTGGAAGTAAAAGTCGTAACAAGGTCTCCGTTGGTGAACCAGC
VERSION GGAGGGATCATTACAGAGTTGCAAAACTCCCCAAACCATTGTGGACGCTA
KEYWORDS . CCTTTTAACGTTGCTTCGGCGGGCGGCCCGCTCCCCTGGAAAGCCCCTGT
SOURCE  Arcopilus aureus GGCCGCCCGGGGCTGCGAGCCCCCCGGCCCCCCTCGCGGGGGECGCCCGLC

ORGANISM Arcopilus aureus GGAGGATACCCAACTLTTG TTATTTTAGGCCTCTCTGAGTCTTCTGTAC

Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina; AACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATG
Sordariales; Ct AAGAACG(AGCGAAATG(GATAAGTAATGTGAAWGCAGAAW(AGTGAA

Arcopilus. TCATCGAATCTTTGAACGCACATTGCGCCCGCCAGTATTCTGGCGGGCAT
REFERENCE 1 (bases 1 to 967) GCCTGTTCGAGCGTCATTTCAACCATCAAGCCCCAGGCTTGTGTTGGGGA
AUTHORS Unpublished CCTGCGGCTGCCGCAGGCCCTGAAATCCAGTGGCGGGTTCGCTGTCACCE
TITLE Unpublished CGAGCGTAGTAGCAMATCTCGCTCAGGGCGTGCTGCGGG(GCCGGE(GT
JOURNAL Unpublished TAAAAGCTGCCTTCTGGCAACACCCAAGGTTGACCTCGGATCAGGTAGGA
FEATURES Location/Qualifiers AGACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAAAGGGCGAATTCG

source  1.967 CGGCCGCTAAATTCAATTCGCCCTATAGTGAGTCGTATTACAATTCACTG

/organism="Arcopilus aureus" Gee

/mol_type="genomic DNA"
[isolation_source=":
/host="Solanum microdontum"
/db_xref="taxon:79815"
/country="USA:Maryland"

Arcopilus aureus isolate ATT218 185 ribosamal RNA gene, partial sequence; intemal transcribed spacer 1, 5.85 ribosomal RNA gene,
and intemal transcribed spacer 2, complete sequence; and 288 ribosomal RNA gene, partial sequence
Sequence 10 HO607894.1 Length: 628 Number of Matches: 1

/lat_lon="39.026, 75915” Rango 1: 1 to.67a Gl GaRCS
Jcollection_date="202 Gane —
/PCR_primers= Mduama 1751, fwd1_seq: tecgtaggtgaacctgcge, revi_name: T4, revl_seq: tectccgcttattgatatgc, 1155 biste2s) ojeaom)  MusPs
fwd2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtecgtaggtgaace, rev2_name: M13R-ITSA, rev2_seq: (caggaaacagctatgactcctcegettattgat) P— = e de
fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC T 11|
fwdd_name: Ef13, fwdd_seq: gtaaaacggccagGAYTTCATCAAG, revA_name: Erl3, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC” b T 8
- o TR
MRNA  <1.>967 ——— F— N
Jgene="tef1" S R =
/pmduct- translation elongation factor 1a" B — ceeTer s e
s . e e T
/gene (efl sycc 11 e TToATT
/product="translation elongation factor 1a" G 3 ;
ORIGIN i AL (H LT \H"[_HHHHII il HII‘IHIH i %
1 TGNTCNCGNNGNNCCCTCGGTGAGCTGCTCGTGGTGCATCTCGACGGACTTGACTTCAGT
61  GGTGACGTTGGAGGGAGCGAAGGTGACGACCATGCCGGGCTTCAGGATACCAGTCTCGAT Query 343 QEOMATHMTMGTAA “HH;HH TSI TSI TR Spy o8
121 ACGGCCGACAGGGACAGTGCCGATACCGCCGATCTTGTACACATCCTGGAGGGGGAGACG svger 3o . T ToMCS 360
181 GAGGGGCTTGTCGGTGGGGCGCWGGGGGG(TCAATGGCGTCGATGGCCICAAGGAGGGT Query b
- CTeecAGToGEETGc: e
301 CWGGTGGCCTCGAGCATGWGTCGCCGTGGAAGCCGGAGATGGGGACGAAGGCAACGGT "
361 CTTGGGGTTGTAGCCGACCTTCTTGATGAAGTTGGAGGTCTCCTTGATGATCTCGTTGAA Query 43 giceen
421  GCGGTTCTCAAACCACTGGGCGGTGTCCATCTTGTTGATGGCGACGATGAGCTGCTTCAC st 421 e
481 ACCC AGGCGAGCAGAGCGTGCTCACGAGTCTGGCCATCCTTGGAGATACCAGC Query 529 e gt e
541 CTCGAACTCACCAGTGCCGGCAG \TAGCGCAGTCGGCC c sorce ant SLLHLLTV T AT
601  AGTGATCATGTTCTTGTGAGATC CCTGGGCCCTGTGTTAAAAAANNNAAGC CCAGCATCT )
661 CCGGGTCCTCGAGCGCGTCCACCTTGTTGACAAAAACAACGATGCGCTGCACGCCCACCT ey T TR TR TS =
721 GGCGCGCCAGCAGCAAGTGCTCGCGGGTCTGGGGCATCTGGCCGTCCGAGGCGGCCACGA Shjet 4L TTAAMGCTGLCT w0
781  ACGATGATGGCGCCGTCCATGCTTGGCGGCGCACGTGATCATGTTCTTGANAAAATCGGT Query 649 GAACTTAMGEATATCALTARGEL
841 NGCCOAGTITTAGANCNAGGTGTACGC TCANNANGNNC O 5 1
GTGC cC

961 TGNNCGC
" A LOCUS  HQ607894 628bp DNA linear PLN 12-FEB-2018
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L LOCUS  743bp DNA linear PLN 16-APR-2024
DEFINITION Arcopilus aureus isolate ATT218
ACCESSION
VERSION
KEYWORDS .
SOURCE  Arcopilus aureus
ORGANISM Arcopilus aureus
Eukaryota; Fungi; Dikarya; Ascomycota; Pe:
Sordariales; Ct

Arcopilus.
REFERENCE 1 (bases 1to 743)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source  1.743
Jorganism="Arcopilus aureus"
/mol_type="genomic DNA"
[isolation_source="stems”
/host="Solanum microdontum”
/db_xref="taxon:79815"
Jcountry="UsA:Maryland”
/lat_lon="39.026, -76.925"
/collection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcgg, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,

4/28/2024

fwd2_name: M13-1T51, fwd2_seq: gtaaaacggccagtecgtaggtgaace, rev2_name: M13R-ITS4, rev2_seq: (caggaaacagctatgactcctcegcttattgat)

fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC

fwdd_name: Ef13, fwdd_seq; gtaaaacggccagGAYTTCATCAAG, rev4_name: Erl3, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC"

Gene  <1.5743
/gene="contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,.and 285 ribosomal RNA™"
MRNA  <1.>743
/gene=""contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,and 285 ribosomal RNA™"
/product="Arcopilus aureus isolate ATT218"
s <1.>743
/gene=""contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,.and 285 ribosomal RNA™"
/product="Arcopilus aureus isolate ATT218"
ORIGIN
1 ACCCTCACTAAAGGGACIAGTCCTGCAGGTWAAACGAAWCGCCCWGGAAGTAAAAGT
51 CGTAACAAGGTC[CCGT[GG[GAACCAGCGGAGGGATCATTACAGAG CAAAA

121 CAAACCAT \CCTTTTAAC

181 AGCCCCFGTGGCCGCCCGGGGCTGCGAGCCCCCCGGCCCCCCTCGCGGGGGCGCCCGCCG
241 GAGGATACCCAACTCTTGATTATTTTAGGCCTCTCTGAGTCTTCTGTACTGAATAAGTCA
301 AAACTTTCAACAACGGAT TC!‘CHGGWCTGGO\TCGATGAAGAACGCAGCGAAA GCGAT
361 AAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAAG

a21 ccAGTATrCrGGcGGGCATGcchrrcGAGcGTcAchAccATcAAGccccAGGCnG
481 TGTTGGGGACCTGCGGCTGCCGC uun.LuuaAAu.u. \GTGGCGGGTTCGCTGTCACCCC
541 GAGCGTAGTAGCAATATCTCGC CGCCGGCCGTTAAAAGCTGCC
601 TTCTGH cAAcAcccAAGGTrGAcUcGGAT:AGGTAGGAAGACCCGGGAAC AAGCAT
661 ATCAATAAGCGGAGGAAAGGGCGAATTCGCGGCCGCTAAATTCAATTCGCCCTATAGTGA
721 GTCGTATTACAATTCACTGGCCG

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from i

GGGCGATTGAATTTAGCGGCCGCGAATTCGCCCTT

ATTACAAGTGACCCCGGTCTAACCACCGGGATGTTCATAACCCTTTGTTG
TCCGACTCTGTTGCCTCCGGGGCGACCCTGCCTTCGGGCGGGGGCTCCGG
GTGGACACTTCAAACTCTTGCGTAACTTTGCAGTCTGAGTAAACTTAATT
AATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAA
GAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATC
ATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGGGCATGC
CTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAACG
CGGTCCGCCGCGTGCCTCAAATCGACCGGCTGGGTCTTCTGTCCCCTAAG
CGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAA
CAACCCCATTTCT) AAGG'WGACCTCGGATCAGGTAGGGATACCCGCTGAA
CTTAAGCATATCAATAAGCGGAGGAAAGGGCGAATTCGTTTAAACCT
GGACTAGTCCC!TTAGTGAGGGWAAWCTGAGCWGGCGTAATCATGGT

CATAGCTGTTTCCTGAGG

G selectall 100 sequences sevected. GenBank  Graphics Distanceteeofresults  MSA Viewsr
e e e s T T
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4 LOCUS  703bp DNA linear PLN16-APR-2024
DEFINITION [c] i ioides ARZ|

4/28/2024

ACCESSION
VERSION
KEYWORDS .
SOURCE ~ Cladosporium cladosporioides
ORGANISM Cladosporium cladosporioides
Eukaryota; Fungi; Dikarya; Ascomycota; Pe
i a

Cladosporiaceae; Cladosporium.

REFERENCE 1 (bases 1 to 703)

AUTHORS Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source  1.703

/organism="Cladosporium cladosporioides"
/mol_type="genomic DNA"
Jisolation_source="stems”
/host="Solanum microdontum”
/db_xref="taxon:29917"
Jcountry="UsA:Maryland”
/lat_lon="39.026, -76.925"
Jcollection_date="2021"

/PCR_primers="fwd1_name: ITS1, fwd1_seq; tccgtaggtgaacctgcge, revl_name: ITS4, rev_seq: tectccgcttattgatatec,

fwd2_name: M13-1T51, fwd2_seq: gtaaaacggccagtecgtagetgaacc, rev2_name: M13R-ITS4, rev2_seq: (caggaaacagctatgactcctcegcttattgat)”

Gene  <1.>703
/gene="" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”

mRNA  <1.5703
/gene="" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”

‘Cladosporium cladosporioides”

cDs
's small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”
roduct="Cladosporium cladosporioides”
ORIGIN

1 GGGCGATTGAA\TTAG(GGccGEGAATrcGcccrlGGAAGTAAAAGTCGTAACAAGGT(T

61 CCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGTCTAAC

121 cATAAcccrrrsrrschGAcrcreneccchGGGccsAcccveccncGGGcaaeeac

131 TCCGGGTGGACACWCAAA TAACTTTGH \GTAAACTTAAT

TTAAAACTTTTA/ AcAAcGGATcTcrrGG CTGG CGATGMGAACGCAG GAAA

301 CGATAAGTAATGTGAAWGCAG ATTCA GTGAATCATCGAA CTTTGAACGCACATTGCG

361 CCCCCTGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCT

421 TGGTATTGGGCAACGCGGTCCG((GCGTGCCICAAA CGA ccGGchGGTc (TGT(CC
CGCTAAAGGGTGTTCGGGAGGCTACGCCGT/

541 CCATI'TCTAAGGWGACCTCGGATCAGGTAGGGATACCCGC[GAACWAAGCATATCAAT

601 AAGCGGAGGAAAGGGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTA

661 ATTCTGAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGAGG

"

Ce [CT9]: Multiple strains matched in identical
similarity to the given sequence; is this, AR2’ the correct
one to put?

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi
2

ACCCTCACTAAAGGGACTAGTCCTGCAGGTTTAAAC
\TTCGCCCTTTCCTCCGCTTATTGATATGCTTAAGTTCAGCGGGTATC
CCTACCTGATCCGAGGTCAAAATGTGGATTTGTTATAGAAAACAAAGGCT
TGCTGGATGCCGCCCTGTGGATTGGAAGGCGCAAATTTGTGCTGCGCTCC
GAAAACCAGTAGGTCGGCTGCCAATCGTTTTAAGGCGAGTCTCCCCCAAC
AAGGGGAGAGACAGAAAGACGCCCAACACCAAGCAAAGCTTGAGGGTACA
AAATGACGCTCGAACAGGCATGCCCTTTGGAATACCAAAGGGCGCAATGTG

AAAGTTTTAATAAATTGAATTATTATACTGACGCTGATTGCAACTGCATA

CTTC
GCGGCCGCTAAATFCAATFCGCCCTATAGTGAGTCGTM‘FACAATFCALT
GGCCGTCGTTTTAC

i i tains 185 rANA gene, ITS1, 5.85 rANA gene, ITS2 and 285 rRNA gene, strain FMR

N3
Sequence [D; LTE37834,1 Length 772 Number of Matches: 1

Range 1: 3 to 635

ek G

1144 brs(e19)
Query 47
smjce 635
Quony 207 ATTTCTTATAGAAMACAMEEC TTGCTE
Seict 5
Query 157

TTIOCTCCECTTATTGATATBCTTAAGT (r
R R A

LI LT LR LT TR ELELL T TRLELLEE LR
sajec 515 Tactan TascT TeaTTITARG

:;” i:: SN
Query 207
Shjer 195 AATEAC
Query 347
sejce 335
Query 487
Smjer 275
Query 457
sbjcc 215
Query 527
3

Queny 837 TGCEAGCA
LT LT it HH il

H T T b
TTeHsEC0s

£
Query £47 CGAGACCTTGTTARGACTTTTACTTEE

LILLTT 1 1
SJEC 35 CRGNACCTTRTTACGICTTTTACTTCE

4 LOCUS  LT837834 628bp DNA linear PLN 02-MAY-2018

H \ HH | Hl\r 11 1L ‘m‘x:ﬁ.ia”tic'h;‘m‘sﬁ‘”a HET .
[ 1 T
5 *CO '}Tﬁ”"i& w 4»("‘3\. GOATGELGCD CGK\G‘!'G!\L(AG[‘

TGAGGETACA
LT
i i 3

28(0a0s) nysas{0%) Ps/Minus

S8

4/28/2024
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4 LOCUS  750bp DNA linear PLN 16-APR-2024
DEFINITION Exserohilum rostratum (Setosphaeria rostrata) FMR 11773
ACCESSION
VERSION
KEYWORDS .
SOURCE ~ Exserohilum rostratum (Setosphaeria rostrata)
ORGANISM Exserohilum rostratum (Setosphaeria rostrata)
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;

porales;

Pleosporaceae; Exserohilum.
REFERENCE

FEATURES Location/Qualifiers
source 1750

/organism="Exserohilum rostratum (Setosphaeria rostrata)"
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Kennebec™”
/db_xref="taxon:1659837"
Jcountry="UsA:Maryland”
/lat_lon="39.026, -76.925"
Jcollection_ dare "2021"
/PCR_prime

Gene  <1.5750
/gene="contains 185 rRNA gene, ITS1, 5.85 rRNA
gene, ITS2 and 285 rRNA gene”
MRNA  <1.>750
/gene="contains 185 rRNA gene, ITS1, 5.85 rRNA
gene, ITS2 and 285 rRNA gene”
/product="Exserohilum rostratum (Setosphaeria rostrata)”
s  <1.>750
/gene="contains 185 rRNA gene, ITS1, 5.85 rRNA
gene, ITS2 and 285 rRNA gene”
/product="Exserohilum rostratum (Setosphaeria rostrata)”

I
1 ACCCTCACTAAAGGGACTAGTCCTGCAGGTTTAAACGAATTCGCCCTTTCCTCCGCTTAT

CATATTTTT(
661 CGACTTTTACTTCCAAGGGCGAATTCGCGGCCGCTAAATTCAATTCGCCC!
721 CGTATTACAATTCACTGGCCGTCGTTTTAC
"

wd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgegg, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,
”fdeJlamev M13-ITS1, fwd2_seq: gtaaaacggccagtccgtaggtgaace, rev2_name: M13R-1TS4, rev2_seq: (caggaaacagetatgactectcegcttattgat)

4/28/2024
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4/28/2024

NAGGNAccTcrcTGTNANGTGCTCTCGGTGCATCICG
TTCTTGG(

ACCAT
ACCAGCCTIGATGATACCGGTCTCGACACGACCGACGGGAACCGTGCCAA
TACCACCAATCTTGTAGACATCCTGGAGGGGAAGACGGAGGGGCTTGTCG

CTCACCAGTACCGGCGGCGATGATGAGAATAGCGCAGTCGGCCTGGGAGG
TACCAGTAATCATGTTCTTGATAAAATCTGGCNNNNTTTTTTAAAAAA

Exserohilum rostratum steain LWI chromosome 7
Sequance 10: CP1 1 Langth 2036223 Numbar of Matches: 1

Range 1: 1511864 1 1713450 Genl

o £ = =
976 bits(528) 0.0 573/596({36%) 0/536(0%) Plug/Plus
b i i il s
!
Skjet 1511864 TECTCETGETGCATCTCGACEEACTTCACTTCAGTEETCACACCASCERGOECEANGETE 1511923
ot it i
itl T
Skjst 1511834 TEATGATACCGETC LATECLATA  LS119ER
Query 148 CCACCAATCTTGTS \TH 109
AT T
Seier 151ISB4 COACCARTCTTGTAGACAT 4 s1eoas
Query 200 reecc cr TECCCTTGECCTTGATE 268
LN S N NN R R RN AR AR 1]
Seier 151204 GOAGGETCLATORGTUAATECETEGAGGAGERTCTTALCAGTBRCCTTGELLITGGTE 1512163
Query 260 TOCTTCIECCACECTTETACAGERCCART TECTBRAGC T CEATCATE TGTCTTES 319
ittt
sbjet 1512184 r[(rr(rc(w(((rrﬁm:mmmuﬁrrﬁﬁrm(rcmrmrﬁrrﬁr:r::é 1512163
Qery 320 TTECOEETEeRC S CESCETAC TS TATAGECACT T TS 578
IHIH\HHIH\HHIHIIHIHHHHH\HHHHIHIIHIIHIH
seiet 15121 FSCTTGEGET TETAGCCRACLITLITGATS | 1512223
Query 380 AMGTTGGAGETCTCCTTGATGATCTCCTERTAM cacTreeTeeTaTCe 438
ittt i
Sefet 1511224 ANGTTGGACETCILCTTGATEATL TCLTCRTAMGET CLTCAGA CACTIGETSRTGIEC 1512265
Query 440 ATCTTET TGCTTH C GG o
UL T
Spjct 1512284 ATCTTGT TECT 12343
Query See TeACGEE] CCTTERAGATACCAGCCTCRAMC TCACCABTACLEELEELRATE S50
i HHIHHHIIHIIH CTTTTTTT T
arger CAGATACTAGTC CEAC TEACTARTACBGLGOURATE 1512463
Query TOTTEATARATE 515
st LT
seiet TTCTTEATEAATC 1512459
A LOCUS  CP111157 2036223bp DNA linear PLN 24-NOV-2022

C [CT10]: The whole chromosome is

sequenced for this sample-accession ... please see comment
below




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

L LOCUS  635bp DNA linear PLN23-APR-2024
DEFINITION Exserohilum rostratum strain LWI chromosome 7.
ACCESSION
VERSION
KEYWORDS .
SOURCE  Exserohilum rostratum
ORGANISM Exserohilum rostratum
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;

Pleosporaceae; Exserohilum.
REFERENCE 1 (bases 1 to 635)
AUTHORS  Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source 1.635
Jorganism="Exserohilum rostratum”
/mol_type="genomic ONA"
Jisolation_sourc: "
/host:

"stems’
‘Solanum tuberosum ‘Kennebec
/db_xref="taxon:1659837"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers=""fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, rev1_seq: GACGTTGAADCCRACRTTGTC

“fwd2_name: Ef13, fwd2_seq: gtanaacggccagGAYTTCATCAAG, revl_name: Er13, revl_seq: cagganacagctatgacGACGTTGAADCCRAC

ORIGIN

1 NAGGNACCTCTC TCTCGGTGCATCTCGTCGGACTTGAC

61  ACGTTCTTGGGCAAAGGTGGGCACCATACCAGCCTTGATGATACCGGTCTCGACACGACC

121  GACGGGAACCGTGCCAATACCACCAATCTTGTAGACATCCTG! AGGGGAAGACGGAGGGG
181 CTTGTCGGTAGGACGGC GATGGCGTCAATGGCCTC)

241 AGTGGCCITGGCCWGATC[CCITCTCCCAACCCI’TGTACCAGGGGCAGTTGCTGGAGGC

301 CTCGATCATGTTGTCTCCGTTGAAACC \GGGAACGTGCTTGGGGTT

361 GTAGCCGACCTTCTTGATGAAGTTGGAGGTCTCCTTGATGATCTCCTGGTAACGGTCCTC
421 AGACCACTTGGTGGTGTCCATCTTGTTGATGGCGACGATGAGCTGCTTGACACCGAGGGT
481  GTAGGCAAGCAGGGCGTGCTCACGGGTCTGACCATCCTTGGAGATACCAGCCTCGAACTC
541  ACCAGTACCGGCGGCGATGATGAGAATAGCGCAGTCGGCCTGGGAGGTACCAGTAATCAT
601 GTTCTTGATAAAATCTGGCNNNNTTTTTTAAAAAA

[CT11]: Please see previous comment-
question on what to do in scenarios-accessions-samples
when the whole chromosome is sequenced, seems as if it is
t00 long to put in this document-report-table so have been

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi.

TGATTTAGCGGCCGCGAATTCGCCCTTGGA
AGTAAAAGTCGTAACAAGGTCTCCGTAGGTGAACCTGCGGAGGGATCATT
ACAAGTGACCCCGGTCTAACCACCGGGATGTTCATAACCCTTTGATGTCC
GACTCTGTTGCCTCCGGGGCGACCCTGCCTTCGGGCGGGGGCTCCGGGTG
GACACTTCAAACTCTTGTGTAACTTTGCAGTCTGAGTAAACTTAATTAAT
AAATTAAAACTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAA
CGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATC
GAATCITTGAACGCACATTGCGCCCCCTGGTATTCCGGGGGG(ATGCCTG

CTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAACGCGG
T L.L:u.uu:\un.uu\A |Lu LLuuLluuulu|L|u|u.LUAAGCGT
TGTGGAAAC GCT) \GGCTACGCCGTAAAACAA

CATTC
CCCCAT’ (TAAGGTIGACCTCGGATCAGGTAGGGATACCCGC GAACTT
AGGCATATCATAAGCGGAGGAAAGGGCGAATTCGTTTAAACCTGCAGGAC
TAGTCCCTTTAGTGAGGGTTAATTCTGAGCTTGGCGTAATCATGGTCATA
GCTGGGTTTTCCTGAG

Cladosporium sp. stsin CN13687 smll subunit ribosomal RA gene, pate sequence; teml transcsibes spocer 1, .85 iosoml

RNA gene, and i 2

Sequence 1D; OP596126.1 Length: 821 Mumber of Matches: 1

031 bRs{S58) i.@w:m)
Query 20 AV CGTMCANGGTC THCMATG 87
wrer 7 aRROORn OO
o
et 135
iery 148
snjer 15
Query 208
et 235
Query 268
Shjcr 315
Query 328 ATCE
sujer 375

Ty -

U

Query 383 GTCATTT oG ar
ECLTT T LTI TTE T TETTEN TR
Sjct 435 GTCATTIEACCACTCRGE Lt Coa a1

ery sy G ¢
iRy

Shjct 495 1 TortbaidrAt tossa

Query 508 srasanc rrcrasser 7
I

Sujec 555 CULMULTIMCHEHAMAM O A HEAL

e T =

1 i
smjer 615 ActbttAM sttt bubldibd

En

1 llocus  opPs9E126 821bp DNA linear PLNO01-SEP-2023

C [CT12]: This matching sequence from NCBI
does not have a matching GenBank f to the given sample...
the given GenBank f matches to an older and shorter
sample ... 2

Commented [CT13R12]: Please see comment below for
quality assurance of biological determination of the strain
for accuracy of the entry in NLM

Commented [CT14R12]: Possibly cladosporioides or
pseudocladosporioides? As the species ...




USDA-ARS-GIFVL
¥ Locus 696 bp DNA linear PLN 16-APR-2024
DEFINITION Cladosporium cladosporioides CN136B7
ACCESSION

VERSION
KEYWORDS .
SOURCE  Cladosporium sp.
ORGANISM Cladosporium sp.
Eukaryota; Fungi; Dikarya; Ascomycota; Pe
i a

Cladosporiaceae; Cladosporium.
REFERENCE 1 (bases 1 to 696)
AUTHORS TBD

FEATURES Location/Qualifiers
source 1.696

/organism="Cladosporium cladosporioides."
/mol_type="genomic DNA"
Jisolation_source="stems”
/host="Solanum tuberosum ‘Kennebec
/db_xref="taxon:1707700"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd_name: ITS5, fwd_seq:
ggangtaaaagtcgtaacaagg, rev_name: ITS4, rev_seq:

Supplementary Table S1. ITS region sequences from isolated fungi.

4/28/2024

Gene  <1.>696
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5,85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”

mRNA  <1.>696
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”
/product="Cladosporium cladosporioides”

@S <1569
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”
/product="Cladosporium cladosporioides”

GIN
1 TGATTTAGCGGCCGCGAATTCGCCCTTGGAAGTAAAAGTCGTAACAAGGTCTCCGTAGGT

361 TATTCCGGGGGGCAT GccrscrceAGCGTCATWCACCACT:AAGccTEGcWGGTA 16
421 GGCAACGCGGTCCGCCGCGTGCCTCAAATC GTCTTCTGTCCCCTAAGCGT
a81 TGTGGAAACCATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATWC[
541 AAGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAGGCATATCATAAGCGGAGG
601 AAAGGGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTAATTCTGAGC
661 TIGGCGTAATCATGGTCATAGCTGGGTTTTCCTGAG

"

\
\

\

[CT15]: Which primers should be used?
Cladosporium cladosporiodes, under Solanum tuberosum
“Kennebec’ (greenhouse) is not given correspsonding ITS /
TEF primers, from Table 1 ‘Endophyte isolation...” essentially
the same situation as with, Solanum microdontum-2
Cladosporium cladosporiodes MT466517

{ Commented [CT16R15]: ITS

USDA-ARS-GIFVL

Supplementary Table S1. ITS region sequences from isolated fungi.

CNNGGGNNGANNTCGGCGAGCTGCT(GTGGTGCAT(TCG
AACGGACTTGACCTC ACCTT
GCCGCCCTlGATGGTACCAGTCTCGACACCACCCACAGGAACCGTGCCGA
TACCACCGATCTTGTAGACATCCTGGAGGGGAAGACGGAGGGGCTTGTCA
GTGGGACGGC! GATGGCGTCAATGGCCTC T
GCCGGTGGCCTTAGCCTTGGTCT CrTcrcccAAccmGTAccAGGGGc

C
TthcTTGAcnccGAcCrGGCGGGcGAGGnGcAAGTGcchCrGGTCrGG
GGCATCTGTCCGTCGCTGGCGGCAA( GCCGTCCATGGAA
GCAGCACCAGTGATCATGTTCWGATGNAATCNGGNNNCNNNTWN INAN

Cladosporium sp. Isolate CAR_T3L3C15 transk 1-alpha 1

Sequence I0: MNDS4996.1 Length: 989 Number of Matches: 1

Range 1: 21 307 Gesfnk Graptics

saw S = = 7]
57 bits(53) .o o/355(0%; Plue/Minus

Guery 13 TCESCOSCTA CSTECHTCTLCRCTTONC TCAneaTatNCecicsses 71

LTI LILITTLT T

Sbjet 587 TCGGTGAGCTELTCGTERTGUATCTCOACGRACT TALLT COTERT GIEACCEOLERSE 53
Query 73 e -c
A it HHH\IHIIHIIHI HHHIH\ bbbl LT

Sbjet 537 Tean L

Query 133 GTOCCEATACCACCEATETTETAGALATCCTC CTTGICAGTE 192
N

Sbjct 477 GTGLCAATACKGUCAATCTTOTAGATATCETGEAGE CHGCTTGICEGTS 318

Query
Sbict
Query 253 GCCTTERTCTECTTETCOOANCCL T TG TACCAGEGECAGT TEGTBGAGALGTECATEATES
IR 1)
Sbjet BCCTTRRTCTECTTETCCCACELTTATACCAGEEE coresATEATS
query BT RS T AL CO6AGTGESCACEAMGEEANCET GET TE666T TRMECCEACT
ALULCELLDEEL EELUEELEEELDELLEELELELLTELELEL L TRETLE
Sbjct 257 TTOTCACCOTTEAMCCOGABATEEECACEANGERAACET ECT TEECETTEMBECTACE
Query 373 TTCTTGATGMACCACAGE! GATEATETCCTEET M e
LTI HHHHHHIIHIIHH HHHHHHHHIIHIH
Sbjet 237 TTCITGATGAMACCEG TTEATGATLTCLTEET AL
Query 433 GTEGTETCOATCTTETTEATGR AACATGAGE TG T TEACAC CAAGEETCTAGECEAGE
R,
sbict 177 Tor TGCTTGATAC
Query 483 TGCTCACGGETETEACCGTECTTGEAGATACCEECCTCOARCTEACCAGTACEE
HHHHH\H\H\\H\HIHIIHIIHHHHHH [
sbiet TG TEACEGOT LT GALLGTCC T TRGAGATALCGECCTCGAACTCATEAGTALTS
Query 552 ¢ T ser

CCTU T EETTTED TL PP
sujet 57 o7

1 LOCUS  MNOS4936 988bp DNA linear PLN12-FEB-2020

) g

, partial eds



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

LOCUS  838bp DNA linear PLN23-APR-2024
DEFINITION Cladosporium sp. isolate CAR_T3L3C15 translation elongation factor
1-alpha (EF12) gene, partial cds.
ACCESSION
VERSION
KEYWORDS .
SOURCE  Cladosporium sp.
ORGANISM Cladosporium sp.
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
! D ps .

Cladosporiaceae; Cladosporium
REFERENCE 1 (bases 1t 988)
AUTHORS  Unpublished
TITLE Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source  1.838

Jorganism="Cladosporium sp."

/mol_type="genomic DNA"

Jisolation_source="stems"

/host="Solanum tuberosum ‘Kennebec’
/db_xref="taxon:1707700"
Jcountry="USA: Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"

/PCR_primers=""fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC

4/28/2024

“fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, revl_name: Er13, revl_seq: caggaaacagctatgacGACGTTGAADCCRAC

38
e="EF1a"
Jcodon_start=
/product="translation elongation factor 1-alpha"

ORIGIN
CNNGGGNNGANNTCGGCGAGCTGCTCGTGGTGCATCTCGACGGACTTGACCTCGGTGGTG
ACACCCGCGGGGGCGAAGGTGACGACCTTGCCGCCCTTGATGGTACCAGTCTCGACACCA
CCCACAGGAACCGTGCCGATACCACCGATCTTGTAGACATCCTGGAGGGGAAGACGGAGG
181 GGCTTGTCAGTGGGACG GATGGCGTCAATGGCCTC!

241 CCGGTGGCCTTA GchGGTcchncchcAA(chGm(cAGGGGcAGrrGGTGGAG
301 ACGTCCATGATGTTGTCACCGTTG CACGAAGGGAACGTGCTTGGGG
TTGAAGCCGACCTTCTTG) ATGAAACCGGAGGTCTCCWGATGATCTCCIGGTAACGGGCC
TCAGACCACTTGGTGGTGTCCATCTTGTTGATGGCAACAATGAGCTGCTTGACACCAAGG
GTGTAGGCGAGAAGAGCGTGCTCACGGGTCTGACCGTCCTTGGAGATACCGGCCTCCAAC
541 TCACCAGTACCGGGGGC! GCAGTCTGCCC CAGTGATC
601 ATGNTCTAGATGANNCCTGCCCNNNTNTTTANAAAGCTCCAACATCTCCTTGTCCTCAAT
661 GG(ATCGACCTTGTTGACGA \GACGACAATACGCTTGACACCGACCTGGCGGGCGAGGAG
721 CAAGT( GGGGCATCTGTCCGTCGCTGGCGGCAACGANNTGATGGCGCCG
781 TCCATGGAAGCAGCACCAG[GATCATGWCWGATGNAATCNGGNNNCNNNT!TNNAN

-

IS
&

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi

TTACCCTCACTAAAGGGACTAGTCCTGCAGGTTTAAA
CGAATTCGCCCTTGGAAGTAAAAGTCGTAACAAGGTATC
CTGCAGATGGATCATTTCGATGAAAACCTTTTTTCTTGAGGTGTGGCTCG
CACCTGTCTAACTAAATCGAGCTACCACATTTTAACACGGTTGCATCGGT

TGGCTGTCAAACAGTGCGCGCGGCGATTTATTTCGCCTCCCCGCGCATTG
CCGAGACGGTCGACATTTACCAAAAACACTGTTGATACCATAGGATWGA
ACGTAGATGAAACTCGACTGGTAATGCGGTCGTCTAAAATCTAAAAACAA

TIT
TATCAATAAGCGGAGGAAAGGGCGAATTCGCGGCCGCTAAATTCAATTCG
CCCTATAGTGAGTCGTATTACAATTCACTGGCCG

' 1588
ribasomal RNA gore, : 2, 2
Sopanea D MKZBITZ.1 Longi 4 hmoer o e 1
e oty G
,aiumm 00 sodansiioi b Hus

D .
AHPIE r#;m Lm.c HIRHLEIELT .

VT
T

==

=

Y
'el

,.

1 LOCUS  MK267771 804bp DNA linear PLN 12-DEC-2018

4/28/2024



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

J LOCUS  921bp DNA linear PLN 16-APR-2024

DEFINITION Moesziomyces aphidis isolate E24790

ACCESSION

VERSION

KEYWORDS .

SOURCE  Moesziomyces aphidis

ORGANISM Moesziomyces aphidis
Eukaryota; Fungi; Dikarya; Bas
Vet b

mycota; Ustilaginomycotina;
i N

REFERENCE 1 (bases 1to 921)

AUTHORS Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source  1.921

/urgamsm ‘Moesziomyces aphidis"
/mol_ty, mic DNA"
/\snlallen source="stems”
/host="Solanum tuberosum ‘Kennebec
/db_xref="taxo 4"
/country="USA:Maryland”
/lat_lon="39.026, -76.925"
Jcollection_date="2021"

/PCR_primers="fwd1_name: ITS1, fwd1_seq; tccgtaggtgaacctgcge, revl_name: ITS4, revl_seq: tectccgcttattgatatec,
fwd2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtccgtaggtgaacc, rev2_name: M13R-ITS4, rev2_seq: (caggaaacagctatgactcctecgcttattgat)

Gene  <1.>921
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

MRNA  <1.5921
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

'Moesziomyces aphidis isolate E24790"

cDs
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA”
/product="Moesziomyces aphidis isolate E24790"
ORIGIN

1 TTACCCTCACTAAAGGGACTAGTCCTGCAGGTTTAAACGAATTCGCCCTTGGAAGTAAAA

61 GTCGTAACAAGGTATCTGTAGGTGAACCTGCAGATGGATCATTTCGATGAAAACCT

121 TCTTGAGGTGTGGCTCGCACCTGTCTAACTAAATCGAGCTACCACATTTTAACACGG
\TCGGTTG

1
2

2
>
&
8
9
a
8
g
9
i
1
2
g
3
z
8
3
3

8
2
3
g
z
2
3
g
3
2
3
2
3
2
3
2
2
3
E
E!
3
2
3
3
3
2
]
8
A
2
3
g
3
2
2
3

USDA-ARS-GIFVL

Supp\emen(ar{rv Table S1. ITS region sequences from isolated fungi.
€

KP323133]

4/28/2024

CGNGGANACCCTC CTCGTGGTGCATCTCGACCGACTTGACCTCS GTTGGAG
GGG5cAAAGGrGAcGAccATGcchccrrGAmAcAccGGrcrcGncAcGGccGAcGGGcAcAGTchGA

TTGTCGGTGGGGCGC

TTGCCGGTGACCTTGCCGGCCTTGGTCTCGCGCTCCCAG

CCCTTGTACCAGGCCATCTCCTTGGTGGGCTCG)

AGGCGACGGTCTTGGGGTTGTAGCCCACCTTCTTGATAAAGTTGGAGGTCTCCTTGACAATCTCGTTGAA
GCGGTCCTCGGAGTACTTGGTGGTGTCCATCTTGTTGACGGCGACGATCAGCTGACCGACACCGAGGGTG
AACGAGAGCAGGGCGTGCTCGCGGGTCTGGCCGTCCTTGGAGATACCATCCTCAAAACTCACCGGGTACC
ACCAGCGATGATGAGGATGGCGCAGTCGGCCTGCGAGGTACCGGTGATCATGTTCTTGATGAAATCCTGG

TCATGTTGTCGCCGTGCCAGCCGGAGATGGGGACGA

NN

GTCCCACATTNNGGGCGGTTTTTGCCTGATCT

ICTTTTTTAAAAAGC ATT
LTGCGATNNACGACANNANCCGCNNGATGCANNGTFTGAAGTACTCCGAGAACANNTFGTCGATGAGGAN

NAAGTAAGGGATAGCAGTCATGNCGCNATGTCANNCAATGTAGANNCTAGANGCTGGAGGCTGCTGAAGA
ANCTCGATGATNTCGCCTNCGACNNCACAGCAACACAAATCTNNGCNNNGGTCTTACGTNNTGCTTCGAG

GCNNNNNNCTGCCGTTNNGATCC!

ANAAATGCAAATGCC

Sequance I0: KP3:

Range 1: 10 ta 63

170,

Langih 1034 Humbsr of Matches: 1

1-alpha {tef1) gene, partial cds

a1
481
541
6
661
721
781
841
901
"

2

G/ ACATTTACCAAAAACA(
301 TCGACTGGTAATGCGGTCGTCTAAAATCTAAAAACAACTTTTGGCAACGGATCTCTTGGT
361 TCTCCCATC TTGCA

CAATAAGCGGAGGAAAGGGCGAATTCGCGGCCGCTAAATTCAATTCGCCCTATAGTGAGT

CGTATTACAATTCACTGGCCG

Tom Fo Tenddes s EE
1055 bits (574 2.0 SD6/524(57% 5/624(0%) Plug/Mings
Query 1 CONGGANACCCTCORAGMBGACLT ST GETGEATCT CEACCEACTTEACCTCRATSETEN
; RN RRNRERR AR AR ARARARTYRRNRARANREARARIRLIT)
skjet 634 CTCOTGETGCATCTCOACCEACTTGACCTCOATERTEA 575
Query B1  COTTGRAGOEOOCMMGETEACGACCATGECOCCCTTBATGACACCGETCICRATATESE 120
o LLLTHLLET LTI TTTL LT I
Shict 574 COTTGOACGOGECOMAGGTGACGACCATGLCECCCTTEATEACALT GALACGEL 515
Query 121 COMGOBCACAG] TCCGATACCOCCGATCT TGTAGACETCCTCRAGGNOGCIGRIATERG 158
AT T EE T T TTT T TTE T
Skjet T TecT -GGCAGRLE-CAE 457
Query 18T GUNGCTTGT 0 T
L UL LT EELEL TR
456 66T T o
41 TGLCOGTCACCT TEECEBLC £
LTI
397 TELUG6TEACLT TBLCGH 33
301 TEOTGGGCTCEA] 380
LTI
& 78
3850 25
it
277 ToGseTTETARC a8
421 GeTECTE 58
JIRYION Hm
27 e 58
481 COAGOETCAMCEAGAGCAGEOL! a8
N
157 CEAGGETGAMCGAL £
SA1 CAAMACTCACCGEETA G TG w
L mm i H\\II\HH\HHIHHHHHHHIIHIH
57 TOACE-GETACTACCCOC0AT GATCACEA il
GTTCTTEATGAMATE 624
|H| H tititiii
) ATETTCTTCATOAMTE 16

1 Locus

KP323133 1034bp DNA

[

C [CT17]: See page 62; repeat?

Commented [CT18R17]: Or same EndoPathogen in
different cultivar hosts? Former being ‘Kennebec’ and latter
being ‘Pontiac’ ..

Commented [CT19R17]: Leaning towards the latter
determination...




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024 USDA-ARS-GIFVL
LOCUS  978bp DNA linear PLN 23-APR-2024
DEFINITION Moesziomyces rugulosus strain CBS 170.88 translation elongation factor 1-alpha (tef1) gene, partial cds.

Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

ACCESSION TTACTGAGTTTACGCTCTACAACCCTTTGTGAACATA
VERSION CCTATAACTGITGCTICGG(GGGTAGGGTCCCCGTGACCLTCC(GGCCTC
KEYWORDS (CGCCCCCGGGCGGGTCGGCGCCCGLLS ATTT

SOURCE  Moesziomyces rugulosus AACGACGTWLTTCTGAGTGGTACAAGCAAATAATCAAAAC AACAA

ORGANISM Moesziomyces rugulosus CGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAG
Eukarvc(a; Fungi; Dikarya; Basidiomycota; Ustilaginomycotina; TAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATT
» b i N

REFERENCE 1 (bases 1 to 978)

AUTHORS TBD. GGTAGTGGCGGACCCTCCCGGAGCCTCCTTTGCGTAGTAACTTTACGTCT
TITLE TBD CGCACTGGGATCCGGAGGGACTCTTGCCGTAAAACCCCCCAAT
JOURNAL TBD AGGTTGACCTCGGATCAGGTAGGAATACCCGCTGAACTTAAGCATATCAA
FEATURES Location/Qualifiers

source  1.978
Jorganism="Moesziomyces rugulosus"

strain T1 RNA gene, partial sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene,
/mol_type="genomic DNA i spoosr2, quense are i1k
fsan-"cas 17088" S GVt o e f e
/isolation_source="stems
/host="Solanum tuberosum ‘Kennebec” Ronge 1:34 o 501 Coationk Ginatca
/db_xref="taxon:84752" o e Cope Crrand
Jcountry="USA:Maryland” 013 bira(sag) 0 Searsen(100%) wsanjon) Plus/plaz
radesion e 2081 oy T T g o
collection_date="2021" ! i i TTTTT .
/PCR_primers="“fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC Jioa S e S
“fwd2_name: Ef13, fwd2_seq: gtaaaacggocagGAYTTCATCAAG, revl_name: Er13, revi_seq: caggaaacagctatgacGACGTTGAADCCRAC auery TSRS HEIPRR I 12
seger B [ T
Query AACGACGITTCTTCTGAGTEATACAMCCAMTAATCARMACTT | 180
LLUCUEELEERLTELEEELOELEEEL T
stjer it estrest AR 213

ranslation elongation factor 1-alpha” uery

AT
\\H\IH\IIHIH‘I‘HHHHHH IIHIH

.>97 seiet
Jgene="tef1" Query

GAACGCACATTSCRCCESECASER
Jproduct="translation elongation factor 1-alpha" e IH\IHIIHIIHIHHH\HHHHIHIL\_HU
umsm
CGNGGANACCCTC CTCGTGGTGCATCTCGACCGACTTGACCTCGGTGGTG! Query,
s1 CGTTGGAGGGGGCAAAGGTGACGACCATGCCGCCCTTGATGACACCGGTCTCGACACGGE Sbjet
121 CGACGGGCACAGTTCCGATACCGCCGATCTTGTAGACGTCCTGGAGGNGGCNGGCGTGAG Gy
181 GNNGCTTGTCGGTGGGGCGC TCGATGGCGTCGATGGCGTC T i
241 TGCCGGTGACCTTGCCGGCCTTGGTCTCGCGCTCCCAGCCCTTGTACCAGGCCATCTCCT
301 TGGTGGGCTCGATCATGTTGTCGCCGTGCCAGLC GAAGGCGACGGTCT Query
361 TGGGGT!‘GT G(CCACCTT( GATAAAGTTGGAGGTCTCCTTGACAATCTCGTTGAAGC Sejct
421 GGTCCTCGGAGTACTTGGTGGTGTCCATCTTGTTGACGGCGACGATCAGCTGACCGACAC Qe
481 EGAGGGTGAACGAGAGCAGGGCGTGETCGCGGGTCTGGCCGTCCWGGAGATACCATCCT cbger
541 CAAAACTC&CCGGGTACCACCAGCGATGATGAGGATGGCGCAGTCGGCCTGCGAGGTACC
601 GGTGATCATGTTCTTGATGAAATCCTGGNNCTTTTTTAA CCANNGTGGAGCCNTGG Query: S1 Trame =
661 TGAAI‘TGTCCCACATTNNGGGCGGTHTTGCCFGATCFCTGCGATNNACGACANNANCCG Sbjct 574 GCGGAGGA 531
721 CNNGATGCANNGTTTGAAGTACTCCGAGAACANNTTGTCGATGAGGANNAAGTAAGGGAT
781 AGCAGTCATGNCGCNATGTCANNCAATGTAGANNCTAGANGCTGGAGGCTGCTGAAGAAN 4 LOCUS  KY421040 582bp DNA linear PLN27-NOV-2017

841 CTCGATGATNTCGCCTNCGACNNCACAGCAACACAAATCTNNGCNNNGGTCTTACGTNNT
GCTTCGAGGCNNNNNNCTGCCGTTNNGATCCNNNTGTNNGGCANAAATGCAAATGCCGAT
961 AATAGTCCCTGAAGNNTG

S



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

VL LOCUS  576bp DNA linear PLN 16-APR-2024

DEFINITION Colletotrichum siamense T1

ACCESSION

VERSION

KEYWORDS .

SOURCE  Colletotrichum siamense

ORGANISM Colletotrichum siamense
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

omycotina;

C C i complex.

REFERENCE 1 (bases 1to 576)

AUTHORS Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source 1.576

/organism="Colletotrichum siamense"
/mol_type="genomic DNA"
[isolation_source="stems"
/host="Solanum tuberosum ‘Kennebec™”
/db_xref="taxon:690259"
/country="USA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd_name: ITS5, fwd_seq:
ggaagtaaaagtcgtaacaagg, rev_name: ITS4, rev_seq:

4/28/2024

Gene  <1.>576

/gene="contains 185 ribosomal RNA, internal transcribed

spacer 1, 5.85 ribosomal RNA, internal transcribed spacer

2,:and 285 ribosomal RNA"

MRNA  <1.>576

/gene="contains 185 ribosomal RNA, internal transcribed

spacer 1, 5.85 ribosomal RNA, internal transcribed spacer

2,:and 285 ribosomal RNA"

Jproduct=" Colletotrichum siamense T1"

s <1.>576

/gene="contains 185 ribosomal RNA, internal transcribed

spacer 1, 5.85 rlbnsumx\ RNA internal transcribed spacer

2,:and 285 ribosomal R

Jproduct=" conemnchum siamense T1”
ORIGIN
1 TTACTGAGTTIACGCTCTACAACCCTWGTGAACATACCTATAACTGTTGCTTCGGCGGG
61 TAGGGTCCCCGTGACCCTCCCGGCCTCCCGLCCCC GCGCCCGCCGGAGGA
1217 CCAAA(.TC[GATWAACGACGI’TTCI’TC[GAG[GGTACAAGCAAATAATCAAAACW
181 TTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAA
241 TGT GAATTGCAGAAWCAGTGAATCATCGAATCTTFGAACGCACAWGCGCCCGCCAGCA
301 TTCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCCTCAAGCTCTGCTTGGTGTTGGG
361 GC(CTACAGCTGATGTAGGCCCTCAAAGG AG GGceGAcccrcccsGAG(cr(a'rch
421 GTAGTAAC
281 T!TCCAAAGGWGACCTCGGATCAGGTAGGAATACCCGCTGAACITAAGCATATCAATAA
541 GCGGAGGAGTCATAGCTGGTTTTCCTGATNTTTCCT
"

[CT20]: May you please provide primers?
Colletotrichum siamense does not have corresponding
primers associated with it, ITS or TEF, from Table 1
‘Endophyte isolation...

Commented [CT21R20]: ITS?

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

4/28/2024

CTCTTGAGCTGCTCGTGGTGCCTCTCGCCGG
ACWGACGTCAGTGGTGACAWGGCIGGAGCCCAGGTGACCACCATGCCG
GGCTTGAGGATACAGGTCTCGATACGGCCGACACANCACAGTGCCAATA(
CACCGATC!TGTAGACATCCTGGAGGGGAAGACGGAGGGGCWGTCGGTG
GGACGC!TGGGGGGCTCGATGGAGTCAA GGCCTCCAGGAGGGTCTTGCC
GGTGACCTTGCCACCCTTGCCCTCCTTCTCCCAGCCCTTGTACK
CGTTGGTGGTGGGGG(AAGCATGWGTCGCCGTGGAAGCCGGACATGGGG

AAAAACCNTNTNGCTNGACACCNTCNTGGCGGGCGAGCANC
GTGTGCTCACGGTCTCTGGGNATC ‘GANCNTCAGANCGGCGACNACNANN
TGGCACCGTCCATGTTGGCGGCACAGTGATCATGTTCTTGNNNNAANNGT

ion elongation factor EF-1 alpha (GCG54_00009205), partial mRNA

Sequence I0: KM_045409154.1 Length: 1383 Numbar of Matenes: 1

Bange 1: 208 ta 793 G

=
966 Lils(s2:)

Query T pe

T
Sjet o3 AGC

query

skt

Query
sojer 74

THSTCoTEG0R:

Query 1 208
IHIIHIIHIIHHHIH IHmHHHIHHHHHIIHII
spfer

query

sudet
query
spfet

Quary

sbjet

Query

spjer
Query
spjer
query
splct

1 LOCUS  XM_045409154 1383bp mRNA linear PLN 26-FEB-2022

C [CT22]: Longer sequence in NLM-NCBI
already; this corresponds to gloeosporioides and not
siamense... Which species is the correct determination?
Leaning towards the former ...

Commented [CT23R22]: This s a different (host) plant-
replication (albiet the same cultivar (Kennebec)), that C.s. is
from? As per reference to the previous sample-accession ({
Kennebec-4 Colletotrichum siamense KY421040)...let me
know when you get the chance, thanks




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024 USDA-ARS-GIFVL

-ARS- Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
LLOCUS  831bp mRNA linear PLN 23-APR-2024 L F MT907289)
DEFINITION Colletotrichum gloeosporioides translation elongation factor EF-1 alpha (GCGS4_00009205), partial mRNA.
/ACCESSION CATTACCGAGTTTACAACTCCCAAACCCCTGTGAACAT
VERSION ACCACTTGTTGCCTCGGCGGATCAGCCCGCTCCCGGTAARACGGGACGGC
KEYWORDS CCGCCAGAGGACCCCTAAACTCTGTTTCTATATGTAACTTCTGAGTAAAA
SOURCE  Colletotrichum gloeosporioides CCCATAAATAAATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCG
'ORGANISM Colletotrichum gloeosporioides ATG) \G( TGCGATAAGTAATGTGAATTGCAGAATTCAGT

Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina; GAATCATCGAATCTTTGAACGCACATTGCGCCCGCCAGTATTCTGGCGGG

GCCTGTTCGAGCGTCATTTCAACCCTCAAGCACAGCTTGGTGTTGGG

C C i complex. ACTCGCGTTAATTCGCGTTCCCCAAATTGATTGGCGGTCACGTCGAGCTT
REFERENCE 1 (bases 1to 831) CCATAGCGTAGTAGTAAAACCCTCGTTACTGGTAATCGTCGCGGCCACGC
AUTHORS Unpublished 'AAACCC( \C 'GAATGTTGACCTCGGATCAGGTAGGAATACCC
TITLE  Unpublished GCTGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGCTGGTTTTCCTG
JOURNAL Unpublished
FEATURES Location/Qualifiers F small partial sequence; internal transcribed spacer 1, 5.85

source 1.831

/Drgamsm ”Co\letomchum gloeosporioides"
/mol_type="

/lsolauon,source— ‘stems”
/host="Solanum tuberosum ‘Kennebec

fibosomal RNA gene, spacer 2, comph nd large RNA gene, partial sequence
1 Langi: 619 Numterof Malcns 1

504 ConBiank Ormalies

= Bl o =
/db_xref="taxon:474922" 0 s20/s21(35%) ZEan)  euseus
/country="USA:Maryland 1 CATTACCGAGTT TACA T ECOAMATCCCTOTGAMATACCACT TBITBCTEGOCEEAT 56
/lat_lon="39.026, -76.925" T T T T T
Jcollostion, date2031" 6t T EACAT AGACTCAM T TG TACAL T T EGaT 122
/PCR_primers="“fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC H’ﬁﬂﬁ”ﬁf’(““l‘ﬁ“‘fw‘ If‘“‘ﬁ‘“‘ﬁfﬁ‘[‘“‘ﬂ“‘ﬁﬂ”? ”hh‘" L
“fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, revl_name: Er13, revl_seq: caggasacagetatgacGACGTTGAADCCRAC 124 LB UG AAALGEOA T LB AGACEACEE L TAMACTETETHTIIAT 163
gene <1.>831 120 ATOTAMCTTCTGAGTARMACCATARST ARAT CARAACTT TCARCAACERATCTCTTEGTT 175
/Iucuslag»"GCGSABDDDﬂlDS" et iR
/b xref="GenelD:690163 160 ATBT AT AT ARALCATASA AT MR T TR GRALGOAT LT 2a3
@ 831 o iHIH LT HHIHIHHHI”IU' W”ﬁ?ﬁ s
/Iocus . tag="GCG54_00009205" 21 Lebitte ac cea Fetbhateb A HULL oo
Jcodon_start=1 296 ANTCATCOANTCTTTEAMCGCACA TTECOCCCOCACTATTCTCAECOEEATECCTEITC 258
/product="translation elongation factor EF-1 alpha" . U RNRR AR SRR RR SR SRR SRA ERRRRNA SRR SN ENN T VR,
koo A stlucteitirbitetbatenrtsabtec bl ses
" GenelD:69016335" see CUGCGAGE TG TS TTCsCeTTCE 359
fdb_wrof="GenelD:69016339 IHIIHH\H\HIHH\HIHIIHIHH\HHHIHHHHHIIHIH
ORIGIN T
1 CICTTAGCTGCTCGTGGTGCCTCTCGCCSGACTIGACGTCAGTGTGACATIGCTGGA 368 EcaTTEN CEATAGCTAG ——_—
61  GCCCAGGTGACCACCATGCCGGGCTTGAGGATACAGGTCTCGATACGGCCGACACANCA an wll.\‘v‘”‘r””‘””!Lv‘r‘élr‘,!“c”,'x””é”””””m” SALS 2
oL ACTOCATACCACCOATCITGTAGACATERTGOACBECARCACSGAGGGECTIOTEOT 2
181 GGGACGCTTGGGGGGCTCGATGGAGTCAATGGCCTCCAGGAGGGTCTTGCCGGTGACCTT Blim it HHH\HIHIHwllHl\\\I\\rﬂ\rﬁm[\ﬁﬂﬁﬁ” A
241 GCCACCCTTGCCCTCCTTY CCTTGTACCAAGAAGCGTTGGTGGTGGGGGCAAG o4 CTAMTCOTCOECOEEACOR LT Ana CAATOTTOACTECATLAR 543
301 CATGTTGTCGCCGTGGAAGCCGGACATGGGEACGAAGGCAACCGTCTTGGGGTTGTAGCC O AR AEC OO TOAC T TAMGEATAT CAATARGEGGAGAG  TCATAGETS
i STGGAGGTCIECTTGATGATCTCTGGTAACGSTECTCAACEA ittt
421 CIT6GTGOTGTCATCTTGTTGATGCGACNATIAGCTGCTTGACACCCAGGGTOTAGGC
481 NAGCANATCGTGCTCACGGGTCTGGCCATCCTTGGAGATACCACCCTCGAACTCACCAGT
S41 A EGCAGCOATGATGAGGATAGLACADTCOCCTGRAARTACCANTGATCATGTTCTT
601 GATANNNCTNNCCCCTTTTT CCCAACTTC
661 AGCNTCGNNCNTTTNT CNTNTNGCTNGACACCNTCNTGGC 1 LOCUS  MT907289 619bp DNA linear PLN 26-AUG-2020
721 GGGCGAGCANCGTGTGCTCACGGTCTCTGGGNATCTGANCNTCAGANCGGCGACNACNAN

781 NTGGCACCGTCCATGTTGGCGGCACAGTGATCATGTTCTTGNNNNAANNGT



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
4 LOCUS  538bp DNA linear PLN 16-APR-2024
DEFINITION Fusarium oxysporum cymbidium
ACCESSION
VERSION
KEYWORDS .
SOURCE  Fusarium oxysporum
ORGANISM Fusarium oxysporum
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

omycotina;

Fusarium; Fusarium oxysporum species complex.
REFERENCE 1 (bases 1 to 538)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source

Jisolation_source="stems"
/host="Solanum tuberosum ‘Kennebec””
/db_xref="taxon:5507"

Jcollection_date="2021"

/PCR_primers="fwd1_name: ITS1, fwd1_seq; tccgtaggtgaacctgcgg, revl_name: ITS4, revl_sec
fwd2_name: M13-1TS1, fwd2_seq: gtaaaacggccagtccgtaggtgaace, rev2_name: M13R-ITSA, rev2_seq: (caggaaacagctatgactcctcegettattgat)
fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC
fwd4_name: Ef13, fwdd_seq: gtaaaacggccagGAYTTCATCAAG, revd_name: Er13, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC”

tectecgcttattgatatgc,

Gene <1538
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
mRNA  <1.>538
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product="Fusarium oxysporum”
s <1.>538
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product="Fusarium oxysporum ”
ORIGIN
1 CATTACCGAGTWACAACTCCCAAACCCCTGTGAACATACCACWGWGECTCGGCGGAT
AAAAC \C( \CTCTC CT)

241 ATcMcGAMcmGAAcGcAcArchGcc(cccAGrATTchGcGGGCATGCCTGH(G
301 AGcGT(AﬂTcAAcccTcAAGcA(AGcWGG GTTGGGACTCGCGTTAATTCGCGTTCCC
TCGAGCTTCCATAGCGTAGTAGTAAAACCCTCGTTACTGG
421 TAATcGTchGGC(‘ACGccGTrAAAccccAACWGGAATGWGACUCGGATU\GGMG
481 GAATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGCTGGTTTTCCTG

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

GGNTGGCCTCAGTGAGCTGCTCGTGGTGCATCTCG
AACGGACTTGACTTCAGTGGTGACGTTGGAAGGAGCGAAGGTAACGACCAT
ACCAGGCTTGATGACACCAGTCTCGATACGGCCGACGGGAACCGTTCCAA
ThCCACCGATCWGTAGACATCCTGGAGGGGAAGGCGGAGGGGCWGTCA
ACGGGACGCTTGGGGGGCTC TGGCCTCC
GCCACTGAGCWGCCGGACTTGATCTCACGCTCCCAACCCTFGTACCAGG
GCAGTTGGTGGAGGGGGTAAGCATGTTGTCACCGTTGAAACCGGAGATG

GAACTCACCAGTACCGGCGGCAATGATGAGAATGGCGCAATCGGCCTGGG
AAAGTACCAGTGATCATGTTCTTGATGAGATCCNGGGGGGTTTTTTAAAAA

Fusarium oxysporum Fod? chromosome VI

Sequence ID: CPOS2043.1 Langth: 4300638 Numbsr of Malches: 1

Range 1: 1368131 to 1708747

Tom Bpec | Hewmes o Toend
1123 bits (508} 0.0 514/617(35%) 1/817(0%) PlugPlus
Query L BN 66~ CCTOAGT AL TG LT CETGET SEAT CTCRACGGACT TGACTTCAGTEETEALS
; DAL ITEILL T T LTI T TR TTTLITT]
Skjet 156813t GGCT TEAGTY TCGTGETECATCTCRACCEACTTGACT TLAGTERTEACS
Query 68 T OGN OASCGANGOT AN GACCATACCAGGCT TEATGACAC
VUL T T
Shict 1568101 TTOGAMGGAGCGAMGETAMCGACCATACCAGELTTGATGACH
Query 128 ACOOGAMCCET TCOATACCAC
LLTEET LTI
Shjet 1SEEISD ACCCGAACCGTTCCAAT,

Guery T80 EICACOECOT oG
chget tseut | bltteAtuttfebbtetd
Query 240 CTEAGCT TECCCGALT TRATCTCACGL TCH

segcr wsemann ket Mt et

Query 300 TCACCETTS

corTeses
HHHHHH\HH\HHIIHIHHHH\HIH\HHIHIIHII

sbjet 1seEA31

Query 360 TTETAGCCEACCTTCT CTCCTTANTGATCTCCTSR TARCESSEE
LT P LT T
SEIt 1SERISL TTOTAGLGACCTTCIT6ATEAMAGGEAGST LTCLTTANTEATCT LT ST AACERSLL
Query 420 TOMACCACTTGETGOTGTCOATCTTETTEN TICTIACACCMAGE
AT mwmm\m T
Shjet 1SeESSt TOMACCACTICOTGTGICATC TG ToArécte TEALALLRAGE
Query B0 GTOTAGECAMGAMGAGCGTOCTCACGGOTCTGEECATECTT6AMGATACCASE TCEAE
ST T T T
Skjet TSEBETL OIGIAGHAMGAMGACCGTGLICAGLOTLTGECATLL T TEOAGATALLACLL ILEAAL
Query 588 TOAC CICCGAAGTACCASTEATE
N
Shjct 1SEBETL TOAC TORGAAGTALTAGTEAT
Query 66 ATGITCTTGATGAGATC 616
T ]
Shjct 156731 ATGTICTTGATGAAAT 1566747

1 LOCUS  CPO52043 4300638bp DNA linear PLN 21-JUN-2023

B
1sesise
e
1566258
1ra
1ss0ze
20
1568278
23
1566438

1568552
are
e
s
1568678
son

1566738

1

C [TCTRA24]: Whole chromosome was
isolated-sequcend-updated-etc. in 2023 ... closer whole non
match reported instead; what is best to do in this scenario?




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024 USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
LOCUS ~ 639bp DNA linear PLN 23-APR-2024 L p_MW764237]
DEFINITION Fusarium oxysporum isolate IVSF1 translation elongation factor 1-alpha (EF1-a) gene, partial cds.
ACCESSION AGANATTACCTAGAGTTTGTGGGCTTTGCCCACTGTCTC
VERSION TTACCCATGTCTTTTGAGTACTTACGTTTCCTCGGTGGGCTCGCCCGCCG
KEYWORDS . GTTGGACAATTTAAACCATTTGCAGTTGCAATCAGCGTCTGAAAAACATA
SOURCE  Fusarium oxysporum ATAGTTACAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGA

'ORGANISM Fusarium oxysporum ACGCAGCGAAATGCGATAAGTAGTGTGAATTGCAGAATTCAGTGAATCAT

Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina; CGAATCTTTGAACGCACATTGCGCCCCTTGGTATTCCATGGGGCATGCCT
i i GTTCGAGCGTCATTTGTACCTTCAAGCTCTGCTTGGTGTTGGGTGTTTGT
Fusarium; Fusarium oxysporum species complex. CTCGCCTCGCGCGTAGACTCGCCTTAAAACAATTGGCAGCCGGCGTATTG

REFERENCE 1 (bases 1 to 639) ATTTCGGAGCGCAGTACATCTCGCGCTTTGCACTCATAACGACGACGTCC

AUTHORS Unpublished AAAAGTACTTTTTACACTCTTGACCTCGGATCAGGTAGGGATACCCGCTG

TITLE  Unpublished AACWAAGCATATCAATAAGCGGAGGAGTCATAGCTGTWCCTGTCAATA

JOURNAL Unpublished \TATTT

FEATURES Location/Qualifiers THTCGGGG

source  1.639 .
;ws‘mt'smz Fusarium oxsporum Sequences producing significant alignments Oowelaa 1w ok TR 0~ @ Commented [TCTRA25]: Matches on NCBI did not
e sl onamia A S e i I 1 necessarily initialy show Paraboremia sp s the closest
s =i ﬂ match, of all the Paraboeremia spp. that did show

/isolation_source="stems"
/host="Solanum tuberosum ‘Kennebec””
a Dessiton

B Gy B A

" F
e bt 0 S significant alignment, they were all different GenBank #'s

than the given GenBank # for this sample. When GenBank #

|| for this sample is looked up directly instead, the
Paraboermia sp. detailed is 9 months previous and slighity
shorter sequence length than what is found through
BLAST,ing alone. Any advice, or just user error?

Sginkc swe pr— |

L R
T
" ma. B W1 O 00 SoDN
Divewasn B4 oM % 00 WaT%

s mcor 1. it s

: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: r, revl_seq: GACGTTGAADCCRACRTTGTC

/PCR_prime

i mElMEee DMVEMEEE M1 W0 SN 00 @0k
Bwsgmerec.. S B BS% 0D She0% GO0 DUEES

Fwdz,name. Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Erl3, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

gene <1.>639

{ Commented [CT26R25]: Possibly Phoma as the Genera,
|

/gene="EF1-a"

mRNA /g::;)-?f, . s Pcswsagx o W1 mS% 00 ek s Eapmew and not Paraboeremia?
- = 1568 oral . Eodos 1] I
/product="translation elongation factor 1-alpha" Lol T I‘f
DS <1.>639 A i
Jgene="EF1-a" . @ mowmx 0 I
/product="translation elongation factor 1-alpha" 2 3 1 T S8 v st Pumbebion @0 9% 0% a3 I“J
UNGIN 4 f @ ows omm o w ’
GGNTGGCCTCAGTGAGCTGCTCGTGGTGCATCTCGACGGACTTGACTTCAGTGGTGACGT Bwni [Ra— i, ] R & Il
R p— . @ s w0 Il

|

51 TGGAAGGAGCGAAGGTAACGACCATACCAGGCWGATGACACCAGTCTCGATACGGCCGA
CA

erscrbs.

e ol enaceret s

herbaru stvan SFCTP0TIA S 135 ssaomel A

361 TGTAGCCGACCTTCTTGATGAAAGAGGAGGTCTCCTTAATGATCTCCTGGTAACGGGCCT
421 'CCATC ‘GATGGCGACA! JACACCAAGGG it &72
481 TGTAGGCAAGAAGAGCGTGCTCACGGGTCTGGCCATCCTTGGAGATACCAGCCTCGAACT S b e e T |
541 CACCAGTACCGGCGGCAATGATGAGAATGGCGCAATCGGCCI'GGGAAGTACCAGTGATCA Al g . ;_“_’““_uj S a5 ’
601 TGTTCTTGATGAGATCCNGGGGGGTTTTTTAAAAAAAAA
b 22 LS Bumbebcw @0 88 0% 00 II
1 525 vion = o m Il
E w o= w IV
TS 2 sl @ % 0y Il

Resaemsi SA gene parms 3zquenes

| ‘Pameorane #n_ )

| Beospormin 30 Sbsz2 vl A gene_arial serps

e e mE 00 mo

4 LOCUS  MW764237 513bp DNA linear PLN22-MAR-2021



USDA-ARS-GIFVL
J LOCUS  598bp DNA linear PLN 16-APR-2024
DEFINITION Paraboeremia sp. isolate NP17-10-2
ACCESSION
VERSION
KEYWORDS .
SOURCE  Paraboeremia sp.
ORGANISM Paraboeremia sp.

Eukaryota; Fungi; Dikarya; Ascomycota; Pe

Didymellaceae; Paraboeremia.

REFERENCE (bases 1to 598)

AUTHORS  Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source 1.598

Jorganism="Paraboeremia sp."
/mol_type="genomic DNA"
Jisolation_source="stems”
/host="Solanum tuberosum ‘Kennebec””
/db_xref="taxon:2021392"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd_name: ITS5, fwd_seq:
ggangtaaaagtcgtaacaagg, rev_name: ITS4, rev_seq:

Supplementary Table S1. ITS region sequences from isolated fungi.

Gene  <1.>598
/gene="contains internal transcribed spacer 1, 5.85
ribosomal RNA, internal transcribed spacer 2, and large
subunit ribosomal RNA"

MRNA  <1.>598
/gene="contains internal transcribed spacer 1, 5.85
ribosomal RNA, internal transcribed spacer 2, and large
subunit ribosomal RNA"

Jproduct=" Paraboeremia sp. isolate NP17-10-2"

s <1.>598
/gene="contains internal transcribed spacer 1, 5.85
ribosomal RNA, mlemxl transcribed spacer 2, and large
subunit ribosomal R
Jproduct=" Pzrabaeramlz sp. isolate NP17-10-2"

121 TCAGCGT TC[CTTG GGCAT
181 CGATGAAGAACGCAGCGAAATGCGATAAGTAGTGTGAATTGCAGAATTCAGTGAATCATC
241 GAATCTTTGAACGCACATTGCGCCCCTT GGTAWCCATGGGGCATGCCTGWEG \GCGTC
301 ATTTGTACCTTCAAGCTCTGCTTGGTGTTGGGTGTTTGTCTCGCCTCGCGCGTAGACTCG

361 CCTTA AAACAATTGGCAGccGGcGTAWGATTIcGGAGchAGT CATCTCGCGCTTTGC
421 ACTCATAACGACGACGTCCAAAAGT/ CTCGGATCAGGTAGGGA
a81 TACCCG(.TGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGCTGTWCC[GTCAATAA
541 GC CTGTTTC ATATTTTTTTCGGGG

-

[CT27]: May you please provide the
associated primers? Under Table 1 ‘Endophyte isolation...
there is no corresponding ITS / TEF primers listed with
Paraboeremia spp. In/with Solanum tuberosum ‘Kennebec’

eld) ...

T Commented [CT28R27]: ITS

USDA-ARS-GIFVL

Supp\emen(iv Table S1. ITS region sequences from vsnl‘ated fungi.
L

4/28/2024

NTCCGTAAGNGANNNNGCGCTAGGCTCGCCACC
TCTTGTTGTGGCCTTTGCCTGCCATCCCTTACCCATGGCCTTTGAGTACC
TTGATTTTCCTCGGAGGGCCCGCCCGCCGGCNGGACAATTTAAACCACTT

GCTCCCCTAGGTATTTCAGGGCGCATGCCTGTTCCTGGGTGTTTTGTACC
TGCCACCCTTGTT TTGTTTCCCCTCGGCGGGGAGATT
TGccAcGchcGCrrGGcchcGGrAAAAﬂATTTcGGrTAGcAcTAcAc
CGTTCTTTGCATTCTTAANGTCGTCATCCAAAATCTTATTTTTTCC
(:m CGGCCGATTATGTCGGGACCCCCCGGCACCCTAAACATGCTGCT
AGCGGAC TGNTTCGTGC( AGCGGAGTTCAT
CTTTGGCCATGTTTGCATAAAGCACGAGATGACGCTGTCAATCCGGGGGT
GGGCCAATGCTGTACTTCATCATACACAGACCGCAAACCATGTTTTCGCT
GATGA(

CTATGAAACAAGAGTACCTTATCAACCTGNNGAACANAAACCCCAATCAC

Fungal 639185 | 1,5.85
internal pacer 2, complete ANA gene, partial
Sequence I: FA449990.1 Lengi- 831 Wumber of Maiches: 1
Hamge 85146 t0 914 Corfont ey
) 3 ewsceme Srsi
Query 132 TTBCAGTTGCTATEAACGTE G co-cc- T TACTAGT TACAALT
i e ndinliid
CrTeRTTCTRRCTTCG T AAMCAAAGGAAATT
it N R 1
Query 245 CEAC T GOGEGE
soger 2s APl L LV SO L L T )
Query 389 TECCTETTCCTGEETETTTTETACC
segct 295 TG ek T 21
p— S | T
- e s W cem mam
. G woar wk sew T
= 2 pu ctmsnow S T 2% ww s
s, o M wm e
126 e e iAo Meusnss 10 41 % e
ik LaB [T T
B atamaase i it 2 1. AMgmaa 30, WM 2% 3el8 TIEMR
B cungalsp. wsuzney iz parterseguence 5 14 gens and . tunga) sy o ome o e WA
[ ST R——— 51158 s 5 s it s wslaxioos 195 95 T 2e18 7769
= L 118 LLIZD 38 KIBL 1. aarkis. 508 5. L L 190154 W% Ge2 W092%

1 LOCUS  F1449999 831bp DNA linear PLN 16-DEC-2008

gene, and

[
s 1|

masesour 1
ezl
outa0iea. 1|

[« [TCTRA29]: When using BLAST @ NCBI,
other max scores, coverage, E value, identity, etc. were
higher than the matching GenBank # that was given ...
ON712593.1 / Chaetopyrena penicillata isolate 3VIAR

T

C [TcT Kennebec-7 C!
penicillate ON712593, from second update of table




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
4 LOCUS  833bp DNA linear PLN 16-APR-2024
DEFINITION Fungal endophyte strain 639
ACCESSION
VERSION
KEYWORDS .
SOURCE  fungal endophyte
ORGANISM fungal endophyte
Eukaryota; Fungi.
REFERENCE 1 (bases 1 to 833)

JOURNAL Unpublished
FEATURES Location/Qualifiers
source 1.833

/organism="fungal endophyte"
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Kennebec’
/db_xref="taxon:410823"
/country="USA: Marvland
/lat_lon="39.026, -
Jcollection_date: ‘zon”
/PCR_primers="fwd1_name: ITS1, fiwd1_seq: tccgtaggtgaacctgcge, revl_name: ITS4, revl_seq: tectccgettattgatatgc,

4/28/2024

fwd2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtccgtaggtgaacc, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactcctccgcttattgat”

Gene  <1.>833
/gene=" contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"

MRNA  <1.>833
/gene=" contains 185 ribosomal RNA, internal transcribed
spacer 1,585 rlbasema\ RNA internal transcribed spacer
2,.and 285 ribosomal R
/product="Fungal sndophyte strain 639"

s <1.>833
/gene=" contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,.and 285 ribosomal RNA"

/product="Fungal endophyte strain 639"

omsm
NTCCGT/ GCTAGGCTCGCCACCTCTTGTTGTGGCCTTTGCCTGCCATCC

51 CTTACCCATGGCCTTTGAGTACCTTGATTTTCCTCGGAGGGCCCGCCCGCCGGCNGGACA

121 ATTTAAACCACTTGCAGTTGCTATCAACGTCTGAA) \TTACTAGTTACAACTTTCAA

CTGAAAAAAATTACTA
181 CATCGGATCTCTTGGTTCTGGCTTCGTGGAGTAAAGCCCCGAATTGGGGTAAACAAAGGA
241 AATTGGAAAATTCATTGAATCATTGAATCTTTCAACGGACATTGCTCCCCTAGGTATTTC
301 AGGGCGCATGCCTGTTCCTGGGTGTTTTGTACCTGCCACCCTTGTTTGGGGTGGGGTGTT
361 TGTTTCCCCTCGGCGGGGAGATTTGCCACGTCCCGCTTGGCCGCCGGTAAAATTATTTCG
421 GTTAGCACTACACCTCGTTCTTTGCATTCTTAANGTCGTCATCCAAAATCTTATTTTTTC
481 CCACTTCACGGCCGATTATGTCGGGACCCCCCGGCACCCTAAACATGCTGCTAAGCGGAC

8

541 TGNTTCGTGC ATCTTTGGCCATGTTTGCA
601 TAAAGCACGAGATGACGCTGTCAATCCGGGGGTGGGCCAATGCTGTACTTCATCATACAC
661 AGACCGCAAACCATGTTTTCGCTCTCTTGTAGTTTGATGAGACTTATGTTCCTCCATCCA

721 TCAGTGAAGAGCAATATATTTTCAATAANGATCACTGCCAGNCTCANGGTGTCGCTCTGC
781 ATACTATGAAACAAGAGTACCTTATCAACCTGNNGAACANAAACCCCAATCAC

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from wsnla(ed fungi.
2

AGACATTACCTAGAGTTGCGGGCTTTGCCTGCCATCTCT
ucccATGrcr'rrrGAGrAchAcGTrrccTcGG(GGGT((GccchcG
GACAATTTAAACCACTTGCAGTTGCAATCAGCGTCTGAAAAAACTT
AATAGWACAACWTCAACAACGGATUCWGGWCTGGCATCGATGAAG
AACGCAGCGAAATGCGATAAGTAGTGTGAATTGCAGAATTCAGTGAATCA
TcGAArcrrrGAAcGcAcM‘TGcGccccTTGGrATrccATGGGGcATGCc
TGTTCGAGCGTCATTTGTACCTTCAAGCCTTGCTTGGTGTTGGGTGTTTG
TCTCGCCTCTGCGCGTANACTCGCCTCANAACAATTGGCANCCGGCGTAT
TGATTTCGGAGCGCANTACATCTCGCGCTTTGCACTCAGAACGACGACNT
CCAAAAGTACATTTTTACACTGTTGACCTCGGATCAGGTAGGGATACCCG
GAAC!TAAGCATATCAATAAGCGGAGGAGTCATAGCTGWCCTGTC
ATAANCGGAAGANTCATANCTTTTTCCTG

late YS24 2 tial sequence; 1,588
‘gene, and internal transeribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequence
Sequence Il: MNAL3603.1 Lergth: 545 Number of Msiches: 1

Range 1 20 to 543 Genliank Oraghics

= e

T pr ==
02) 00 s10/s1e(95) WG (o%) Pus/Pluz

1 LOCUS  MN443603 545bp DNA linear PLN 16-SEP-2019

4/28/2024



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
4 LOCUS  569bp DNA linear PLN 16-APR-2024
DEFINITION Didymella bellidis isolate Y524
ACCESSION
VERSION
KEYWORDS .
SOURCE  Didymella bellidis
ORGANISM Didymella bellidis
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

4/28/2024

Didymellaceae; Didymella.

REFERENCE (bases 1 to 569)

AUTHORS TBD

TITLE TBD

JOURNAL TBD

FEATURES Location/Qualifiers

source 1569

/organism="Didymella bellidis"
/mol_type="genomic DNA"
/isolation_source="stems"
/host="Solanum tuberosum ‘Kennebec”
/db_xref="taxon:749649"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd_name: ITS5, fwd_seq:
ggangtaaaagtcgtaacaagg, rev_name: ITS4, rev_seq:

Gene  <1.>569
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5,85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

mRNA  <1.>569
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
Jproduct="Didymella bellidis isolate Y524

@S <1569
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product="Didymella bellidis isolate Y524"

ORIGIN
1 AGACATTACCTAGAGTTGCGGGCTTTGCCTGCCATCTCTTACCCATGTCTTTTGAGTACC
61 TIACGTWCCTCGGCGGGTCCGCCCGEEGACTGGACAAWTAAACCA
TCAGCGTCTGAAAAAACIT

481 GGATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGCTGTTTCCTGTCAA

541 TAANCGGAAGANTCATANCTTTTTCCTGG

[CT31]: May you please provide primers,
when you have the chance? This endophytic fungi
(Didymella bellidis) does not have primers associated with
it, ITS or TEF, when looking at Table 1 ‘Endophyte isolation’;
thanks ...

T Commented [CT32R31]: ITS?

USDA-ARS-GIFVL

ACTGAGTTACCGCTCTATAACCCTTTGT
GAACGTACCTAACCGTTGCTTCGGCGGGCAGGGGAAGCCTCTCGCGGGCC
TCCCCTCCCGGCECCGGLCCCCACCACGGGGACGGGGCGCCCGCCGGAGG
AAACCAAACTCTATTTACACGACGTCTCTTCTGAGTGGCACAAGCAAATA
AAAAACTTTTAACAACGGATCTCTTGGTTCTGGCCTCGATGAAGAACG
CAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCCGTGAATCATCAA
TTGAACTCACTTTGCGCTCGCCAGCNTTCTGGCGAGCATGCCTGTT

CCTAAATTTTTTATGTGCAACCTCNGAAGGGACGAATCCCCTTCA
AAccAAAGAANCGAGGAGGAGGTTAGTTGHTACTGANAAAGCGGCGGGG
ATTATCCTTTTACATGT/ NCTCTCCCCC
CTCCCATCCCCCCCNACTGTGTCACA

: 28552 RNA gene, partial sequence; internal transcribed spacer 1,5.85 ribosomal

Supplementary Table S1. ITS region sequences from isolated fungi.

2, quence; and 285

T
btatiat

MH618287

1 Locus 541bp DNA linear PLN 08-JUL-2019

7
120
1
188
198



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
4 LOCUS  654bp DNA linear PLN 16-APR-2024
DEFINITION Colletotrichum scovillei voucher CPC_28552
ACCESSION MH618287
VERSION  MH618287.1
KEYWORDS .
SOURCE ~ Colletotrichum scovillei
ORGANISM Colletotrichum scovillei
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

omycotina;

Colletotrichum; Colletotrichum acutatum species complex.
REFERENCE 1 (bases 1to 654)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source 1..654
Jorganism="Colletotrichum scovillei
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Kennebec™
/db_xref="taxon:1209932"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcgg, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,
fwd2_name: M13-1TS1, fwd2_seq: gtaaaacggccagtccgtaggtgaace, rev2_name: M13R-ITSA, rev2_seq: (caggaaacagctatgactcctcegettattgat)

Gene <1654
/gene="contains 18S ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and 285 ribosomal RNA"

MRNA <5654
/gene="contains 18S ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and 285 ribosomal RNA"
Jproduct=" Colletotrichum scovillei CPC_28552"

s <1654
/gene="contains 18S ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and 285 ribosomal RNA"
Jproduct=" Colletotrichum scovillei CPC_28552"

ORIGIN

1 ACTGAGTTACCGCTCTATAACCCTTTGTGAACGTACCTAACCGTTGCTTCGGCGGGCAGG

61 GGAAGCCTCTCGCGGGCCTCCCCTCCCGGCGCCGGCCCCCACCACGGGGACGGGGCGLCC

121 GCCGGAGGAAACCAAACTCTATTTACACGACGTCTCTTCTGAGTGGCACAAGCAAATAAT

181 AAAAACTTTTAACAACGGATCTCTTGGTTCTGGCCTCGATGAAGAACGCAGCGAAATGCG

241 ATAAGTAATGTGAATTGCAGAATTCCGTGAATCATCAAATCTTTG!

301

361 GTTTCGGGGCCCCACGGCCGACGTGGGCCCTTAGAGGTAGCGACGGACCCTCCCAGAGCC

421 TCCTGTGCGTAANAACTAACGTCCCGCACTGGGATCCGGAAGGACTCGTGCGTTCANCCC
CTAAATTTTTTATGTGCAACCTCNGAAGGGACGAATCCCCTTCAACTTAACCAAAGAANC

o
a
3
g
&
3
2
9
d
3
A
3
&
3
3
2
9
3
E
3
&
2
g
3
9
3
3
g
2
q
a
z
]
]
2
a
8
a
3
3

481

541 GAGGAGGAGGTTAGTTGTTTACTGANAAAGCGGCGGGGATTATCCTTTTACATGTAAAAA
601 CTCANGCAGGA NCTCTCCCCCCTCCCATCCCCCCCNACTGTGTCACA

"

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi. 4/28/2024

CNNGGGAGACCTCNGTAAGCTGCTCGTGGTGCATCTCGAC
GGACTTGACTTCGTGGTGACATTGGCGGGGGCGAAGGTGACCACCATGCC
GGCTTGATGTCACCGATCTCGATACGGCCGACGGGCACTGTTCCAATAC
CACCGATCTTGTAGACATCCTGGAGGGGAAGACGGANGGGCTTGTCGGTG
GGACGCT ‘GATGGCGTCAATGGCCTCC TTGCC
GGTGGACTTGCCATCCTTGGTCTCCTTCTCCCATCCCTTGTACCACGGAG
6T AAGCATGTTGTCGCCGTGGAAGCC
ACGAAGGCAACAGTCTTGGGGTTGTAGCCAACCTTCTTGATGAACCCAGA
GGTCTCCTTGATGATCTCCTCGTAACGGGCCTCGGACCACTTGGTGGNGT
el

CTCACCAACACCGGCNGCGATGATGAGAATATCACAGTCGGCCTGGGAGG
TACCGGTAATCATGTTCT "GNCCCNCTNTT
AAAAAACCCCAAATTTTCTNGGGGGTCCTCANANNGGGCTTCCAACCTTT
GTTGANNAAAAANANANANTNNTTCTGNANNNCCNANCCNNGNNGGCAAA

TACNNGGTCCNGGGGCATCTGGCCGTCNGANCNCN
ACGACNATGATGGCACGTCCATGTTGGCGCACNGTATCATGTCTGANGAA

i late C1.60.014.0DPP factor

Sequence [0 1 Langin: 2388 Humbsr of Matches: 1

Range 1 1108 10 1717 Gerl

EF-1 (EF-1) gene,

san = =
977 Lits(525) og 2/s10(0%; plus/

inus

Query 4 S6EMGI-CC]
Sbjet

CTTE-eTERTEACE

LU T

CTTCAGTEETEATE
1

g

query
Skt

Query

Sbjer

uery

Shjer 1C c < CELCTLGAGAACEL]

query 242 GTooA recrr c s
TITETUTTTL TELUTETT LT AT LT AT
spder 1477 eTeo i v

Query ze2

r TTeses

ATTICTCCETTECL O CTECL T TET AT ITITT

sejer 1417 COETEEAAGD TTooes

Query 262 Detisstaistniniiil

1TI

spfet 13

Query 42z A CTTET CEIGTCOAT CTTAT TCATGECACTAT CAG
LT T T T

2 TGTCCATCT T TGATECCCACEATGACC TECTTCACACCAACE

Sbjet 1

Query 482 €TGT T EGOaTCT G0 CATCCTTGEAGAT ACCAGCS
LEETEE T DU T T
Skjet 1237 AGAGCETCLT

Query sa2
sojer
Query co2 &

sefer 117 A



LOCUS  840bp DNA linear PLN 23-APR-2024
DEFINITION Colletotrichum fioriniae isolate Cf.60.014.DDPP translation elongation factor EF-1 (EF-1) gene, complete cds.
10N

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024 USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
J ) 1Q34111.

ACCESSI CNTTATAGAGTTTTCTAAACTCCCAACCCATGT
VERSION GAACTTACCTTTTGTTGCCTCGGCAGAAGTTATAGGTCTTCTTATAGCTG
KEYWORDS . CTGCCGGTGGACCATTAAACTCTTGTTATTTTATGTAATCTGAGCGTCTT
SOURCE  Colletotrichum fioriniae ATTTTAATAAGTCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCG
ORGANISM Colletotrichum fioriniae ATGAAAAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGT
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina; GAATCATCGAATCTTTGAACGCACATTGCGCCCATTAATATTCTAGTGGG
CATGCCTGTTCGAGCGTCATTTCAACCCTTAAGCCTAGCTTAGTGTTGGG
Colletotrichum; Colletotrichum acutatum species complex. AATCTACTTCTCTTAGGAGTTGTAGTTCCTGAAATACCACGGCGGATTTG
REFERENCE 1 (bases 1 to 840) TAGTATCCTCTGAACGTAGTAATTTTTTTTTCTCTTT hGTGCTAT
AUTHORS Unpublished NACTCCCCGGCGCTAAACCCCCCATTTTT
TITLE  Unpublished CAGGAATACCCGCCGAGCWAACGATATCAGAAATGTGANNAGCCCAATC
JOURNAL Unpublished
FEATURES Location/Qualifiers GCNNA
source 1.840
Jorganism="Colletotrichum fioriniae"
/mol_type="genomic DNA" DEWS gene, partial sequence; internal transcribed spacer 1, 5.8S ribasomal RNA gene, and

Jisolation_source="stems"
/host="Solanum tuberosum ‘Kennebec
/db_xref="taxon:710243
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925" = e == =}
/PCR_primers= fwdz _name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC a4t bis(a55] /511 (565 PPz
‘fwd4_name: Ef13, fwd4_seq: gtaaaacggccagGAYTTCATCAAG, revA_name: Er13, revd_seq; caggaaacagctatgacGACGTTGAADCCRAC”

internal transeribed spacer 2, complete sequence; and 288 ribosomal RNA gene, partial sequence
Sequence I2: JO341112,1 Lengin: 566 Numaer of estenes: |

Query 3 GAGTTTTCTAMCTCCCACCCATETEMCT st o
gene <1840 shjet 56 GG AL 118
Jgene="¢F-1'
query 63 o : rorar 122
mRNA <1840 TETET LTI TET T T LTI
Jgene="¢F-1" sejer 11 o TAARCTC e Terar 17
/product="translation elongation factor EF-1" query AT AT T A8 T AT CAMACT TTCARCARCOATCTET TG TCTORMATE 182
mRNA <1840 inandn s
mRNA 0 e CTAGCRTCTTATTT LA TAAGT CARAACT T CAACARCERATCTE T 16T IETGRATE 235
Jgene="¢F-1'
o . . . Query 133 TSGR 02
/product="translation elongation factor EF-1 U
ORIGIN i 2z AGTAATET AT ECAGATTCASTSAAT: o5
CTCNGTAAGCTGCTCGTGGTGCATCTCGACGGACTTGACTTCGTGGTGAC Query 243 AT ANTATTCTAGTGECTE 22
61 ATTGGCGGGGGCGAAGGTGACCACCATGCCGGGCTTGATGTCACCGATCTCGATACGGCC e ”"”"‘””"”"”"Q‘}%H”“,}g"‘””rw””““” U
121 GACGGGCACTGTTCCAATACCACCGATCTTGTAGACATCCTGGAGGGGAAGACGGANGGG * ’
181 CTTGTCGGTGGGACGCTTGGGGGTGTCGATGGCGTCAATGGCCTCCAGAAGGGTCTTGCC i ittt
241 GGTGGACTTGCCATCCTTGGTCTCCTTCTCCCATCCCTTGTACCACGGAGCGTTGGTGGT sejet 356 e 15
301 GGGGGCAAGCATGTTGTCGCCGTGGAAGCCGGAGATGGGGACGAAGGCAACAGTCTTGGG Query 262 an
361 GTTGTAGCCAACCTTCTTGATGAACCCAGAGGTCTCCTTGATGATCTCCTCGTAACGGGC i gyt ‘"“““}!L}“‘,“"“““ LT W5
421 CTCGGACCACTTGGTGGNGTCCATCTTGTTGATGGCGACTATCAGCTGCTTGACACCAAG Sy
281 GGrGTAGGcAAGcAcATcGTGcrcrcGGGTcreachcnTGGAGATAccAGccrcTAA Stery A1 G i o
541 CTCACCAACACCGGCNGC TATCACAGTCGGCC Seiet 476 TTAGHTRLTATARC 53
601 CATGTTCTT |N((|NFYN|V cccAAATmcrN Query 82 ?Lm”m”?‘aw
661 GGGGGTCCTC SEICl 528 CTAGGATACECSCTS

721 NNCENANCCNNGNNGGCAAANCNNCAAGNGTGNNCTACNNGGTCCNGGGGCATCTGGCCG
781 TCNGANCNCNACGACNATGATGGCACGTCCATGTTGGCGCACNGTATCATGTCTGANGAA

" 1 Locus Q341112 566bp DNA linear PLN 06-DEC-2015



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
4 LOCUS  588bp DNA linear PLN 06-DEC-2015

DEFINITION Pestalotiopsis sp. DEWS

ACCESSION

VERSION

KEYWORDS .

SOURCE  Pestalotiopsis sp. DEWS

ORGANISM Pestalotiopsis sp. DEWS

Eukaryota; Fungi; Dikarya; Ascomycota; Pe

omycotina;

Sordariomycetes; Xylariomycetidae; Xylariales; Sporocadaceae;
Pestalotiopsis.

REFERENCE 1 (bases 1 to 588)

AUTHORS Unpublished

TITLE

Unpublished

JOURNAL Unpublished
FEATURES Location/Qualifiers
source  1.588

Gene

Jorganism="Pestalotiopsis sp. DEWS"
/mol_type="genomic DNA"
/isolation_source="stems"
/host="Solanum tuberosum ‘Kennebec
/db_xref="taxon:1233915"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcgg, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,

4/28/2024

fwd2_name: M13-1T51, fwd2_seq: gtaaaacggccagtecgtaggtgaace, rev2_name: M13R-ITS4, rev2_seq: (caggaaacagctatgactcctcegcttattgat)

<1.>588
/gene="contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,and 285 ribosomal RNA"

MRNA  <1.>588

/gene="contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"

/product="Pestalotiopsis sp. DEWS"
<1.>588

/gene="contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,:and 285 ribosomal RNA"

/product="Pestalotiopsis sp. DEWS"

ATAGA GTmClAAAcch(AAcccATGTGAA(TlA(CmTGTrG(cT(GG(AGA

NGCNN

USDA-ARS-GIFVL Supp\emenlar’: Table S1.
EF

fici XM-00783153;

ITS region sequences from isolated fung.

AGTGCATCTC
AAGACGGACTTGACCTCAGTGGTGACGTTGGAGGGAGCGAAGGTAACGACC
ATACCGGGCTTGATGGTACCGGTCTCGATACGGCCGACGGGCACTGTGCC
AATACCACCGATCTTGTAAACATCCTGGAGGGGAAGACGGAGGGGCTTGT

CGGTAGGACG TGATGGCGTCAATGGCC
C CCTTCF!‘GACAC(CTTGACCT(CTTCTCCCAGC(CTTG ACCA
GGAAGCGTTGGTGGT ACCGTTGAAACCGGAGA

AA
T(GAACTCAC(AGTACCGGCGGCAATGATGAGAATGGCGCAGT(GGCCTG
GAAGT) \TCATGTTCTTGTGAAATCNNNNNNTTTTTTAAAAAA
AAAANAAAAAWTCGGGGG(CCCNAGGGGGCANCNCCWTGTNAACNAAA
AACANNNCCITI'!TGGTATCCCAACNTGNGGGGGNGAACACCAAGNTGCT
NCTGACCTTCGAAAGCGGCGNCAACAATGATGGCC
ccGTc::ATGrrGGcsGGNccCAGTGATCATGWCWGATGAAATNTGch
IAAAA

i isolate CC.|
Sequence (0: PP49¢594.1 Lengin: 1279 Kumber of Matches: 1

Range 1 21

T-alpha (TEF) gene, partial eds

1081 bita(555)

e £
Sbjet 315 @

Query 81
Sbjct

Query 122

Sbjet 434
Query 182

Sbjct 454

Query 242
HHH\H\H\\HHHHHHIIHIIHIH\H
Sbct 534 TETCCOABCCCTTETAC GTTCETGETCTCCTELAA

Query 301 ANCCOGICATEBBCEMEEBACCTCCTTGEECT T
et IHIHHHHHHHHHHHIIHI 1l

Query 361 TEGAGOTCTCCTTEATEATCTECTTETAMCGOEECT CORAC
LT T T T

Sbjet 674 TEEAGCTCTCCTTEATEATCICUTTTAMLGEECLTCRLACLA

Query 427 TOTTEATGOCGACEATCAGE TG TTEACACCCABCETGALAEC! GrocTcac ag
ittt

sbjet 73 s TEAC 733

Query 482 GAGTCTECCCATCETTGOAGTALCAGCCTCEAM T CACCARTACCGEEECARTEATER
i

Sbjet 754 o CTCGAACTCATEA 53

query saz CTEGGAAGTATCAGTAATCATETTCTTE - TRAMATC 552
HHHH\\H\HHHIH\IHIIHIIH mmm i

sjet ss4 CTEEEACTA TTCTTGATGAATC

1L0CUS  PP496594 1279bp DNA linear PLN 15-APR-2024

C [TCTRA33]: Higher percent identity E value,
but shorter query length; is this the accurate genera-
species-accession?

Neopestalotiopsis hyperici, instead of Pestalotiopsis fici ?




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024 USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
¥ Locus }SZpr DNA_linear_PLN 23-APR-2024 KC464337

[« 4]: As relating to the next comment-
DEFINITION C.HKOA translation elongation factor 1-alpha (TEF) gene, partial cds. R e
ACCESSION question, this (P.f.) is shorter in sequence length than the NATTGATITAGCGGCCGCOARTTCGCCCTTGECT
VERSION closest induced match (N.h.) .. N.h. would be the correct CCATTATTGATATGGGACTCCCAACGGGAATCTGTACATGAACCGAGGTC
KEYWORDS . determination? AACCACCCCGGTGTAACCACCGGGATGTTCATAACCCTTTGTTGTCCGAC
SOURCE  Neopestalotiopsis hyperici < R ——— TCTGTTGCCTCCGGEGCGACCCTGCCTTCGGACGAGGGCTCCGGGCGAAC
ORGANISM Neopestalotiopsis hyperici ented [T 351 VP Er ACTTCAAACTCTTGCATAACTTTGCCCACTGAGTAAACTTAATTAACAAA
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina; el (i) DI i cuaei i e TTAARACTTTTAACAACGGATCTCTTGGCTCTGGCATCGATGAAGAACGC
Sordariomycetes; Xylariomycetidae; Xylariales; Sporocadaceae; species to put? GGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCTAA
Neopestalotiopsis TCTTTGAACGCACATTGCGCCCCCTGGGATTCAGGGGGGAATGCCTGTTC
REFERENCE 1 (bases 1 to 823) GAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAACGCGGTCC
AUTHORS Unpublished GACGCGNAACTCAAATCGACCGAGCCCCCGCTTCTAATCCCCTAAGCCCC
TITLE Unpublished CNNNAAACTATTCACTAAAGGGTGTTCGGTAGGGAACATCCCGGAGGTTA
JOURNAL Unpublished GACCGGTCTACACTTATCATGATCATTCCGCAGGNTTACCTACTGATATC
FEATURES Location/Qualifiers TIGTTTCTACTTTAGCTTACGAAAGGGAATTTTCTTTNATTTTTTGTTTT
source  1.823 TITTTTTICTTTTTTGAGTGTTATTAC
Jorganism="Neopestalotiopsis hyperici"
/mol_type="genomic DNA" strain Fg138 small i RNA gene, twranscribed spacer 1, 5.85
;E°':"°S"‘S°““i :‘ems pontiac ribosomal RNA gene, tranceribed spacer 2, nd large RNA gene, partial sequence
0st="Solanum tuberosum ‘Pontiac’
b oot tmam 016394 Sequence I0:KC464337.1 Langi: SO0 Mumser of Motenss: 1
Jcountry="UsA:Maryland" : 28 to 452 Gansank
/lat_lon="39.026, -76.925" o o
Jcollection_date="2021" 59 bi(324) pradt ) 4oy
/PCR_primers= fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC N | MR iR rEa -
fwdd_name: Ef13, fwd4_seq: gtaaaacggccagGAYTTCATCAAG, revd_name: Er13, revé_seq: caggaaacagctatgacGACGTTGAADCCRAC! LTI T
Shjet 26 ACCCCCGTGTAM CATAMCECTTTGTTECC G a
gene  >1823
fgneeer e 1 ST SRR
I
mRNA  >1823 Stict 5 cerEACCCrer TLCGRGTERACALTT AR s
/gene="TEF" Query 203 cocacTn AT TARRACTTT TRACAACET 258
ranslation elongation factor 1-alpha” i IHHHHHHHIH ittt
s et 1aE CasTcrens ATTAAACTT T TARCARCGEATE s
o e bl 1yt o
Jproduct="translation elongation factor 1-alpha" sulet 206 rmm‘cam‘cwracwmmmrmrmm 25
omia Ouery 313 ATETANTCTTTEAMCCCLCATTECSCECEETOREAT s
AGTGCATCTCAGACGGACTTGACCTCAGTGGTGACGTTGGAGGGAGCGAAGGTAACGACC i A‘rcw‘r:‘r‘r‘r&“ SO T B
61 ATACCaGGUTTOATCOTACCGOTCICOATACOUCCOACGGCACTOTGLARTACCACES G
121 ATCTTGTAAACATCCTGGAGGGGAAGACGGAGGGGCTTGTCGGTAGGACGGCTAGGGGGG el ittt o o8
181 TTGATGGCGTCAATGGCCTGGAAGAGGGTCTTGCCCTCCTTCTTGACACCCTTGACCTCC Skjet 326 GTCATTTCACTACTEANGCETCOCTTGOTAT ar s
241 TICTCCCAGCCCTTGTACCAGGAAGCGTTGGTGGTCTCCTCCAACATGTTGTCACCGTTG Query 438 TTeTAAT CcccRAMMACTATTCACTAMGEETG 548
301 AAACCGGAGATGGGGACGAAGGGAACCTCCTTGGGGTTGTAGCCAACCTTCTTGATGAAG T T T
SEICT 306 ATEGACC-GLTGEGTCTTCTG TCLCCTARGCGTTTGRARACTATILOCTARAGEGTS 443
361 TTGGAGGTCTCCTIGA GATCTCCTTGTAAC CGGGCCTCGGACCACWGGC \GTGTCCATC e 5
421 TTGTTGATGGCGACGATGAGCTGCTTGACACCGAGGGTGAAA CAGAGCGTGCTCA Sy AT
481 CGAGTCTGH ECATCCHGGAGATACCAGECTEGAACTCACCAGTACCGGCGGCAATGATG Seier AM TTCGLGAGG 452
541 AGAATGGCGCAGTCGGCCTGGGAAGTACCAGTAATCATGTT CNNNNNNTT
601 TTTTAAAAAAAAAANAAAAATTTCGGGGGCCCCNAGGGGGCANCNCCTTTGTNAACNAAA
661 AACANNNCCTTTTTGGTATCCCAACI CCAAGNTGCTC 4 LOCUS  KC464337 500bp DNA linear PLN 13-JAN-2016

721 GGGCANCTGACCTTCGAAAGCGGCGNCAACAATGATGGCCCCGTCCATGTTGGCGGGNCC
781 CAGTGATCATGTTCTTGATGAAATNTGCGCGCCTTTTANAAAA



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
4 LOCUS  660bp DNA linear PLN 16-APR-2024

DEFINITION Cladosporium cladosporioides strain Fg138

ACCESSION KC464337

VERSION  KC464337.1

KEYWORDS .

SOURCE  Cladosporium cladosporioides

ORGANISM Cladosporium cladosporioides

REFER

Eukaryota; Fungi; Dikarya; Ascomycota; Pe
i a

Cladosporiaceae; Cladosporium.
ENCE 1 (bases 1 to 660)

AUTHORS  Unpublished

TITLE

Unpublished

JOURNAL Unpublished
FEATURES Location/Qualifiers

sour

rce  1..660
/organism="Cladosporium cladosporioides"
/mol_type="genomic DNA"
/isolation_source="stems"
/host="Solanum tuberosum ‘Ponitac”
/db_xref="taxon:29917"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcgg, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,

4/28/2024

fwd2_name: M13-1T51, fwd2_seq: gtaaaacggccagteegtagatgaacc, rev2_name: M13R-ITS4, rev2_seq; caggaaacagctatgactectccgettattgat

fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC

fwdd_name: Ef13, fwdd_seq; gtaaaacggccagGAYTTCATCAAG, rev4_name: Erl3, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC"

Gene  <1.>660

/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

MRNA  <1.>660

/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product="Cladosporium cladosporioides strain Fg138”

S <1.>660
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Cladosporium cladosporioides strain Fg138"

ORIGIN

1 NATTGATITAGCGGCCGCGAATICGCCCTTGCCTCEATIATYGATATGGGACICCCAACG

R

21 crrrGrrGTc T
181 GAACACTTCAAACTCTTGCATAACTTTGCCCACTGAGTAAACTTAATTAACAAATTAAAA
crm

301 TAATGTGAATTGCAGAATTCAGTGAATCATCTAATCTTTGAACGCACATTGCGCCCCCTG
361 GGATTCAGGG GGGAATGccTGﬂcGAGcchnTcAccAcvanccrcecncenn
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CAAATC TAATCCCCT)
481 CCCCCNNNAAACTATTCACTAAAGGGTGTTCGGTAGGGAACATCCCGGAGGTTAGACCGG
541 TCTACACTTATCATGATCATTCCGCAGGNTTACCTACTGATATCTTGTTTCTACTTTAGC
601 TTACGAAAGGGAATTTTCTTTNATTTTTTGTTTTTTTTITTCTTTTITGAGTGTTATTAC

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from wsnl‘a(ed fungi.

CTCGGCGAGCTGCTCGTGGTGCATCTCGAC
GGACTTGACCTCGGTGGTGACACCCGCGGGGGCGAAGGTGACGACCTTGC
CGCCCTTGATGGTACCAGTCTCGACACCACCGACAGGAACCGTGCCGATA
CCACCGATCTTGTAGACATCC GGAGGGGCTTGTCGGT
GGGACGGC TGGCGTCAATGGCCTC cTT6C
NNNNTGGCCTTAGCCTTGGTCTCCTTCTCCCAACCCTTGTACCAGGGGCA
GT GTCCATGATGTTGTCACCGTTGAAGCCS
ccAAGGGAAchchGGGGTTGAAGccGAccrr(TrGATGAAAccGGAG
G

cATchG GCAA CWGACACCAAGGGTGTAGGCGA
AGCGTGCTCACGGGTCTGACCGTCCTTGG \GATACCGGCCTCCAAC
TCACNNGTAC( \GCGGCAATGATAAGAAATNGCGCAGTCTCCCCGGCAGG

TACCCCTGATCATGTTCTTGANNAAATCACNCECC!TFWTTAAAAAAAA
ACCCCAACATCTCCTTGCCCCC
ACAACAATACGCTTGACACCGACCTGGCGGGCGAGGAGCAAGTGCTCCCT
GGTCTGGGGCATCTGTCCGTCGCTGGCGGCAACGACAATGATGGCGCCGT
CCATGGAAGCAGCACCAGTGATCATGTTCTNTAAATCGNCCCCCCCTTTT

Cladosporium sp. Isolate CAR_T3L3C15 transl: T-alpha 1
Segquence ID: MNDSA9: Length: 988 Number of Matches: 1
Range 110503 Gesiak st
== T
924 bits(500) Plug/Minus
Query 1 TR o
i
Siet sse TebreAbeoil 3
Query 61 ', 128
3 T
skict 536 rebtiteitletill a7
Query 121 oo 160
I
sbjet a10 a1
Query 181 GOGACGOC T epseres TLGATEACETC o s
oo A il
sojet 410 Sesaten ottt e
Query 241 TAC (=3 \CCETTETACE G CATGA 308
1 HlHHHlHHHHH NSRS RA SRR NN NR A Rl
Shict 359 TeRLLITEMICETLIELASLETETACGERUT e bamretlattch 328
auery 361 TeTTTEACC GSOCACUNGSBACETOCTTCORTTEAGC e 368
|H|H HHHl HHHHHHH HHHlHHHHHHHHHlH
Sbijct 299 GCTTGEGET TGAASCCEA 248
Query 361 CCTTCTTOATGAMMCCGRAGETCTCET TCATGNTCTCETGATAMEGGECTGATACTACT 428
iitiinimniiintininii
shier 238 LeTEH A RARetbeadel T bt s
Query 421 TGUTCETCTCOATE 66T TGATGEAMCAMTGAGETECT [GACACCAMGEOT GTAGGLGA 458
ALCRREEECEEEE LR TR TEREEEC R P TELTE i
Sojer 178 T OO T A AT T T AR At T 120
Query 451 GAAGAGCETGCTCACGEOTCTGALCETCC TGAGATACCOCCTCAMTCACMIGTAC 540
ELT T T
Sbjct 113 ChMCAEOTOLHALLORTLIGA O AR AL bt ekt AL abTAL
Query GITCTTS 588
ittt
Stict 59 CoRLEOUMTEATEIGM TERESOIGTLIGLTEROMETA ST T LTI TLHE 1

A LOCUS  MN054936 988bp DNA linear PLN12-FEB-2020

) g

4/28/2024

, partial eds

C [CT36]: Highest match on NLM-NCBI does
not have a species listed with t; is cladosporiodes o
oxysporum?




USDA-ARS-GIFVL
L LOCUS  [330bp DNA linear PLN 24-APR-2024

Supplementary Table S1. ITS region sequences from isolated fungi.

4/28/2024

DEFINITION Cladosporium sp. isolate CAR_T3L3C15 translation elongation factor
1-alpha (EF1a) gene, partial cds.
ACCESSION
VERSION
KEYWORDS .
SOURCE  Cladosporium sp.
ORGANISM Cladosporium sp.
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
! D ps .

Cladosporiaceae; Cladosporium.
REFERENCE 1 (bases 1 to 830)
AUTHORS TBD
TITLE TBD
JOURNAL TBD
FEATURES Location/Qualifiers
source 1.830
Jorganisms="Cladosporium sp.
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Pontiac’
/db_xref="taxon:1707700"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"

/PCR_primers=fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revi_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC

Fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Er13, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

30
"EFla"
/product="translation elongation factor 1-alpha"

ORIGIN
CTCGGCGAGCTGCTCGTGGTGCATCTCGACGGACTTGACCTCGGTGGTGACACCCGLGGG
GGCGAAGGTGACGACCTTGCCGCCCTTGATGGTACCAGTCTCGACACCACCGACAGGAAC
CGTGCCGATACCACCGATCWGTAGACATCCTGGAGGGGAAGACGGAGGGGCTTGTCGGT
GG GATGGCGTCAATGGCCTC! TGCNNNNTGGCCT
241 TAGCCITGGTC[CCTTC[CCCAACCCTTG[ACCAGGGGCAGT[GGTGGAGACGTCCATGA
301 TGTTGTCACCGTTGAAGCCGGAGATGGGCACCAAGGGAACGTGCTTGGGGTTGAAGCCGA
1 CCTTCTTGATGAAACCGGAGGTCTCCTTGATGATC

®
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541 CAGCG( CTCCCCGG
601 ANNAAATCACNCCCCTTTTTTTAAAAAAAY

661 CCNACTTTGTTGAAAAAAAAACAACAATACGCTT
721 AGTGCTCCCTGGTCTGGGGCATCTGTCCGTCGCTGGCGGCAACGACAATGATGGCGCCGT
781 CCATGGAAGCAGCACCAGTGATCATGTTCTNTAAATCGNCCCCCCCTTTT

Ce [CT37]: Highest identity match in the NLM is.
alonger sequence length (988 > 830), but the former does.
not have a species with it; please see previous comment-
question for species determination in relation to this,
maybe just update former submission with this newly found
name...

USDA-ARS-GIFVL

GCGATTGANTTAGCGGCCGCGAATTCGCCCTTGG

GTAACAAGGTCTCC AT
TACAAGTGACCCCGGTCTAACCACCGGGATGTTCATAACCCTTTGTTGTC
CGACTCTGTTGCCTCCGGGGCGACCCTGCCTTCGGGCGGGGGCTCCGGGT
GGACACTTCAAACTCTTGCGTAACTTTGCAGTCTGAGTAAACTTAATTAA
TAAATTAAAACTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGA
AACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCAT
CGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGGGCATGCCT
GTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAACGCG
GTCCGCCGCGTGCCTCAAATCGACCGGCTGGGTCTTCTGTCCCCTAAGCG
TTGTGGAAACTATTCGCTAAAGGGTGCTCGGGA GGCFACGCCGTAAAACA
AACCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAA
TAAGCATATCAATAAGCGGAGGAAAGGGCGAATTCGTH‘AAACCTGCAGG
ACTAGTCCCTTTAGTGAGGGTTAATTCTGAGCTTGGCGTAATCATGGTCA
TANNGGTTTTTTCCCTG

a ; s o
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4 LOCUS  MT218371 495bp DNA linear PLN 24-MAR-2020

R NSRS ERRREREEE

Supp\eﬁn(aw Table S1. ITS region sequences from isolated fungi.
L |

4/28/2024
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C [CT38]: Multiple matches of identical
similarity were found when BLASTing @ NCBI; many
different similar strains also matched @ 100% identity and
~9%80 query coverage,, beyond just the
0120_465_11_ITS1_H02.ab1, that GenBank MT218371
(given number) ... What is best to do in this situation?




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024 USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi. 4/28/2024

4 LOCUS  701bp DNA linear PLN 16-APR-2024

DEFINITION Cladosporium tenuissimum isolate 0120_465_11_ITS1_H02.ab1
10N

ACCESS| CTGTTCTTGNNGANTCCTGGCCGGTTTNTACATC

VERSION GACGGACTTGACCTCGGTGGTGACACCGGCGGGGGCGAAGGTGACGACCA
KEYWORDS . TGCCGCCCTTGATGGTACCGGTCTCGACACGACCGACGGGAACCGTGCCA
SOURCE  Cladosporium tenuissimum ATACCGCCNATCTTGTAGACATCCTGGAGGGGAAGACGGAGGGGCTTGTC
ORGANISM Cladosporium tenuissimum GGTGGGACGGC GATGGCGTCAATGGCCTC T

TGCCGGTGGCCTTGGCCTTGGTCTCCTTCTCCCAACCCTTGTACCAGGGG

Eukaryota; Fungi; Dikarya; Ascomycota; Pe
i a

CAGTTGGTGGAGACGTCGATCATGTTGTCACCGTTGAAACCGGAGATGGG
Cladosporiaceae; Cladosporium. CACGAAGGGAACGTGCTTGGGGTTGAAGCCGACCTTCTTGATGAAACCGG
REFERENCE 1 (bases 1to 701) AGGTCTCCTTGATGATCTCCTGGTAACGGGCCTCAGACCACTTGGTGGTG
AUTHORS  Unpublished TCCATCTTGTTGATGGCAACGATGAGCTGCTTGACACCGAGGGTGTAGGC
TITLE Unpublished GAGAAGAGCGTGCTCACGGGTCTGACCGTCCTTGGAGATACCGGCCTCGA
JOURNAL Unpublished ACTCACCAGTACCGGCGGCAATGATGAGAATGGCGCAGTCAGCCTGGGAG
FEATURES Location/Qualifiers GTACCAGTGATCATGTTCTNGTNNAAATCCTGNNNNTTTTTAANAAAAAN
source 1.701 NNCNNTTCCTGACCCTCTTAGNNGGGGGTTCCNCCGGNGCTGAGGGCTGT
/organism="Cladosporium tenuissimum" CCGAGCTTCTCCGGCTCGCCGTACTCCTCNNACACCTCGCTGTCTGTCAC
/mol_type="genomic DNA" CACCANNATGAGTCTCTCNTTGANCATGTTCGCCTGGAACTGCTTCANCG
Jisolation_source="stems” TGCNNATGCTGCNCTTCTTGATCTTGCCTTCAGTGACNTATCCTGTTANN
/host="Solanum tuberosum ‘Ponitac” NNTGCTGAGTGATCATGTTCTTGATGAAATCNGTGNNCNNTT
/db_xref="taxon:70808"
/country="USA:Maryland" T isolate CAR_T3L3C16 1-alpha (EF1a) gene, partial eds

/lat_lon="39.026, -76.925"

Sequence I0: MND54927.
Jcollection_date="2021"

Length; 988 Number of Matches; 1

/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgegg, revl_name: ITS4, revl_seq: tectccgettattgatatge, Range 1: 310 573 Genbank  Grapics
fwd2_name: M13-1TS1, fwd2_seq: gtaaaacggccagtccgtaggtgaace, rev2_name: M13R-ITSA, rev2_seq; cagganacagctatgactcetcegetiatigat” == T — T

Gene  <1.>701 1046 bits(SE6) /572(8%) Plus/Minug
/gene="contains internal transcribed spacer 1, 5.85 awers 3 romic o BmeecoueTecaoTeece 52
ribosomal RNA, internal transcribed spacer 2, and large PR T LIRS VAN 011
subunit ribosomal RNA"

<0701 ey 3 T st g s 1
Jgene="contains internal transcribed spacer 1, 5.85 Sujet 51z THTEHACRE b et et et beer UL sy
ribosomal RNA, internal transcribed spacer 2, and large Query 153 ACATEC o TegessssTCGATEGCE 212
subunit ribosomal RNA" S I s -
/product=" Cladosporium tenuissimum isolate 0120_465_11_ITS1_H02.ab1” -

@5 <1 5701 Query A TG TCGAGGAGEETC T TGOCGET GEECTTEGCC T TEETETECTTETCCCARCCE 272
- AT LT
/gene="contains internal transcribed spacer 1, 5.85 Sbjet G G GOTCT CCARCEC 334
ribosomal RNA, internal transcribed spacer 2, and large Query e 55

T A AGEEG (AT TE6T66AGALGTCGATCATE T T6 T CACCETTEAAACEEAARATE
s
T8 ACCAGSE AT T 6T GEAGALT CEAT CATE T T6T CACCE T TEAMLCERAGATE

subunit ribosomal RNA" sbiet

/product="Cladosporium tenuissimum isolate 0120_465_11_ITs1_H02.ab1" ,

Query 333 GOCACELMGEEANCTOETTO656T TRUSCORACCT T TEATEAMICORSETETCE 352
ORIGIN i
1 GCGATTGANTTAGCGGCCGCGAATTCGCCCTTGGAAGTAAAAGTCGTAACAAGGTCTCCG sbiet TTEGEOTTRAGCCOACCTTCTTEATEARMCCCRAGETETEE 214
61 TAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGTCTAACCACCGGGATGTTCAT Query 393 TTGATGATCTCCTEOTANCGGOCCTCAGMCCACTTEETEATETCOATCTTETTEATEREN 451
121 AMCCCTTTGTTGTCCGACTCTGTGCCTCCOGGGCGACCCTGCTICGGGEGGRGRCTCE paseting sttt i e
181 GGGTGGACACTTCAAACTCTTGCGTAACTTTGCAGTCTGAGTAAACTTAATTAATAAATT ok
241 AAAACTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGA fery
301 TAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCC orger =
361 CCTGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGG query ™ 572
421 TATTGGGCAACGCGGTCCGCCGCGTGCCTCAAATCGACCGGCTGGGTCTTCTGTCCCCTA B I 1y -
e TocTe Query 573 TCABCCTOOAGETACCAGTEATCATRITCT
541 TTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAG Y AT T
601 CGGAGGAAAGGGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTAATT BRISE AL TACCTesAmIACUIanSATEATR O
661 CTGAGCTTGGCGTAATCATGGTCATANNGGTTTTTTCCCTG
"

1LOCUS  MNO54927 988bp DNA linear PLN 12-FEB-2020



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
LOCUS  876bp DNA linear PLN 24-APR-2024
DEFINITION Cladosporium sp. isolate CAR_T3L3C16 translation elongation factor
1-alpha (EF12) gene, partial cds.
ACCESSION
VERSION
KEYWORDS .
SOURCE  Cladosporium sp.
ORGANISM Cladosporium sp.
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
! D ps .

Cladosporiaceae; Cladosporium.
REFERENCE 1 (bases 1 to 876)
AUTHORS  Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source  1.876
Jorganism="Cladosporium sp.
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum’”
/db_xref="taxon:1707700"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers=fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: r, revl_seq: GACGTTGAADCCRACRTTGTC
Fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Er13, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

76
"EFla"
/product="translation elongation factor 1-alpha"

ORIGIN
CTGTTCTTGNNGANTCCTGGCCGGTTTNTACATCGACGGACTTGACCTCGGTGGTGACAC
\CGA
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181 TGTCGGTGGGACGGC GATGGCGTCAATGGCCTC TTGCCGG
241 TGGCCT[GGCCTTGGTCTCCITCTCC(‘J-\ACCCTTGTACCAGGGGCAGTTGGTGGAGACGT
301 CGATCATGTTGTCAC (cGTrGAAAccGGAG TGGG(A(GAAGGGAACG GCTTGGGGTTGA
361 AGCCGACCTTCTTGATGAA ATCTCCTGGTAACGGGCCTCAG
ACCACTTGGTGGTGTCCATCITGTTGATGGCAACGATGAGCTGCITGACACCGAGGGTGT
AGGCGAGAAGAGCGTGC[CACGGGTCTGACCGTCCI’TGGAGATACCGGCCTCGAAC[
541 CAGTACCGGCGG GTGATCATGT
601 TC CTGNNNNHII NNWCCTGACCCTCWAGNNGGG
661 GGTTCCNCCGGNGCTGAGGGCTGTCCGAGCTTCTCCGGCTCGCCGTACTCCTCNNACACC
721 TCGCTGTCTGTCACCACC) TCTCNTTGANCATGTTCGCCTGGAACTGCTTC
781 ANCGTGCNNATGCTGCNCTTCTTGATCTTGCCTTCAGTGACNTATCCTGTTANNNNTGCT
841 GAGTGATCATGTTCTTGATGAAATCNGTGNNCNNTT

N
]

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi

GCGATTGATTTAGCGGCCGCGAATTCGCCCT
TTCCTCCGCTTATTGATATGCTTAAGTTCAGCGGGTAGTCCTACCAATCT
GAGGCCGATGAATTGAAATTAAATCCCTTCCTCTCCTTCCGAAGAAGGGG
AGGCATGGGCGGGGTTCAGAAGCACTCCAACCAGCAAAACGTCGCGTCCA

\TTCGTTTAAA
ﬂAATrcTGAGcrrGGCGTAATCATGGT(ATAGCCIGTWCCTGG
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1 LoCUS  MK267771 804bp DNA linear PLN 12-DEC-2018



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024 USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

I

+ Locus 931bp DNA linear PI.N 16 APR-2024 C ented [CT39]; This V gllisalsolon/pe.
DEFINITION Moesziomyces aphidis isolate E J6GANACCCT GACCGACTTC GTTGGAG 28, albeit a different sequence, same GenBank # and
VERSION GGGGCAAAGGTGACGACCATGCCGCCCTTGATGACACCGGTCTCGACACGGCCGACGGGCACAGTTCCGA \ | Genera-species given however.. i this repeat necessary for
KEYWORDS . TACCGCCGATCTTGTAGACGTCCT NGGC TTGTCGGTGGEGCGC dual submission or should one of the two be removed, or
SOURCE  Moesziomyces aphidis CTCGATGGCGTCGATGGCGTC! TTGCCGGTGACCTTGCCGGCCTTGGTCTCGCGCTCCCAG perhaps combined together? I'll look into this more in
ORGANISM Moesziomyces aphidis cccrrGTAccAuuLLmuLummuuuuw TC muuu.uu.uvuu. uu. \ | greater detail as well, as time moves on.
Eukaryo(a;Fungi;mkawa; Basidiomycota; Ustilaginomycotina; TGGGGTTGTAGCCCACCTT ‘GACAATCT( \
i ilaginales; L i GCGGTCCTCGGAGTACWGGTGGTGTCCATCWGTTGACGGCGACGATCAGCTGACCGACACCGAGGGTG Commented [CT40R39]: Believe just different hosts /
REFERENCE 1 1bases]w 931) ACC GTGC CGTCCTTGGAGATACCATCCTCAAAACTCACCGGGTACC cultivars / plant accessions, that this possibly same (yet
AUTHO! GCAGC Rl L Gl e AL ATl possibly different) Plant EndoPathogen is residing n ..
TITLE TBD INCTTTTTTAAAAAGCCANNGTGGAGCCNTGGTGAATTGTCCCACATTNNGGGCGGTTTTTGCCTGATCT
JOURNAL TBD L'I'GCGATNNACGACANNANCCGCNNGATG NNGWGAAGTACTCCGAGAACANNWGTCGATGAGGAN
FEATURES Location/Qualifiers ATGNCGCNATGTCANNC GCTGAAGA
source  1.931 ANCTCGATGATNTCGCCTNCGACNNCACAGCAACACAAATCTNNGCNNNGGTCTTACGTNNTGCTTCGAG
forganism="Moesziomyces aphidis" GCNNNNNNCTGCCGTTNNGATCC ANAAATGCAAATGCC! CCTGAAG] C [CT41]: Slightly lower (95%) identity match
/mol_type="genomic DNA' to the sp. antarticus, which is full chromone, but slightly
e gl i Defol i o e dtieds M 1 higher identity match to rugulosus, which is a much shorter
/host="Solanum tuberosum ‘Pontiac” i P s g TyE gllostish ot
Jdb_xref="taxon:84754" Gestapin Sk e MO iy W R | | sequence; which is the correct species determination to
Jcountry="UsA:Maryland" o s el i put? Leaning towards the former ... not totally sure
Jat. lon-"39.026, 76.925" [rem— s 17080 fackor s W W 0¥ 00 awe s g

however, will delve into further in a bit. Sporisorium also

Jcollection_date="2021" g T2 W2 S 00 M 200 (ENTRI maybe possibly seems like a possibility.
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcge, revl_name: ITS4, revl_seq: tectccgcttattgatatec, [ —— St 20 9020000 par vt T oo s 00 mws 1 v
fwd2_name: M13-IT51, fwd2_seq: gtaaaacggccagtcegtaggtgaace, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactcctecgcttattgat Commented [CT42]: https://www.ncbi.nlm. n|h ov nuc\

oz

[r— cas 190 acor L apha tefl) g

part B
cson Lend . 5 §ooG2 s B 00 MaME 103 KFORTY otide/CP080178.12rep
&RID=2)0X47D7013

Gene  <1.>931
/gene=" contains small subunit ribosomal RNA, internal

anl

eiber saaear 15,85 Hbosoml AN, ntorma i asa a1 suads Sluns W B2 BE 0D MM N WSS Ty
transcribed spacer 2, and large subunit ribosomal RNA"
MRNA <1, 5031 Maessionycas sstaecticus strin KMAS chvemmocme 2
i 1 Lol 2141047 i Mt 1
/gene=" contains small subunit ribosomal RNA, internal e S
transcribed spacer 1, 5.85 ribosomal RNA, internal Ramgu 11 23711308 13738 . S
transcribed spacer 2, and large subunit ribosomal RNA" O - T - ;;W_w

/product=" Moesziomyces aphidis isolate £24790"

s <1.>931
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Moesziomyces aphidis isolate £24790"

T
2y SoAoi bt coAcA et oAt Ao
v enmsao
i

sz TosaiAAdRer

ORIGIN
1 GCGATTGATTTAGCGGCCGCGAATTCGCCCTTTCCTCCGCTTATTGATATGCTTAAGTTC
61 AGCGGGTAGTCCTACCAATCTGAGGCCGATGAATTGAAATTAAATCCCTTCCTCTCCTTC
121 CGAAGAAGGGGAGGCATGGGCGGGGTTCAGAAGCACTCCAACCAGCAAAACGTCGCGTCC

P

181 AGCTCCTCGACCCTGCGCCTCTCCTCTCCGAAGTCCTGATATTATCAAAACCCGGCAGGG =
241 AMAGACGTGGGCGAAATAACGAGCTTTCGTCCGTCTTGCCTATCGAATGGATGCGCTAAT g
301 GCATTTCGAGGGAGCCACCGTGGAAGATG ACC A CGt o

GA \TGGCAAGACCCTCAATACCGATCCGCCACCTTT
361 CTCAACTAAATAAGAAAGCTGTCGTTCGAAACAATTCGCGGCCCTCAAACAGGCATGCTC
421 CCCAGATTAGATCTGCCGGGAGCGCAAGGTGCGTTCAAAGATTCGGTGATTCACTTCTGC
481 AATTCACATTACWATCG(AATTCGCTGCG TCTTCATCGAT TGGGAGAACCAAGAGATCC
541 GTTGCCAAAAGTTGTTTTTAGATTTTAGACGACCGCATTACCAGT!
601 TTCAAATCCTATGGTATCAACAGTGTI'W'TGGTAAATGTCGACCGTCI'CGCAATGCGCGG
661 GGAGGCGAAATAAATCGCCGCGCGCACTGTTTGACAGCCAACCGATGCAACCGTGTTAAA
721 ATGTGGTAGCTCGATTTAGTTAGACAGGTGCGAGCCACACCTCAAGAAAAAAGGTTTTCA
781 TCGAAATGATCCATCTGCAGGTTCACCTACAGATACCTTGTTACGACTTTTACTTCCAA
841 GGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTAATTCTGAGCTTGG
901 CGTAATCATGGTCATAGCCTGTTTCCTGGNN MLocus  KP323133 1034bp DNA
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LLOCUS  971bp DNA linear PLN 24-APR-2021 U Pontiac 4 Didymelia belidis
DEFINITION Moesziomyces rugulosus strain CBS 170.88 translation elongation factor 1-alpha (tef1) gene, partial cds.
/ACCESSION TTACCTAGNAGTTGTGGGCTTTGCCTGCC
VERSION ATCTCTTACCCATGTCTTTTGAGTACCTTACGTTTCCTCGGCGEGTCCGE
KEYWORDS . CCGCCGACTGGACAATTTAAACCACTTGCAGTTGCAATCAGCGTCTGAAA
SOURCE  Moesziomyces rugulosus AAACTTAATAGTTACAACTTTCAACAACGGATCTCTTGGTTCTGGCATCG
‘ORGANISM Moesziomyces rugulosus ATGAAGAACGCAGCGAAATGCGATAAGTAGTGTGAATTGCTGAATTCAGT
Eukaryota; Fungi; Dikarya; Basidiomycota; Ustilaginomycoting; GAATCATCGAATCTTTGAACGCACATTGCGCCCCTTGGTATTCCATGGGG
Ustil ilagir L ; i CATGCCTGTTCGAGCGTCATTTGTACCTTCAAGCCTTGCTTGGTGTTGGG
REFERENCE 1 (bases 1to 971) TGTTTGTCTCGCCTCTGCGCGTAGACTCGCCTCAAAACAATTGGCAGCCG
AUTHORS Unpublished GCGTATTGAWTCGGAGCGCAGTACATCTCGCGCmGCACrCAAAACGA
TITLE  Unpublished ; TCCAAAAGTACATTTTTACACTCTTGACCTCGGATCAGGTAGGGA
JOURNAL Unpublished TACCCGC"GAACWAAGC)\TATCAATAAGCGGAGGAGTCATAGCTGWC
FEATURES  Location/Qualifiers
source  1.971
Jorganism="Moesziomyces rugulosus" 1la belli A i , partial sequence i spacer1,5.85
/mol_type="genomic DNA" ‘gene, and internal transcribed spacer 2, complete d partial sequence
/culture_collection="CB5:170.88'| . — c [CT43]: 1+ time seeing this term... should
/type_material="type material of rugulosus'] his be included ” 1se?
Jisolation_source="stems” NS fisbeinclicegianyWeiElEl=
zbs‘ Solanum tuberosum ‘Pontiac” \ "| Commented [CT44]: type_material vs isolation_source?
;Iztj(or:ﬂa[:g‘s%zs” \_ | Which terminology prevails?

/:o\leulon_darﬁ— "2021" Commented [CT45R44]: Understand the latter “..” after
/PCR_primers="fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC type_material should not be here, Just leftin regards to

Fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Er13, rev2_seq: caggaaacagetatgacGACGTTGAADCCRAC” - . X CEOTCCOLCCOCOM TEAC A 120
previous comment and terminology clarification [ nm
O TCCR LB UBATERACA] B
T TCARAAAACTTAATAGT TACAACT TCAAE 180
HHIHH\H\HHHHHIHIIHIIHI
305 TTAATAGTTACAACT TTLARCAAC 385
ranslation elongation factor 1-alpha i 1‘3“"“""‘ il ﬁ‘fﬁ"ﬁw‘ m \\rﬁﬁ\ﬁﬂ?ﬂﬂ\ﬁﬁ .
365 TOACALBLACEAMT BBk AAGTACTC TG a5
Jgene="tef1" 45 TCTTTOACBOACATTOCGCCCCT TGRTATTCCAT -
/product="translation elongation factor 1-alpha" | \ \ YNNI
oRIGIN 426 T ass
1 " tgat aliiitiniil G(rrc‘:cunls‘r‘rﬁemrrmr o0
61 gecatcctca teatcgeegg tggtaccggt gagttcgagg ctggtatcte caaggacgge 486 TETACLTILAKGUETTELTTEGTGTTGOBTGTT 5
121 cagaccegeg ageacgecct getctegttc acceteggtg tecgteaget catcgtegee s 2
A e R s
241 acctecaact ttatcaagaa ggteggetac aaccccaaga cogtegettt cgteeceate i =
301 tegagetgge acggcgacaa catgatcgag cocaccaag ggRLctg G1acaagges 1 T (A AT TTACK a5
361 tgggagegce agaccasgec cgecaaggtc accggcaaga cectectcga cgecatcgac 606 TOAGRACTACGACETLOAAMGTACATTTTTACA ot
421 gecatcgage ceccctegeg ceccaccgac aagecectee gectgeeect ccaggacgte AED ACECOCTEASETT) " -
481 tacasgatce gcggtatceg aaChElEccc EICEECCEE (CE3EACCEe (Etcatcang we ML ALY
541 ggeggeatgg tegtcacctt tgeccectee aacgtcacca ccgaggtcaa gteggtegag
601 atgcaccacg aggtectctc cgagggtetc cccggegaca acgteggett caacgtcaag -
LOCUS  MN274965 700bp DNA linear PLN 07-DEC-2019 . N N
661 aacgtctecg tcaaggacat CcgCcaCgEc aacgtctact cgactcgaa gaacgaccee fr P ~ [« [CT46]: The EndoFungi currently in the NLM
721 gecatggagg cogectcctt cetcgeceag gtcatcgtea tgaaccacce cggccagatc is alonger sequence than the given sequence for this
781 ggcaacegct acgcecocgt cctegactec cacaccgece acattgct casgttcaac sample-accession. Should this one be removed from the
841 gagatcaccg agaagatcga ccgecgtace ggcaagteea tegagaacaa ceccaagtic greater document-report? Let me know when you get a
901 atcasgtccg tgacccac cct;:tczac atggteccea ceaageccat gtg(gt::::g G e A

1021 ccgtggtg teat
"



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
4 LOCUS  533bp DNA linear PLN 26-APR-2024
DEFINITION Dvdvmella bellidis strain GZYQYQX3C
ACCESSION  MN2749
VERSION MNZ749651
KEYWORDS .
SOURCE  Didymella bellidis
ORGANISM Didymella bellidis
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

Didymellaceae; Didymella.
REFERENCE 1 (bases 1t0 533)
AUTHORS TBD

FEATURES Location/Qualifiers
source 1.533
/organism="Didymella bellidis"
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Ponitac”
/db_xref="taxon:749649"
/country="USA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcge, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,

4/28/2024

fwd2_name: M13-1T51, fwd2_seq: gtaaaacggccagteegtagatgaacc, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactectccgettattgat

Gene <1533
/gene=" contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,:and 285 ribosomal RNA"

MRNA  <1.>533
/gene=" contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"
/product="Didymella bellidis strain GZYQYQX3C"

s <1533
/gene=" contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,.and 285 ribosomal RNA"
/product="Didymella bellidis strain GZYQYQX3C"

ORIGIN
1 TIACCIAGNAGTTGTGGGCWTGCCTG(CMCTCWAC(CATGKTITTGAGTACCTTAC
61  GITTCCTCGGCGGGTCCGCCCGCCGACTGE: TTGCAGTTGCAATCAG
121 EGTCTGAAAAAACWAATAGITACAACITTCAACAACGGATCTCWGGWCTG CATCGA
181 TGAAGAACGcAGcGAAATGcGnrAAGTAGTGTGAATTGCrGAAWcAGTGAATcATcGAA
241 TCTTTGAACGCACATTGCGCCCCTTGGTATTCCATGGGGCATGCCTGTTCGAGCGT

301 TGTAECTFCAAGCCWGCTTGGTGWGGGTGTFFGTCTCGCCTCTGCGCGTAGACTCGCE
361 TCAAAACAATTGGCAGCCGGCGTATTGATTTCGGAGCGCAGTACATCTCGCGCTTTGCAC

421 TCAAAACGACAACGTCCAAAAGTACATTTTTACACTCTTGACCTCGGATCAGGTAGGGAT
481 ACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGCTGTTTCCNGN
"

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi.

NCTCGNGCTAGCTGCTTCTGTAGNNTGC

ATCTCGACGGACTTGACCTCAGTGGTGACACCAGCGGGGGCGAAGGTGAC

GACCATACCGGCCTTGATGATACCAGTCTCAACACGACCGACGGGAACCG

TGCCAATACCGCCAATCTTGTAAACATCCTGGAGGGGAAGACGGAGGGGC

TTGTCGGTGGGACGGGTGGGCTGGTCGATGGCATCGATGGCCTCGAGGAG

GGTCTTACCAGTGGACTTGGTCTTGGTCTCCTTCTCCCAACCCTTGTACC
cC e

TGGTGchATmGrrGATGGcMcGATGAGCchrrGAcAccGAGGGTG
CTCACGGGTCTGGCC/ TGGA( CAGC
CTCGAACTCA((AGTACCGG(GGCAATGATGAGAATGGCGCAGTCAGC(T

CTCACGGGTNNGGGGNCATNGGGCCTTCGAAGGCGGCAACANCAATANTG
NCACCGTCCATNTTGNCGGACCCNTGATCATGTTCTGATGAGNNCGCGNG
NGGTTTAAAAAAAAAAAAAAA

Boeremia exigua elongation factor-1a (C7974DRAFT_166447), mRNA.
‘Scquonca D: XM_04¢136059,1 Lengtr 1878 Numbar of Macies: 1

Rnge 15 246 0472 Ganfiant Graghis

P ] Bz s

ASCORRGECEIEETEACCAC s
HHHHHHHIHIIHHH
ASCORGEECE R TEAC TG

LUWLE VL ELE T T L LT
& TGLTTEATAL TeAToGT

3

A LOCUS XM _046136059 1875bp mRNA linear PLN 28-JAN-2022

4/28/2024



USDA-ARS-GIFVL
L LOCUS  849bp mRNA linear PLN 24-APR-2024

Supplementary Table S1. ITS region sequences from isolated fungi.

4/28/2024

DEFINITION Boeremia exigua elongation factor-1a (C7974DRAFT_166447), mRNA.
/ACCESSION
VERSION
SOURCE  Boeremia exigua
'ORGANISM Boeremia exigua
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;

Didymellaceae; Boeremia.

REFERENCE 1 (bases 1 to 849)

AUTHORS TBD

TITLE  TBD

JOURNAL TBD

FEATURES Location/Qualifiers

source  1.849

/organism="Boeremia exigua"
/mol_type="genomicDNA"
[isolation_source="stems”
/host=’ ”So\anum tuberosum ‘Ponitac”
/db_xr "taxon:749465"
/1at | Toner3s. 026,-76.925"
Jcollection_date="2021"

/PCR_primers="fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC

Fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Er13, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

Gene <1.>849
/gene=""elongation factor 1-alpha
mRNA <1.>849
Jgene=" elongation factor 1-alpha
duct="Boeremia exigua elongation factor-1a (C7974DRAFT_166447)
s
" elongation factor 1-alpha
"Boeremia exigua elongation factor-1a (C7974DRAFT_166447)
ORIGIN
1 NCTCGNGCTAGCTGCTTCTGTAGNNTGCATCTCGACGGACTTGACCTCAGTGGTGACACC
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GA
421 CCACTTGGTGGTGTCCATCTTGTTGATGGCAACGATGAGCTGCTTGACACCGAGGGTGTA

481 GGCGAGGAGAGCGTGCT(ACGGGTCTGG(CATECTTGGAGATACCAGCCTCG cTeace
541 CAGTGATCATGTT
601 CTNNNANAATANGGGGNTTT GGGGGGCCCNNAA

661 NNGCNCCAAN]‘ITGNNANNAAAAACAANAT[CTTNGGAACACCAACLTGGGGGGGNAACC
721 AGAAANTGCTCACGGGTNNGGGGNCATNGGGCCTTCGAAGGCGGCAACANCAATANTGNC
781 ACCGTCCATNTTGNCGGACCCNTGATCATGTTCTGATGAGNNCGCGNGNGGTTTAAAAAA

AAAAAAAA

C [CT47]: Is this the strain? It does
not match the MPI-SDFR-AT-0100, given below? Accuracy of
strain determination validation ?

USDA-ARS-GIFVL

Supplementary Table S1. ITS region sequences from wsnlated fungi.

GGGCGNNTTGAATTTAGCGGCCGCGAATTCGCCCTTT
CCTCCGCTTATTGATATGCTTAAGTTCAGCGGGTAGTCCTACCTGATTTG

GATG) GCAATTCACATTACTTATCGCATTTCGCTGCG
TTCTTCATCGATGCGAGAGCCAAGAGATCCGTTGTTGAAACTTA
ATGATGCGTTACATCAATTACA TGTG

TGCAGGACTAGTCCCTTTAGTGAGGGTTAATTCTGAGCTTGGCGTAATCA

Uncultured Ceratobasidiaceae clone DOf-YC11 185 ribosomal RNA gene, partial sequencs

RNA gene, wplete sequence; and 285
Sequence ID: JX545227.1 Length: 725 Number of Matzhes:
£ 17 ko 697 GenBank G

cenvsaagesesy VEERINY) Pz

s TANGTTEAGCOLOTAGT CCTACCTEATTTEAGATCRG 84
T ATy A

& TAMCTTEACCGLRTAGT CCTAC- TEATT TGAGATCA  £36

ac T TAATAGAC TATTAGAAGCEETTCATETETATTIECTE 154
A T )

636 CTTAATAGACTAT TAGAAGLGGT TEATCTGTAITIELTS 575

15 CGAGTGATACTTATCACGECARTGRAACCAAGEATS | 214,
T

st c CoAAGEATA 518

2 SrmETE 2
\ HHIIHIIHH umlmm LT

5t CCTCCA 459

s ,sgrgr_me STTGATTAMCMAGATITACTTTEAGMTTTCATEATACTE 334
T |m|mm|lmm|m LTI

455 ASTCCARAGCARAAL TTACT SATACTC 390

25 A TETT s
HHH\H\\H\\H\\HHIHIIHIIHHHHHIH T

298 AMCASECATECTCOAMEEMTACCAIGBAGCOCAEETECST TCIMGATTCBATEATT 338

TSR TTE AT T ST TeTTeTca g 150

LTI TETEE T T T T

TCTGCATTCACATTACTTATCGCATT TCECTECGTTCTTCATCRATACEA 278

455 AGCCAMGAGATCCOTTGTTOMACTTAGTTCTANTGATOCETTACATCAMT TACATTERS 514
ALEHLETL AT LT T T

176 AGLLANGAEATCCET 6T TRARAL TTAG T TCTANTEATECETTACATCAMT TACATTCAS 218

S5 TTTAAMTACANTGAGTITGIGTGGT crcr s
|H|IHHH|HHHHHHmmmHmlmlmlmmll 1

216 TITAMTACMTEACT TETET et QI 158

575 CACAAGTOCACAGETCT6T6 66T CAMGAGAAGECETGACATACCOCCGAMAGERCE 63
TECUELIITETELTEL] H\\HHHHH\HHIH\HHHHIHIIHIH

156 CAAAGTCOAC CLOGAAMCESCE 98

635 TTEATTCARTARTEATCCTTCCOCAGOT CACCTACEAAA 554
mmmmmlml R

% ATTEATT AT AATGATCCTTCCROARGT TEALLTALSRAA 39

695 gETTETTACEN

=
2

38 COTTGTTACEAS

1 LOCUS  IX545227 725bp DNA linear ENV 20-JUN-2013

intenal transcribed spacer 1, 5.85 ribosomal
gene, partial sequence

4/28/2024



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
L LOCUS  787bp DNA linear ENV 16-APR-2024

Acrssion e o 1 — | C [CT48]: Should the word clone necessarily
/ACCESSION e e
VERSION e included here, or nof
KEYWORDS ~ [EN "
¢ b ENV) N
SOURCE  uncultured Ceratobasidiaceae ‘{ Comm [‘;T4E91~_ Should (::s (‘ENV’) be here; what
ORGANISM uncultured Ceratobasidiaceae loes it represent? (Environment?)

Eukaryota; Fung;

; Dikarya; Basidiomycota; Agaricomycotina;
. .

P

samples.
REFERENCE 1 (bases 1to 787)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source  1.787
/organism="uncultured Ceratobasidiaceae"
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Ponitac”
/db_xref="taxon:299169"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
/eollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcgg, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,
fwd2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtccgtaggtgaace, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactcctecgcttattgat
fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC
fwd4_name: Ef13, fwdd_seq: gtaaaacggccagGAYTTCATCAAG, revd_name: Er13, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC”

Gene  <1.>787
/gene="contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"
MRNA <1787
/gene="contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,and 285 ribosomal RNA"
/product="Uncultured Ceratobasidiaceae clone DOf-YC11"
s <1787
/gene=" contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"
/product="Uncultured Ceratobasidiaceae clone DOf-YC11"

ORIGIN
1 GGGCGNNTTGAAWTAGCGGECGCGAATTCGCCCTWCCTCCGCHATIGATATGCITAA
GATTTG; AT AA

CTAA(
121 TAGACTATTAGAAGCGGTTCATCTGTATI'FCCTGGCCACCTFITACAGTG[CCTCAGCGA
1

&
q
9
B
H
Z
3
]
g
g
g
g
g
H
§
4
8
g
£
H
]
g
£
H
£
3
5
3
g
g
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é
3
H
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241 GAGGAGCAGATGTGAAATCTGCAAAAGACCTCCAAGTCCAAAGCAAAAACAGTTGAATTA
301 ACAAAAG TWACWTG GAAI‘H‘CATGA ACT CAAACAGGCATGCTCCAAGGAATACCA
361 GCAA( ATTCGATGATTC

G

b
5
=3
2
3%
g
§
3
3
m
2
2
23
a8
2
3
g
23
&3
§
58
2
9
]

Cr c CW CCGWGT[GAAACIT

481 AGTTCTAATGATGCGTTACATCAATTACATTCAGTTTAAATACAATGAGTTTGTGTGGTT

541 GAATAGACGGAAGACTAATTAAAGCCCTCCGTCTCACAAGTGCACAGGTGTGTGTGGATG
601 AAAGAGAAGGCGTGCACATACCCCCGAAAGGGCCAGCGACAACCAACTCTACATTCATTC
661 AATAATGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTACTTCCAAGG

721 GCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTAATTCTGAGCTTGGC
781 GTAATCA

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

EF Ceratobasi

TrcTAcGAGCrGCrCGTGGTGCATrrcTACGA
CTTGACTTCAGTGGTCACATTGGAAAGAGCCAACGAGACGACCATGCCGG

GGTCGCNCGCTTCTAACAGNTGTCCCCCTGGCCGCCCGAAATCGGGACCA
AAGCCACCTGGTTGGGGTTGTAACCCAACTTTCTGGATAAGTTGGGAGTT
TCCTTTGACATTTTCTTGAAACCGGCCTCGCTCCCCTGGAAATGGAATCC
ATACCATGTCCAATACCAATTTACAATGACCTACCNTGGTGGTGTCCCTC

&
AACNTGCTCNCNAGTCTGGACATCCTTGGAGATACCNGCTTCCAATTCNG
CANTACCACCANCCATGATTAAGATAGCGCAATCCGCCNGANAGGTACCA
GTGANCATGGT|

im sp. OR4903

= 0 500 s A0 A e X oot ¢

“
B0 Cocoiobasisum sp solate 0852 5\S iranalston ehogaten factar f-alohe (1211} sene_partl ods ns am
Corniobacidun s scisle EO2 508 et shogabon acior |-l (i1} ceve.partalcde m an
. Isolate C662 SV9 L e factor 1-alpha {tef1) gene, partial cds
Sequence I0: ORAS0369.1 Lengifc 842 Humbsr of Maiches; 1
Range 1 200 10 042 Genllank Grapiics
=) == T ™ ol
418 bis(225) lelil  503/657(77%) 23/657 Bl Minus.
Query 47 RN TTOOAMEACCCMCEAGACEACCATECCOECCTTENTACACCARTETERAC-C8 125
& LID AL ELD CLTELTEETE LRI UL LI LTI H
Shjct 811 CACOTTOOAMGEAGAACCAGCOACTATOCLGELCTTEATCATACCAGTETLEACALE
Query 106 T TATTGTACACUTCCT c 165
" T \HH LLALUIELUELL ELELLE TEELL LLLL ]
skist BEl TerTCCT TETTGTACICGTEC 25
Query 166 GHGCTTN carcrr 224
IR T L L TV T
chjer 622 - e
Query 75 GOECTTEACGRARC OO T TOGACTCC TTOOTCCACCCE T TEAMCCACKGCATEC A=~ 281
it COLE TR LT TETTT T T T
Shjer TE2 GCCCTT TTECCCTECTTCC T T {2
query 282
sejer rez

Query 340 &CT

s
s

sbfet &1
Query 299 TIspE e
sujet sse resteaLstr
Query 457 ceTCGET CATACCAT 6T TTAIATEACC
A AR T
Sbjet 508 CCTCGCTCCAUTATAACTGCATTCAGTA-ATCGETCUARCTAG-ACOCCE-AATCACAT
Query CCCTETTEGTE ™ HAGGETE
LI TN T T T T
Skjet 472 ACCTTGBTGGTCTCCATLTIO TGALGOCARCCATEAG T GACELACALLGABRATARRE
Query ©74 T CUCHAGTC T GEACAT CCTTEGAGATACCHEC TTECAATTENE
CC0TEC T T T T T T T
SDIET 417 OTAAGEAGAGLTECTCOUGEOTCTBACTATCCT TERAGATACCEEC TTEGAATTLAT

Query B4 NTACCACCNN caCan =
FEETETE U TP T T TEC T CET T T
spier 352 CTRAGAAGTACCAGTGATCATS

A LOCUS  OR490369 942bp DNA linear PLN 10-OCT-2023

=%

£
s

C [CT50]: Shorter sequence length (692) than

pr— closest non-(whole)chromosome match (942); may you

ity please provide guidance on weather to include or not? Also,
please see the comment below, as to Genera(-species)
determination of the strain-accession?

sty raTs

Senn Trows

Commented [CT51]: The whole chromone for
Rhizocotonia is matched at the highest identity? Would this
be the correct Genera to put? Instead of Ceratobasidium ?




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

L LOCUS  692bp DNA linear PLN24-APR-2024

DEFINITION Ceratobasidium sp. isolate C662 SV9 translation elongation factor 1-alpha (tef1) gene, partial cds.

ACCESSION

VERSION

KEYWORDS .

SOURCE  Ceratobasidium sp.

ORGANISM Ceratobasidium sp.
Eukaryota; Fungi; Dikarya; Bas

c

mycota; Agaricomycotina;
i C

REFERENCE 1 (bases 1to 692)

AUTHORS Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source  1.692

/organism="Ceratobasidium sp."
/mol_type=" genomchNA"
[isolation_source="stem:
/host="solanum (ubercsum “Ponitac”
/db_xref="taxon:1768090"
/country="USA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"

/PCR_primers=fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC

4/28/2024

wd2_name: Ef13, fwd2_seq; gtaaaacggccagGAYTTCATCAAG, rev2_name: Erl3, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

/note="genotype: V9"

[CT52]: Should this be here? Please let me

gene  <1.>692
Jgene="tef1"

mRNA join(<1..67,117..211,258..470,519..655,708.>942)
/gene="tef1"
/product="translation elongation factor 1-alpha"

DS join(<1..67,117..211,258.470,519..655,708..5042)
Jgene="tef1"
/product="translation elongation factor 1-alpha"

URIGIN
TCTACGAGCTGCTCGTGGTGCATTTCTACGA

s1 CﬂGACTTEAGTGGTCACATTGGAAAGAGCCAACGAGACGACCATGCCGG

CTGT( A

481 AAGCCACCTGGTTGGGGWGTAAECCAACH’ICIGGATAAGTTGGGAGTI
TCCTTTGACATTTTCTTGAAACCG! GGAATC

601 ATACCATGTCCAATACCAAT!TACAATG CTACCNTGGTGGTGTCCCTC
661 TTGGTGA( C(GCNACNATNANCTGACNCACACCNAGGGTGAAAGCNANGAN
721 AACNTGCTCNCNAGTCTGGACATCCTTGGAGATACCNGCTTCCAATTCNC
781 CANTACCACCANCCATGATTAAGATAGCGCAATCCGCCNGANAGGTACCA
841 GTGANCATGGT

[CT53]: Should this be included here?

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi.
L 12¢

GGGGCGATTGATTTAGCGGCCGCGAATTCGCCCT
TTCCTCCGCTTATTGATATGCTTAAGTTCAGCGGGTATTCCTACCTGATC
CGAGGTCAACCTGTAAAGAATTTGGGGGTTTAACGGCAAGAGTCCCTCCG
GATCCCAGTGCGAGACGTTAGTTACTACGCAAAGGAGGCTCCGGGAGGGT
CCGCCACTACCTTTAAGGGCCCACGTCGGCCGTGGGGCCCCAAAACCAAG
CGGTGCTTGAGGGTTGAAATGACGCTCGAACAGGCATGCTCGCCAGAATG
CTGGCGAGCGCAATGTGCGTTCAAAGATTCGATGATTCACTGAATTCTGC
AAWCACAWACWATCGCATHCGCTGCG'H‘CW CGATGCCAGAAC
CAAGAGATCCGTTGTTAAAAGTTTTAATTATTTG
GAGACGTCGTGTAAATAGAGTWGGTWCCTCCGGCGGGCGCCCCG[CCC
CGGCGCC CCGCGAGAGGCTTCCCCTG
cccGCCGAAGcAAcGGTrAGGrAcGﬂ(AcAAAGGGWATAGAG(GGTAA
CTCAGTAATGATCCCTCCGCTGGTTCACCTACGGAGACCTTGTTACGACT
TTTACTTCCAAGGGCGAATTCGTTTAAAACCTGCAGGACTAGTCCCTTTA
GTGAGGGTTAATTCTGAGCTTGGCNTAATCATGGTCATANCTGTTTNCT

Colletotrichum acutatum isolate TS 12.1.2 ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.85
ribosomal RNA gene, spacer 2, nd large RNA gene, partial sequence

Sequence ID: MH921286.1 Length: 826 Mumbar of Matehes: 1

Ra

£ 194 to 403 GEISAN GRNIGS

1122 bita(507) 505/510(08%) or610(us Plus/linuz

Query M CTTATTGATATECTTAAGTTCAGCEGETAT TCETACCTEATECGARGTCAR 3
\\H\H\HI\HIHHHIH\HHHHIHIIHIH

sbjer se3 CATATGLTTAAT TCAGCELETATT CCTACCTEATCCRAGETCAR 744

query 51 coceeTT 152
\\H\H\HHHIHHHIHH\HHHIHIIHIH

Sbjet 743 GGe66TT 2

query 154 ¢ CAGEC TCCEORACEY accrT Toes 213
VLTI T

sejer esx e BAREL T GEEACEET CCSLLALTACLT T TAAGSRCCEACETCae B2

i, e o

1 | |

Sbict 613 C CAMACCAGCETECTTRIGEST T EAM TEACECTCOUCASECATEE 561

Query 174 TCeC TCBATEATTCACTEATTCTS 333
HHIHIHHHHHHMIHIlHIIHHHIHH‘HHHIHIIHIH

stler sez ATEATTCACTRRATTCTS 324

Query TECOTTEITCATCRTECCAMCCANGAGATE 253
4 TUTHTUETTTTTETTTETI LI

sbjet GCGTTETTCATCEAT ECCABIAC LETTE

Query naATAGH 453
IHHHIH HHIHIIHIH

cbjer AAATAGH 284

uery o s 15
T T s o S P

Seyer T 2

query CEAMGCANCCETTAGETACGTTEACARMGEETTA | 573
T TICLT CTTT T

spjet CARGCACERT TAGTALST TCACAMAEETTA 250

query CTGRTTCACCTACGEAGACCT TEITATEAr 533
LTI TCTTTLTH T

spier CTEST T CACCAACGEAGALLT TBTTALEA 284

Query

spict

1T LOCUS  MH931266 826bp DNA linear PLN 25-SEP-2018

4/28/2024



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

4 LOCUS  826bp DNA linear PLN 16-APR-2024
DEFINITION Colletotrichum acutatum isolate TS 12.1.2
ACCESSION
VERSION
KEYWORDS .
SOURCE  Colletotrichum acutatum
ORGANISM Colletotrichum acutatum
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;

Colletotrichum; Colletotrichum acutatum species complex.
REFERENCE 1 (bases 1 to 826)
AUTHORS TBD
TITLE TBD
JOURNAL TBD
FEATURES Location/Qualifiers
source 1.826
/organism="Colletotrichum acutatum"
/mol_type="genomic ONA"
/lsolaunn sourc 4
/host="Solanum tuberosum ‘Pontiac’
/db_xref="taxon:27357"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"

/PCR_primers="fwd_name: ITS5, fwd_seq:
ggaagtaaaagtegtaacaagg, rev_name: ITS4, rev_seq

4/28/2024

1
Gene <1826
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
mRNA  <1.>826
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product="Colletot um acutatum isolate TS 12.1.2"
s <1826
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product="Colletotrichum acutatum isolate TS 12.1.2"

ORIGIN
1 GGGGCGATTGATTTAGCGGCCGCGAATTCGCCCTTTCCTCCGCTTATTGATATGCTTAAG
AATTTG

hal T

121 CAAGAGTCCCTCCGGATCCCAGTGCGAGACGTTAGTTACTACGCAAAGGAGGCTCCGGGA
181 GGGTCCGCCACTACCTTTAAGGGCCCACGTCGGCCGTGGGGCCCCAAAACCAAGCGGTGC
241 TTGAGGGTTGAAATGACGCTCGAACAGGCATGCTCGCCAGAATGCTGGCGAGCGCAATGT
301 GCGTTCAAAGATTCGATGATTCACTGAATTCTGCAAT CACAWACWATCGCATTTCG(
361 TGCGTTCTTCATCGATGCCAGAACCAAGAGATCCGTTGTTAAAAGT TATTTG
TGTGCCACTCAGAAGAGACGTCGTGTAAATAGAGTI'FGGTI'FCCTCCGGCGGGCGCCCCG
481 TCCCK CGGCGCC GCTTCCCCTGCCCGCC
541 GAAG(AACGGWAGGTACGWCA(AAAGGGWATAGAGCGGTAACTCAGTAATGATCCCT
601 CCGCTGGTTCACCTACGGAGACCTTGTTACGACTTTTACTTCCAAGGGCGAATTCGTTTA
661 AAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTAATTCTGAGCTTGGCNTAATCATGGTC
721 ATANCTGTTTNCT

8

\

\

C [CT54]: When possible, may you please

provide primers for this sample (Colletotrichum acutatum
isolate TS 12.1.2 )2 Under Table 1 ‘Endophyte isolatiof
there is no ITS or TEF primers associated with this fungi

{Cnmmented [CT55R54]: ITS?

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from \suIT(Ed fungi

4/28/2024

GGGCNANTGANTTTAGCGGCCGCGAATTCGCCCTTTC
CTCCGCTTATTGATATGCTTAAGTTCAGCGGGTATCCCTACCTGATCCGA
GGTCAAAAGTTGAAAAAAAGGCTTAATGGATGCTAGACCTTTGCTGATAG

CWGGCGTAATCATGGTCATANNN INTGTTTTCCTGA

Alternaria angustiovoidea isolate BM5 small subunit ribosomal RNA gene, partial sequence;

Sequence ID: MK910060.1 Length: 600 Number of Matches: 1

Range 1: 2 to 599 &

ank  Grar

core “Expect  Identitie Gaps “Strand
1105 bits(598) 0.0 598/598(100%) 0/598(0%) Plus/Minus
Query 34 i ATCCCTAC TGAHTTTG‘KI«?G‘H
AAGTTCAGCGGETATCCCTACCTGATCCGAGGTCAL
C
|

TTTCCTCCGE
LLLLELT
TTTCCTCCGC

ittt
HAHGIIE

&=t

c
I |
Sbict 599 g C 548
sttt b
Sbjct 530 AAGTTGAAAAAAAGGCTTAATGGATGCTAGACCTTTGCTGATAGAGAGTGCGACTTGTGE 482
Query 154 TGCGCTCCGAAACCAGTAGGCCGGCTGCCAATTACTTTAAGGCGAGTCTCCAGCARAGCT 213
DLCLELLLLEEL LU EL L LT LT
TTAAGGCGAGT

sopee a7s LHUAMHIMUUIU IS HULUIHE A o
sosce 410 AMAMALUAUAUAL AU AEE UG sco
Query 274 TGCCCTTTGGAATACCAAAGGGCGCAATGTGCGTTCARAGAT TCGATGATTCACTGAA 33

T
RN RN AN S SRR NN AR NN AN RN RNl
Sbict 359 TGCCCTTTGGAATACCAAAGGGCGCAATGTGCGTTCARAGATTCGATGATTCACTGAATT 392

Query 334 CTGCAATTCACACTACTTATCGCATTTCGCTGCGTTCTTCATCGATGCCAGAACCAAGAG 39
LELLECTETL L LT LTI

Sbict 299 CTGCAATTCACACTACTTATCGCATTTCOCTGCGTTCTTCATCOATOCCAGAACCAAGAG

Query 394 ATCCGTTGTTGAAAGTTGTAATTATTAATTTGTTACTGACGCTGATTGCAATTACAAAAG 453
\ ALLUELELEL L L LT E LTI EL T
Sbict 239 ATCCGTTGTTGAAAGTTGTAATTATTAATTTGTTACTGACGCTGATTGCAATTACAAMAG 189
GTTTA
L
T

el ittiihitinin .

Soict 179 GTIATTTIEICLT A TR TG AL A A MAAMAMTAS MM 220

Query 514 AAGGGTGAATAATTCAGCAAS TAACCCCGAGAGGTTCCAGCCCGCCTTCA 3
timtithiomiitsnotiimasmditicii

soict 115 AGTUMATTACAMUU MU AT oo

Query 574 TOTANTGATCCCTCCOCAGSTTCACCTACGGABACC T TTACGACTTTTACTICCAA
ittt

seict s HIAMHAUEHUMHILUSAHUBE UL -

1 LOCUS  MK910060 600bp DNA linear PLN 16-MAY-2019

ernal transcribed spacer 1, 5.8 ribosomal
RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequence

C [CT56]: Perhaps Alternaria angustiovoidea,
as the Genera-species? This was the closest identity match
in the NLM that had a Genera-species, and the second
closet idenity match overall; almost all other identical
matches at the top of the ranges were Alternaria spp. ...




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

J LOCUS  723bp DNA linear PLN 16-APR-2024
DEFINITION Alternaria angustiovoidea
ACCESSION
VERSION
KEYWORDS .
SOURCE  fungal sp.
ORGANISM fungal sp.
Eukaryota; Fungi.
REFERENCE 1 (bases 1 to 723)

JOURNAL Unpublished
FEATURES Location/Qualifiers
source 1.

Jorganism="fungal sp."
/mol_type="genomic
/isolation_source="stems'
/host="Solanum tuberosum ‘Pontiac’
/db_xref="taxon:1709941"
/country="USA: Marvland
/lat_lon="39.026, -
Jcollection_date: ‘zon”

| /PCR_primers="fwd_name: ITS5, fwd_seq:
#gasBtaaaagtcgtaacaags, rev_name: [TS4, rev_seq:

|

DNA"

4/28/2024

Gene  <1.>723
/gene=""contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 28S ribosomal RNA"
mRNA  <1.>723
/gene=""contains 18 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 28S ribosomal RNA"
/product="Fungal sp. strain OTU2"
s <1723
/gene=""contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"
/product="Fungal sp. strain OTU2"
OI'(IGIN
GGGCNANTGANTTTAGCGGCCGCGAATTCGCCCTTTCCTCCGCTTATTGATATGCTTAAG
51 noxaceesmrcccmcc GATCCGAGGTCAAAAGTTGAAAAAAAGGCTTAATGGATGC
121 TAGACCTTTG! 'AGAGAGTGCGACTTGTGCTGCGCTCCGAAACCAGTAGGCCGGCTG
1 ECAATTAC!TTAAGGCGAGTCTCCAGCAAAGCTAGAGACAAGACGCCCAACACCAA CAA
241 AGCTTGAGGGTACAAATGACGCTCGAACAGGCATGCCCTTTGGAATACCAAAGGGCGCAA
301 SCGTTCAAAGATTCGATGATTCACTGAATTCTGCAATTCACACTACTTATCGCATTT
361 CGCTGCGTrC!TCATCGATGCEAGAACCAAGAGATCCGWGTTGAAAGWGTAAWATTA
421 ATTTGTTACTGACGCTY TTTATGTTTGTCCTAGTGGTGGGCGA
481 ACCCACCAAGGAAA( (AAGA \GTACGCAAAAGACAAGGGTGAATAATTCA( GCAAGG(TGTA
541 ACCCCGAGAGGTTCCAGCCCGCCTTCATATTTGTGTAATGATCCCTCCGCAGGTTCAC
6 ACGGAGAC(.TTGTI'ACGACFI'FTACITCCAAGGGCGAAWCGWTAAACCTGCAGGACTA
661 GTCCCTTTAGTGAGGGTTAATTCTGAGCTTGGCGTAATCATGGTCATANNNNTGTTTTCC
721 TGA
"

=3

2

[CT57]: When possible, may you please

provide primers for this sample (Fungal sp. strain OTU2 )2

Under Table 1 ‘Endophyte isolation...”

primers associated with this fungi ...

there is no ITS or TEF

Commented [CT58R57]: ITS?

USDA-ARS-GIFVL Supplementary Table S1.

GAN(TC(GTGAGCTGCrcGTGGTGcMcT(AAc
ACTTGACTTCAGTGGTGACGGCAGCAGGAGCGAAGGTAACGACCATAC

AGGTCTCCTTGATGATTTCGTTGAAACGGTCCTCGGACCACTTGGTGGTG
TCCATCTTGTTGATGGCGACGATGAGCTGCTTGACACC)

CAGGGCGTGCTCACGGGTCTGGCCATCCTTGGAGATACCAGCCTCG!
ACTCA((AGTACCAG(AGCAATGATGAGAATGGCACAGTCGGCCTGCGAA
GTACCAGTAATCATGTTTTGNNAANNNNGGGGTTTTTAAAAAAAA/

T CCCTAAGGC :rATrTTTTTTTGNNAAAA

AAAAAAAATTTTTTTAAAAAACACCGACTTGGGGGGNAAAAAAAAAAANCC
TCTC NTCAAAC NGCNACAACAATAATA

Sequence G WT

18301 Longinc 633 Mumber of Matonws: 1

R 503 tx G0 Sangant Grssnss

ITS region sequences from isolated fungi.

1 alpha (TEFta) gene, partial cds

sbesis) a0 ez
-
¥ ittt
Seict 68 CICGRTiAGLT

Query 5

serer s
Query 134 4 CTTTAgACATE TreTeser

LTI T AT AT T
SUICU 483 ASTIECARTACCACCOATCTTTAGACAT (LT AAR GOOOCARACECARASOE TT L TE AT

Query 1m0 Aegre 2
T LU LT T T T

Shict 420 GUGTLGUTTUGOGGLCTCARTEGARTUGATGOLLTCAAGLARKGTCTTGLGAGT GALLTT

Query 2

seret e o

-
e T T T T T e

st 3

Cuery 38z

seict 28
Query 420
Soger 188

HHH\HH\HH\\HI\HMHHIHHIHH i HyrHHHHIHH

Query ame

1T
Shict 126 AMGGIGHGCE

Query 5%

2 TersAETAT
T T T

Seict s

1 LOCUS  MT881830 783bp DNA linear PLN 24-APR-2024
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USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
Pontiac. 5

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
4 10CUS  MT881830 783bp DNA linear PLN 24-APR-2024
DEFINITION Biscogniauxia mediterranea strain 18EPLE0OS translation initiation factor 1 alpha (TEF1a) gene, partial cds.
ACCESSION GANTTAGCGGCCGCGAATTCGCCCTTTC
VERSION CTCCGCTTATTGATATGCTTAAGTTCAGCGGGTATTCCTACCTGATCCGA
KEYWORDS . GGTCAACCTTGAGTTAAAGATGGTCTTTAACGGCAGGAGCGCGCCGCAAC
SOURCE  Biscogniauxia mediterranea GTCCCTAGCGAGATAATGAATTACTACGCTCGGAGTTGTAGCGAGCCCGC
ORGANISM Biscogniauxia mediterranea CACTTCCTTTCAGGGCCTACGGCAGCCGTAGGGCCCCAACACCAAGCAGG
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina; GCTTGAGGGTTGAAATGACGCTCGAACAGGCATGCCCGCTAGAGTACTAG
Sordariomycetes; Xylariomycetidae; Xylariales; Xylariaceae; CGGGCGCAATGTGCGTTCAAAGATT
Biscogniauxia. CACAWACWATCGCATFTCGCTGCGTTC!‘TCATCGATGCCAGAACCAAG
REFERENCE 1 (bases 1to 783) AGATCCGTTGTTGAAAGTTTTAACTTATTTGTTTTTTACTCAGAGATGCC
AUTHORS  Unpublished ACTATAATACAGAGTTTCGTACCTCCGGCGGGCGCCCCACACCTCCGGAG
TITLE  Unpublished GCGGGGCTGCEGECECCCCC CGCGCCGCCGAAGCAACT
JOURNAL Unpublished TOOACGAGTTCBCGATGGTTTTAAGTAGCCTITCGCTTCTAATAATGAT
FEATURES Location/Qualifiers CCCTCCGCTGGTTCACCAACGGAGACCTTGTTACGACTTTTACTTCCAAG
source  1.783 GGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGTTAATT
Jorganism="8iscogniauxia mediterranea" CTGAGCTTGGCGTAATCATGGTCATANNNNGNTTTTCCTGA
/mol_type="genomic DNA"
;‘::g"“s"&:’::xt::‘gim pontiac Ganiochasta sp. 6 BR0-2013 185 par 1,588 gene, and Commented [CT61]: Should the Genera be
e et 7377 2, complete | Aureobasidium sp, and not Coniochaeta sp? They both have
/country="USA:Maryland" Camgie AU it 48 Rk Y || the same identity match (99.83%) in the NLM but the
/lat_lon="39.026, -76.925" e i e B s || former is a longer sequence length (852 > 749).
Jcollection_date="2021"
-« oy T ey St | B
/PCR_primers= fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC 1105 bits(558) 05 £OD/501(20%) are0iony Plus/Minus I C°mm9"‘°d [n§2R§1]' Please see comment below, as
fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Erl3, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC” Query 35 TITCCTCCGCTTATTEATATGH 5 s | ceraes determination, for the latter, if such is accurate -
gene <1.>783 LLLTELURLELNTLLEE LT ||| right determination ...
erLa Ghjet 638 TTTCCICCECTTATTEATATG B (|
/gene="TEF1a Il
Query 5 COTTGAGTTAAMGATGET 12 |
<1.>783 gttt It
Shjet E78 COTTGARTIAAAGATCGT =15 Il
awry s T 2o Il
IH\H\\H\\H\\H\\HHHHH\HHHHHHHHIHIIHIH Il
sojer sua = I
|
QIR 265 CTASRCC A CCAACAGEC T TEASERTTEAATEACSCTCRMCASSEATREC 284 |
1 . C [CT59]: This hasn't been included typically, [t i Il
/product="translation initiation factor 1 alpha p " Sulct 451 CTAGGRCCCOMEICOUECISEECTTENEETTEMATICECTCOICAGITNTECS 395 Il
OI'(IGIN should it be? Applies to all samples here. i
GANCTCCGTGAGCTGCTCGTGGTGCATCTCACGGACTTGACTTCAGTGGTGACGGCAGE e T i
Commented [CT60R59): Seems as if such is more sttt ' < s I
51 AAGGAGCGAAGGTAACGACCATACCGGGCTTGAGAACACCAGTCTCGATACGGCCGACGGG N IicablewheE\ thewhc\ichromosome — i TICTATIATTEACTSMTTEDEE: 3209 Il
121 CACAGTTCCAATACCACCGATCTTGTAGACATCCTGAAGGGGAAGACGCAGAGG c eE O N i BU ettt Il
181 GGTAGGTCGCTTGGGGGGCTCAATCGAGTCAATGGCCTCAAGCAGGGTCTT) AAC Bty Ly T, (i s, s e iRl ety Shfet 33 ANTTOAGTTACTTATCGGATTTCECTECs CTCCLADARAILE 275 Il
241 CTTGCCACCCTTGTTCTCCTTCTCCCAGCCCTTGTACCAGGGGCAGTTGGTAGAGGCAGT greater script and biological accuracy as time moves Sy, S T T A TR TR e — Il
301 CAACATGTTGTCAC cce TGAAA(CAGAGATGGGGACGAAGG(AACGGTLTTGGGG GTA forward; thanks : TRyl Il Il
361 TCCOACCITCITOAT AAACGOTEEICO0A e oo, e o SehamT AT T A A B T e s |
421 C“C"GGTGGTG'CC“C”G"G“TGGCG‘CG‘“GAGC‘GC"G‘C‘CCMGGG'GT‘ N i |
481 GGCAAGCAGGGCGTGCTCACGGGTCTGGCCATCCTTGGAGATACCAGCCTCGAACTCACC Ceper 4 Tee ! UL e |
541 AGTACCAGCAGCAATGATGAGAATGGCACAGTCGGCCTGCGAAGTACCAGTAATCATGTT QUEFY 505 AGAGGCLCCGNCCEECAGCAN T TEGATGAG T TCGEGATGET T TARGTAGECYTTEGE 564 |
601 TT ™ T CCCTA GV TP |
Shjet 164 GLACLLL TTAMGTARLLITILS o5
661 AGGGCCATCTTTTTTTGNNAAAAAAAAAAATTTTTTTAAAAAACACCGACTTGGGGGGNA |
Uery 565 CTTCTAATAATGATECCTECGE TOOTTCACCAAE G ACGACTTITACTIC 524
721 crerc NTCAAACI NGCNACAACAATA o I\HH\H\\H\\HHI\HIHIIHIIHHHIH\HHIHHHIIHIH
781 ATA Sriet 5 CTTCIATAATGATECCTECOUTGET TOAC A GOARACCT TG TTACGACTTITAC T 35
Vi awery @5 ¢ e
sedet 2 Lom

1 LOCUS  KF367565 749bp DNA linear PLN10-SEP-2013



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
4 LOCUS  719bp DNA linear PLN 16-APR-2024
DEFINITION Coniochaeta sp. 6 BRO-2013

1

ACCESSION

VERSION

KEYWORDS . .

SOURCE  C¢ b BrO-2013 [CT63]: Should the species for this genus of

‘ORGANISM Coniochaeta sp. 6 BRO-2013 K 5 !

2 0

Eukaryota; Fung; Dikarya; Ascomycota; Pe. fungi be velutina or deborreae? The fomer is what |
A

induced-infered from BLASTing-etc. @ NCBI ....

Coniochaetaceae; Coniochaeta

REFERENCE 1 (bases 1 0 719) Commented [CT64R63]: Please see comment above, as

AUTHORS  Unpublished per Genera determination, as the Coniochaeta may not be
TITLE Unpublished correct, possibly Aureobasidium ... Let me know when you
JOURNAL Unpublished get a chance; thanks

FEATURES Location/Qualifiers

source  1.719
/organism="Coniochaeta sp. 6 BRO-2013"
/mol_type="genomic DNA"
/isolation_source="stems"
/host="Solanum tuberosum ‘Pontiac’
/db_xref="taxon:1354882"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcge, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,
fwd2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtccgtaggtgaace, rev2_name: M13R-ITSA, rev2_seq; caggaaacagctatgactcctcgcttattgat”
Gene  <1.>719
/gene="contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2,and 285 ribosomal RNA"
MRNA  <1.>719
/gene="contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.8 ribosomal RNA, internal transcribed spacer
2,and 285 ribosomal RNA"
Coniochaeta sp. 6 BRO-2013"

cos
/gene="contains 185 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"
/product="Coniochaeta sp. 6 BRO-2013"
ORIGIN
1 GANTTAGCGGc(GceAAﬂcecc(mcc‘rccecrm'rlGArATscrrAAGncAG(GGG
61  TATTCCTACCTGATCCGAGGTCAACCTTGAGTTAAAGATGGTCTTTAACGGCAGGAGCGC

121 GCCGCAACGTCCC[AGEGAGATAATGAATTACTACGCTCGGAGWGTAGCGAGCCCGCCA
181 CTTCCTTTCAGGGCCTACGGCAGCCGTAGGGCCCCAACACCAAGCAGGGCTTGAGGGTTG
241 AAATGACGCI'CGAACAGGCATGCCCGCTAGAGTACTAGCGGGCGCAATGTGCGTFCAAAG
301 ATTCGATGATTCACTGAATTCTGCAATTCACATTACTTATCGCATTTY

361 ATCGATGCCAGAACCAAGAGATCCGTTGTTGAAAGTTTTA/ CWA'HTGTHT”

421 GAGATGCCACTATAATACAGAGT!TCGTA((T(CGGCGGGCGCCCCACACCTCCGGAG G
481 ,GGGCTGCGGCGCCCCC "CGCGC AACTTGGACGAGTTCG
541 CGATGGT'ITI'AAGTAGCCTWCGGCI'I'CTAATAATGATCCCTCCGCTGGWCACMACGG
601 AGACCTTGTTACGACTTTTACTTCCAAGGGCGAATTCGTTTAAACCTGCAGGACTAGTCC
661  CTTTAGTGAGGGTTAATTCTGAGCTTGGCGTAATCATGGTCATANNNNGNTTTTCCTGA

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences ‘lmm isolated fungi.

CCCCT(GGCGAGCTGCTCGTGGTGCATCTCGACGG
\CTTGACTTCAGTGGTGACGTTGGAAGGAGCGAAGGTGACGACCATACCG
GGCTTGATGATACCAGTCTCGATACGGCCGACGGGCACAGWCCAATACC
GCCGATCTTGTAGACATCCTGGAGGGGAAGGCGGAGGGGCTTGTCTGTGG
GACGCTTGGGGGGCTCGATGGCGTCAATGGCCTCGAGAA TTGCCA
GTGACCTGGCCACCCFTGCCCT(LTTGGACCAACCC‘WGTACC \GGGGCA
GTTGGTGGAGGGGGAAAGCATGTTGTCG! AAGCCGGAGATGGGGA

CGNNNTCATGTTTTACGGCACCCNNNATCATNTTCTTNTNAAACGCGCNC
NNNTTCAAAAAAAAAAAAAAA

Ce [TCTRAG5]: Closest match @ NLM-NCBI is a
longer sequence, maybe don't include this? Why is there no
GenBank # given? You know more than me, on these
matters, so just let me know when you get a chance? Have a
good one.

1-alpha (tef1b) gene, partial cds

. ga

Sequence ID: MWE90106,1 Length: 896 Number of Matches: 1

Range I: 1 10 363 Gerbonk Gaplic

= = = )

935 bits(505) oo s3/352(57% 0/562(0%; Plus/inus.

Query T COCTCBRCANGCTECTCOTGETECATCT CTTCAGTETEACET TSR
& ACVLEEL TETEITTTLETLEEE T \ I \ HH H INRLRNRRNRRLRANTY)

Shiet 56 LCCHCOOTAMLTEETEGT O oA CHOALEEACT TEAC T TCAGTCGTEACET TR

Query 62 GOOCBGTEAC GG T ACOO6CT TEA TN TACCAGT CTCEATACGOCCSALT

LLTLOLLLL ATLDUL LTI LT LU T
shiet ser sedtedsthndcietbast et ctheretabicet e UL

Query 122 ACAGTTECAATACCECCBATCTTE
NI
SbYeT 447 ACAGTTCCAATACCACCGATCT

T6

Query 182 TTEEEEGECT CACAAGEETCTTGOCAGTEACL
HHHumlmlmlwmm IIHHHHHHHHH [T
spjer sz TTGEEEG6L T CEATGEGT (GATGE GEGTCTTACCRGTGALL
QUeRy 47 LA TEOCE IO TERAC AN CLT TETACCAGGERCART TERTERAGESERAY
L AN Dy RN AR )
Sbict 322 TEGCCACCCTTACCOTCCTTERAC TTEETORAECECA
Query B2 AGCATETTTCOCCETTEANS GGG T 6O CEMAGCAACEETCTTEEGRTTSTAT
ACTELTCTTETTUCUE T ERTCL LRI T T
spiet AECATETTE AACCCEAGAT COCRACEAMGLAACBET CTTGEEGITETAS
Query 362 gomcen TATCTCET T TAMCEGTCCT

CTTOATGANGTTEGAGTCTCCTTGATEATET
mHmm\mHlmmlmlmnum |
Ter TTEATGATCTCGTTETASCEGTC

shiet 200 LB

TAGACATCCTCEARGEOAGEL CCAGEECTT
IECELCTCELTCCU T T
TAGACATCCTGEAGGEEANGALGEAGTERLTT

= e
JRRNITI]
tale

Query 422 CACTTGLCAGTGICCATETTET TEAT TALAMCTECTTE: crenac
O )
SPCT 147 CALTTGRCAGTOTCCATCTTGT TCATGOUARCAATEARL TGLT TAACALEGACETEIAG
Query & T TCTEGCCATCC T TEEAGATACGAGC CTEGACTCACCE
CCUTPLECC TR TEUL T
spjer 6 ST CCATCLT TEEAGAT ACCAGCLTCGAALT!
Query 547 GTACCERCAGEATEATEAGEA
LTI
Sbfet 22 GTACCORCAGLEATEATEAGEA

1 LOCUS  MW890106 896bp DNA linear PLN 07-JUN-2021



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
LOCUS  856bp DNA linear PLN 24-APR-2024
DEFINITION Coniochaeta deborreae strain BE19_001008 translation elongation factor 1-alpha (tef1b) gene, partial cds.
ACCESSION
VERSION
KEYWORDS .
SOURCE  Coniochaeta deborreae
ORGANISM Coniochaeta deborreae
Eukaryota; Fungi; Dikarya; Ascomycota; Pe
iy e

Coniochaetaceae; Coniochaeta.

REFERENCE 1 (bases 1 to 856)

AUTHORS Unpublished

TITLE Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

source 1.856
Jorganism="Coniochaeta deborreae”
/mol_type="genomic DNA"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Pontiac’
/db_xref="taxon:2823762"
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
primers="Fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC
Fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Er13, rev2_seq: caggaaacagetatgacGACGTTGAADCCRAC”
gene <1.>856
Jgene="tef1b"
<1..>856

Jgene="tef1b"

/product="translation elongation factor 1-alpha"
URIGIN

CCCCTCGGCGAGCTGCTCGTGGTGCATCTCGACGGACTTGACTTCAGTGGTGACGTTGGA

51 AGGAGCGAAGGTGACGACCATACCGGGCTTGATGATACCAGTCTCGATACGGCCGACGGG
121 CACAGTTCCAATACCGCCGATCTTGTAGACATCCTGGAGGGGAAGGCGGAGGGGCTTGTC
181 TGTGGGACGCTTGGGGGGCTCGATGGCGTCAATGGCCTCGAGAAGGGTCTTGCCAGTGAC
241 CTGGCCACCCTTGCCCTCCTTGGACCAACCCTTGTACCAGGGGCAGTTGGTGGAGGGGGA
301 AAGCATGTTGTCGCCGTTGAAGCCGGAGATGGGGACGAAAGCAACGGTCTTGGGGTTGTA
361 TCCGACCWCT!‘GATGAAGTTGGAGGT(TCCTTGATGATCTCGTTGTAACGG CCTCGGA

a21 TTGACACCGAGGGTGTA
481 GGCIAGGAGAGCGTGCTCACGGGTETGGECATECTIGGAGATACCAGCCTCGAACICA
541 GGTACCG GCAATC CAGTGATCATGTT

TTTTTTAAAAAAAAAATTG AA IACAAACTT(

661 ECCAAAANNNNNTCAAC!TTGTNCACAANNNNCAACAATCCCETCNATACCAATCTNACG

721 GGCAAGAAGCAAGTGCTCACGGGTCTGGGGCATCTGACCATCGGAAGCGGCAACGACATG

781 NNNNCCGNNNTCATGTTTTACGGCACCCNNNATCATNTTCTTNTNAAACGCGCNCNNNTT
CAAAAAAAAAAAAAAA

4/28/2024

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated lungl

CATTATCGAGTTTTGNNGGGTTGTAGCTGGCCTCATAC

CG
CGTATAACGCATCTTTATACAACTTTCAGCAACGGATCTCTTGGCTCTCG
AAT
TCAGTGAATCATCGAATCTTTGAACGCACCTTGCGCTCCCTGGTATTCCG
GGGAGCATGCCTGTTTGAGTGTCATGGAATTCTCAACTCTTAATACTTTT
TTGTATCAAGAGCTTGGACTTGGAGGCTTGTGCTGGCTGCTCGTTCAGTC
GGCTCCT(.TGAAATGCATTAGCGTGAATMATATGGATCG(.TFCGGTGTG
ATAAWATUGchcGTAGTCGTGAAGTACWGATMCGWACG

AATCGTCCTTCACGG ACTTTTTGACCTC CAAATCAG
GTAGGACTACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAGTEATAG
NNNNTTTTCCCNGGA

Phiebiopsis flavidoalba strain WZ-144 small subunit ribosomal RNA gene, partial sequence; internal transeribed spacer 1, 5.85 ribosomal
RNA gene, 2 quence; RNA gene,
Sequence ID: MNBSS290.1 Lengtn: 662 Numaer of Msiches: 1

£ 29 to 661 CenBank GraonEs

. T

1148 bite(522) oo e (Ean)

Guery 1 CATIATCCMTITIC MM TETaCTeREC 50
LT LT

Shick 28 ChTIATCoeT HHeaschu AR E 5

Query B8 CATCCACTCTTCACCTETGTOCA ns
T T

SEIT B0 CATCCALTCITTCARCCTCTETSEAC e

Query 120 COAGTTITTGACTERAMAACTITET s
IPTLTUTITTCT T T

SEJET 199 CBAGTILTTGACTERARAAACLTTTET 26

ey 2 AT =

T
Sulct 203 ETTTATCTECSTATAACEGTCTT 2

@
|
@
auery 200 &
&

T TG CECNECETEC o0
LTI T

SEict 265 ATCGATEANGAACEAGCOAMTECE B

Query 300 AT O SO CT 6T CCCTOETAT T CCCOEEACCATErCTOTT) B

) HIT T P T O

Sbict 323 TCGAATCTTTGAMCGCACCITGLGCTCCCTGOTATT LCEEERACEA a5

Query 366 TOATGEAMTTCTGUCTCTTANTACTTTTTTG 18
AP T T

Skjet 300 TCATCGARTTLTCAACTETTAATACTITTTTGTA o

Query 426 GCTOOCTOCTCE]TOAGTCOGE TCCTCTOARATEL: e
ST T

Chjet 448 COIGELTCUICGI TEALTLLOLTCLTLTEAAAT en

Query 480 Tare s
i i

sejer se9 TATE o a6

Query 530 ATCGTCCITOACGERAGIATTAMCCCTRACTT 555
i

Skct 569 ATEGTCCTTCACCRGACAT AMACECTRALTT 2

Query 830 COCTEANTTARGEH cosioas
IR | HIH | T

Sbict 623 COTEMCTTAAG ARGSLEESE

1 LOCUS  MN856290 662bp DNA linear PLN 25-DEC-2019



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

4 LOCUS  653bp DNA linear PLN 23-APR-2024

DEFINITION Phlebiopsis flavidoalba strain Wz-144

/ACCESSION

VERSION

KEYWORDS .

SOURCE  Phlebiopsis flavidoalba

ORGANISM Phlebiopsis flavidoalba

Eukaryota; Fungi; Dikarya; Basidiomycota; Agaricomycotina;

Polyporales; Phlebiopsis.

REFERENCE 1 (bases 1to 653)

AUTHORS Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers

[source 11653

4/28/2024

[CT66]: This is the first of the two

Jorganism="Phlebiopsis flavidoalba"
/mol_type=" genomchNA"
[isolation_source="stem:

/host="Solanum wberosum ‘Purple Majesty””
/db_xref="taxon:467968"
/country="USA:Maryland"

/lat_lon="39.026, -76.925"
Jcollection_date="2021"

/PCR_primers="fwd1_name: ITS1, fwd1_seq; tccgtaggtgaacctgcge, revl_name: ITS4, revl_seq: tectcegcttattgatatec,
fw

the 1% on Table 1
e i i o S s A ol e
the site as field. Would this be the sample corresponding to
the greenhouse, correct? Would you like site/location noted
iin the source section (applies to all given samples here)?

2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtccgtaggtgaacc, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactcctccgcttattgat

fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC

fwdd_name: Ef13, fwdd_seq; gtaaaacggccagGAYTTCATCAAG, rev4_name: Er13, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC”

Gene <1653
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5,85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

mRNA  <1.>653
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Phiebiopsis flavidoalba strain WZ-144"

s <1653
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Phlebiopsis flavidoalba strain WZ-144"

GIN
CATTATCGAGTTTTGNNGGGTTGTAGCTGGCCTCATACGGGGCATGTGCACGC:TGGCTC
GACAAGGTCGAGTTCTTTCA(

GCTTCT/
‘GACCTCAAATCAGGTAGGACTACCC
601 GCTGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGNNNNTTTTCCCNGGA

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

EF Phlebiopsis flavidoalba_0Q95449:

NGGANCCCTGCTCGAGCTGCTCGTGGTGCATCTCGA
CGGACTTGACCTCAGGTGGTCACACCGACGGGGGCGAAGGTGACGACCAT
ACCGGCCTTGATGATACCAGTCTCGACACGACCGACGGGCACCGTGCCAA
TACCACCAATCTTGTAGACATCCTGGAGGGGGAGACGGAGGGGCTTGTCG
GAGGGACGGACGGGGGGCTCGATGGCGTCGATGGCATC!
AcccTrGACAAcAccAcccTTGGTc'rccrrGGrccAGccmGTAccA‘rG
CATGC CAGC
AACGTACTIGGAGGA:TC:TCCAACATGnGrcAccGTG((AG((GGAGA
TGGGGACGAACGCGACCGCCTTGGGGTTGTAGCCGACCTTCTTGATGAAG
CACTGTAA

GGGGTTCTTNCCGTCCNGNNNACCAAGTGCNNNNCCCATGATTNNNNGAA
TTGTTNCNGCCCTCAAAGTTGTAATTAANNNACAAAGTCGCGCATTTCNN
NGTCGACANNNCTCNNGCATCCTCGGGGCCCNAAAATTTGGTCAACCTIG
CCNNNCCTNNTGATTCCGAA(
NCAANTGTTCCCTTNNCTNNNI NATTNNNCNNTNNGTAGCGGAANNNNNAA
TAAANNNCNNGTCCATTNNNNNGNNNNNNNNNTTTT

Phlebiopsis I
Sequence I0: 009544941 Length: 1066 Numbar of Misiches: 1

Range 1: 110 663 GenBant Graphes

factor 1-alpha (TEF) gene, partial cds:

S Toantes Sae o
1128 bita(s0s) sas7888(s7% a/sesian) Plus/tins

Query & o
seiet egs

CTeCTCaAGCTECTCaTaETaCATC PSR
lllHIHIMHHIHHH!\I\I \ U \UwIIHIH
TG CTCEMECTGCTCETGETGATCT COACGGACTTAACCTE-ETRTEACACS

il

query &8

m THIHTEET
% TELCTCTOLTETRTETETITETT] T HHI H 1Tl HHIHIIHIH
skjst cee ™ TEATEATACCAGTCTY

Query 126
chjer e

TBCCAT, T
LTI L]
TECARTAC T

e g S

Seyer age
query 246
sejer aze
Query ze8
sejer 366
Query 268
sjet 3ee

Query 428

T
I\HIHHHHHH‘MMH i
TTGACGATTTE

Sbjct 246

Query 486 AATTTTEGTTGAG
Sefet 186 AATTTTCOT
Query 4t ATETTETY

sbler 126 Arerrert
Query e
spier 66

auery 655 frmen 71

st & ATeAss 1

1 LOCUS 00954494 1066bp DNA linear PLN 22-AUG-2023




USDA-ARS-GIFVL

L LOCUS  1072bp DNA linear PLN 24-APR-2024
DEFINITION Phlebiopsis flavidoalba isolate SH52 translation elongation factor
1-alpha (TEF) gene, partial cds.
/ACCESSION
VERSION
KEYWORDS .
SOURCE  Phlebiopsis flavidoalba
'ORGANISM Phlebiopsis flavidoalba
Eukaryota; Fungi; Dikarya; Ba: mycota; Agaricomycotina;
Polyporales; Phlebiopsis.
REFERENCE 1 (bases 1to 1072)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source

1.1072
Jorganism="Phlebiopsis flavidoalba"
/mol_type="genomic DNA"
/lsolanon source="stems"
/host=""Solanum tuberosum ‘Purple Majesty”
/db_xref="taxon:467968"
/country="USA:Maryland"

Jprimers= Fwdl name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC
fwd2_name: Ef13, fwd2_seq: gtaaaacggccagGAYTTCATCAAG, rev2_name: Erl3, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

Supplementary Table S1. ITS region sequences from isolated fungi.

4/28/2024

[CT67]: Same as the below comment? |

[CT68]: Should this be here? I've seen on a
few other samples but was wondering weather to include or

gene
mRNA bo n(<1.139,192..328,381..698,755..51072)
/gene="TEF"
/product="translation elongation factor 1-alpha"
cos [join(<1..139,192..328,381..698,755.>1072)
/gene="TEF"
/product="translation elongation factor 1-alpha"
ORIGIN not?

1 NGGANCCCTGCTCGAGCTGCTCGTGGTGCATCTCGACGGACTTGACCTCAGGTGGTCACA
61 CCGACGGGGGCGAAGGTGACGACCATACCGGCCTTGATGATACCAGTCTCGACACGACCG
121 ACGGGCACCGTGCCAATACCACCAATCTTGTAGACATCCTGGAGGGGGAGACGGAGGGGC
1
2
3
401 CATGTTGTCACCGTGCCAGCCGGAGATGGGGACGAACGCGACCGCCTTGGGGTTGTAGCC
461 GACCTTCTTGATGAAGGTGGAAGTCTCCTTAACGATTTCGTTGAAACGGTCCTCGCTCCA
521 CTGTAAATTTTCGTTGAGTTACCAAATACGGAAATCTATGATAAAAACGTACCTTGGTGG
5t
6:
701 CAATGATGAGGATGGCGCAATCGGCCTGGGAGGTACCAGTGATCATGTTCTNAAAANCNG
761 CCNNTGTTTTAATAAAAAAAAAAAAAAAAAGTCAACNNNTTCAACTATTTTGTTNNCACN
821 AATNNNGGGGTTCTTNCCGTCCNGNNNACCAAGTGCNNNNCCCATGATTNNNNGAATTGT
881 TNCNGCCCTCAAAG GTrGrAATrAANNNACAAAGTCGCGCATHCNNNGTCGA(ANNN:TC
941 NNGCATCCTCGGGGCCCNAAAATTTG \ACCTTGGTNNNTAAAAANNNCCCNNNCCTN
1001 NTGAWCCGAACNNGGGGTGCGANCNNCAANTGWCCCWNN(_TNNNNATTNNNCNNTNN
1061 GTAGC NNGTCCAT T

"

gEE
I
29
H
488
28
883
583
££¢
-5
2883
943
33¢
2az
g28
a o
342
£ag
282
2
gas
98
33 ¢
g3
238
2973
38
]
3%
928
e
ERF
293
§s3
EE
&3
g8
38
2
a
853
884
$-2
2
3

=R
84
24
a8
Q%
2
g
8
a3
a8
98
28
g8
88
88
93
9z
g
88
g
Fa
8
&3
5
]
§
2
g
g
£
£
g
g
g
g
g
g
g
z
5
£
:
g
8

Commented [CT69R68]: As per, previous comment, this
seems more applicable when the whole chromosome is
sequenced or near whole(y) sequenced,

USDA-ARS-GIFVL

CATTATCGAGTTTTGNCGGGTTGTAGCTGGCCTCATAC

CG
CGTATAACGCATCTTTATACAACTTTCAGCAACGGATCTCTTGGCTCTCG
AAT
TCAGTGAATCATCGAATCTTTGAACGCACCTTGCGCTCCCTGGTATTCCG
GGGAGCATGCCTGTHGAGTGTCATGGAAWCTCAACTCWAATACTHT
Rt

GTAGGACTACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAGTCATAG

Phiebiopsis 144 small subunit ibs | RNA gene, partial sequence; internal transeribed spac

Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

1, 5.85 ribosomal

RNA gene, 2, complote sequence; and larg
Sequence 1D MNBSS290 1. Lange 652 P o Motehes 1

Ranae 1: 29 to 661 Genfank Graoncs

5 pest eties o
1153 bits(E34) 00 530633(53%) 2233(0%)
Query 1 CATTATCGAGTTTG-NCGGET TGTAGE T6OCCTCATACEOBOC
TP T T T
Shjer 28 CATTATCGAGTTTTGAMCGEETTCTAGLTEECCTCATAC
Query 60 i il
[ !
sejer &9 CBOTEALAAGE
Query 120 oAt
stjer 149 COALARACS
Query 180 €
TUTELTITE T
selet 268 CAECCGEATC]
Query 248 ATCOATEANGAACECHGIGAMTG STANTETGAN
111
sbiet 269 TEAN
o \[ﬁ???ﬁﬁ{“"ﬁ"ﬂﬁ?ﬁ
Skjct 329 TCCOGERAGCATOLCTETTTEAGTS
Query 368 A CTTOEAGGCTTAT
[ LT
ckjer 3e CAMCACCT TEEALT TCEAGELTTET
Query 428 TTAGCGTGAAT TAATATOEATCAE
LT (LR
Skjct a3 ATTAGUGTEALT TAATATHAATLGE
Query 460 TTEAT) SCTTCT
LIELLELLLLLL LT EE ]
sejer sew TACTTEATAACET TTACGLITC 1A
Query 540 GACCTTARATCAGETAGCATTACE
LULLLLIELE T L]
sbjct 569 BACCTCARATCABET ABSACTALT
Query €08
stjet 829 L

[+ tocus  MNBse290 662bp DNA linear PLN25-DEC-2019|

RNA gene, qu

C [CT70]: Same resul as
the one before (Purple Majesty-1 Ph\eblopslsﬂav\doalba

MN856290)... Does the strain or any other detail need to be
altered, adjusted, edited, etc? O anything else overlooked?

Commented [CT71R70]: Assuming such is just displaying
of the diversity in differing host EndoPhyteRange that this
same EndoPathogen is present in, (albeit the same genus-
species-cultivar,) just different accessions / etc. of harboring
plant samples, etc. ...

\

C [CT72]: The current closest identity match
sequence in the NLM-NCBI is a longer sequence length (662
>638) and has a species determination beyond just the
Genera alone, please see previous comment for greater

\ | detail.

Commented [CT73R72]: flavidoalba strain WZ-144, as
species-strain ?




USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.

J LOCUS  638bp DNA linear PLN 14-APR-2024
DEFINITION Phlebiopsis flavidoalba strain WZ-144
ACESSION

VERSION

KEYWORDS .

SOURCE  Phlebiopsis flavidoalba

'ORGANISM Phlebiopsis flavidoalba

Eukaryota; Fungi; Dikarya; Basidiomycota; Agaricomycotina;

Polyporales; Phlebiopsis.

REFERENCE 1 (bases 1 to 638)

AUTHORS TBD

TITLE  TBD

JOURNAL TBD

FEATURES Location/Qualifiers

[source 8

4/28/2024

[CT74]: Please see previous comment-

3
/organism="Phiebiopsis flavidoalba”
/mol_type=" genomchNA"
/isolation_source="stem:

/host="Solanum wberosum ‘Purple Majesty”

Y-
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq; tccgtaggtgaacctgcge, revl_name: ITS4, revl_seq: tectcegcttattgatatec,

fwd2_name: M13-ITS1, fwd2_seq: gtaaaacggccagtccgtaggtgaacc, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactcctccgcttattgat

fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_name: Er, rev3_seq: GACGTTGAADCCRACRTTGTC

fwdd_name: Ef13, fwdd_seq; gtaaaacggccagGAYTTCATCAAG, rev4_name: Er13, revd_seq: caggaaacagctatgacGACGTTGAADCCRAC”

Gene  <1.>638
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5,85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

mRNA  <1.>638
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Phlebiopsis flavidoalba strain WZ-144"

s <1638
/gene="contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Phlebiopsis flavidoalba strain WZ-144"

ORIGIN
1 CATTATCGAGTTTTGNCGGGTTGTAGCTGGCCTCATACGGGGCATGTGCACGCCTGGCTC
AC CAC

\TGGAATTCTCAACTCTTAATAC \CTTGGAGGCTTGTG
a21 CTGGCTGCTCGTTCAGTCGGCTCCTCTGAAATGCA AGcGrGAATrAArAmGATchr

5
&
S
3
3
8
]
]
g
E]
H
3
g
a
a
3
8
29
i
93
]
3
3
g
83
E
2
2
3
H
H
3
z

TTTACGCTTCT/
UCAAATCAGGTAGGACTACCC
601 GCTGAACTTAAGCATAT(AATAAGCGGAGGAGTCMAG

question regarding site location clarification; this is the field-
collected sample, correct? Would you like such detailed in
the source section?

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated lunf

NATTACCGAGTTTACAACTCCCAAACCCCTGTGAACATA
CCTTTAATGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGACGG
(CCCGCCAGAGGACCCAAACTCTAATGTTTCTTATTGTAACTTCTGAGTAA
AACAAACAAA

CAACTTCTGAATGTT(
ATCAGGTAGGAATACCCGCTGAAC!TAAGCATATCAATAAGCGGAGGAGT
CATAGTGGTTTTCC] GCGTCTGCT

Fusarium sp. JZ02 185 ribosomal RNA gene, partial sequence; i 1
transcribed spacer 2, complete sequence; and 285 ribosomal RNA gene, partial sequence
Sequence Il: JQBOSTAT Length 562 Numbor of atches: 1

Range 1: 27 to 567 Genfiank Graghics

85

G CECASCAMAATECEATANG 21
ILCLETTLETELELELE] \i\
AACAACSCATAAMATGLG 286
GAACGCAGATTGCGCCCECTEETATTC! se1
LULLLLEEL LT I \ IHHH\IHIIHIH
GAACGCACATTELGLLLOCTEE] otar 16
Query 362 CGEETTTGT crereceTTa 361
A
Sbjet 327 CTCAMGLECLOGGGT TTGETO TELLEATCRL TETGULTTA 366
Query 362 AR TACATTGECECTCTCECTGOAGCCTECATTGOETAGTASE 421
LR T
Sbiet 38 CAMAT TAGTAGT 336
Query 422 COAACGORLCECGECCATECCOTAMAC COCAMCTTCTGAATETT 461
VIO ECETETEETETTTTL
Sbjct 447 GAACELEGLGCGELTATGLOETAAACCCCAMC TTCTGRATGIT 585
query a2 AGBAATACCCOCTEAACTTAMGOATATCAATANGEGEAREA 537
VLT T LT
sbjct se7 CTTAMECATAT 552
1 LocUs  1Q809674 562bp DNA linear PLN 11-APR-2012

gene, and intetnal

C [CT75]: When first annotateing these,
thought this might be the species avenaceum; Purple
Majesty-3 Fusarium avenaceum MK729583 is given in the
second (updated) table, which is the correct Gen Bank # to
put ... JQ809674 for the former or MK729583 for the latter?
Please let me know when you get the chance; leaning
towards the former.
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USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
4 LOCUS  589bp DNA linear PLN 16-APR-2024
DEFINITION Fusarium avenaceum. JZ02
ACCESSION
VERSION NCTGCCCTGGGTGAGCTGCTCGTGGTGCATCTCAAC
KEYWORDS . GGACTTGACTTCAGTGGTAACGCCAGCGGGGGCGAAGGTGACGACCATAC
SOURCE  Fusarium sp. j202 N . . CGGGCWGATAACACCAGTCTCGATACGGCCGhCAGGAACCGTTCCAA
ORGANISM Fusarm}:\psg,lml c [CT761: Should the species for this Fusarium ACCAATCTTGTAGACATCC] GGAGGGGCTTGTCGTT
Eukaryota; Fung): Dikarya; Ascomycota; Pe be annotated as avenaceum? That is the closer inferred-

GGGTCGCTTGGGGGGCTCGATGGAGTCGATGGCCTCAAGGAGGGTC CTTTC

induced match-similarity in alignment, when BLASTing at
NCBI

riu 1 ... CAGTTGGTGGAGGGGGCAAGCATGWGTCACCGITGAAACCGGAGATGGG
REF(RENC( 1 lbases 1t0589) GACGAAAGCGACAGCCTTGGGGTTGTAGCCGACCTTY ATGAAAGAGG
AUTHORS AGGTCI'C(.TI'GATGATCTCCTGGTAACGGGCCTCAGACCACWGGTGGTG
TITLE TBD TCCATCTTGTTGATGGCGACGATGAGGTTCTTGACAC
JOURNAL TBD AAGAAGAGCGTGCTCACGGGT(TGGCCATCCTTGGAGATACCAG(CTCGA
FEATURES Location/Qualifiers ACTCACCAGTACCGGCGGCAATGATGAGAATGGCACAATCAGCCTGGGAA
source 1..589 GTACCAGTAATCATGTTCTTGTAAANNNNNNCCCCTTTTTTNNAAAAAAN
Jorganism="Fusarium sp. J202" NNNNAAGCCCCCCTTGANACCTTCCTCNTCNNATCNNCCTACNAGGGCGA
/mol_type="genomic DNA" NGNAAGTGWNACAACANAWAATCNNGGCTATCCACGNAGGTGGTAACA
Jisolation_source="stems" TNTACCNANCCNCATCWC GTTCAATNNNAATGACNNNNTACCCGCCTC
/host="Solanum tuberosum Purple Majesty”” TTNNANCGACTT GGTCGACATNCATNNCTATC GATCACCTTCT)
/db_xref="taxon:1165325" 1(AGACTETTCNNGACATTTCNGCACAGGCTACCNTGKTTNCTTGCAT
source 1..589 AGATGCTTNGACGCTGGCNATGGTNATACNCNAGTTAGCCNATGACNGTG
Jorganism="Phlebiopsis flavidoalba" ANCCTTTCGAAAACTGACNGGGNAAGNTNCGTAATCGTACCNCNACNGTT
/mol_type="genomic DNA" ATTAATTTTCGGGAGCANGCACAGT
[strain="WZz-144"
Jisolation_source="stems"
/host="Solanum tuberosum ‘Purple Majesty”” Fusarium avenaceum strain WV21P3A translation elongation factor 1-alpha (1ef1) gene, partial cds
/db_xref="taxon:467968" Sequence I0: OPO7196.1 Lengtic 614 Number of Matches: 1
Jcountry="UsA:Maryland"

/lat_lon="39.026, -76.925"

Range 1: 1 1o 603 Genfank Graphics

/PCR_primers=""fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgege, revl_name: ITS4, revl_seq: tectcegcttattgatatge,
wd2_name: M13-1TS1, fwd2_seq: gtaaaacggccagtccgtaggtgaacc, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactcctcegettattgat

wmines

L4 Lils (503 00 sn3ETE(100% ofsgzion] Pl
=

3 TECCCTANSTEASCTOCTCOTSATACMCTEAMCOEACTTEAC TTEAGTEOTANCSECAS 51
e
/gene=""contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.8 ribosomal RNA, internal transcribed spacer
2, and 28S ribosomal RNA"
mRNA  <1.>589
/gene="contains 18 ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"
/product=" Fusarium sp. 202"
s <1.>589
/gene=""contains 18S ribosomal RNA, internal transcribed
spacer 1, 5.85 ribosomal RNA, internal transcribed spacer
2, and 285 ribosomal RNA"
/product="Fusarium sp. 102"

£

123

481

183

oms
1 NATTAC c(GAGTﬂAcAA(chcAAAccc(TGTGAAcATA(CnTAMGWGCCTCGG(GG
61  ATCAGCCCGCGCCCCGTAAAACGGGACGGCCCGCCAGAGGACCCAAACTCTAATGTTTCT
TATTGTAAUTCTGAGTAAAACAAAC \TAAATCAAAAC CrrrcAAcAAcGGATCrcWG
181 GTTCTGGCATCGATGAAGAACGCAGCAAAATGCGATAAGTAATGTGAATTGCAGAATTCA
241 GTGAATCA CGAAT TCWTGAACGCACATTGCGCCCGCTGGTAITCCGGCGGGCATGCCTG
1 TTCGAGCGTCATTTCAACCCTCAAGCCCCCGGGTTTGGTGTTGGGGATCGGCTCTGCCTT
361 ACGGCGGTGC(GCCCCCGAAATACATTGGCGGTCTCGCTGCAGCCTCCATIGCGTAGTAG
421 CTAACACCTCGCAACTGGAACGCGGCGCGGCCATGCCGTAAAACCCCAACTTCTGAATGT
TGACCTCGGATCAGGTAGGAATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAGTC
541 ATAGTGGTTTTCC! GCGTCTGCT TC

T T Ter
LI AT
TT6T <5/ arar

8

TeEACTEAT 512
LT

TECTTEAGT)
HHH\HHH\\H\H\\\HHHHIHHHHHHHHH
CaTECT 7

H TACCAETAAT cox
IHIH\I\HIHH\HIHH\HIHIHHHH\HHHIHHHIIHIH
5 GAAGTAC

=
&

cos

cr
i
o1

LOCUS ~ OP007196 614bp DNA linear PLN 24-APR-2024



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024
LOCUS  1011bp DNA linear PLN 24-APR-2024
DEFINITION Fusarium avenaceum strain WV21P3A translation elongation factor 1-alpha (tef1) gene, partial cds.

1

ACCESSION

VERSION

KEYWORDS

SOURCE  Fusarium avenaceum
ORGANISM Fi avenaceum

Eukaryota; Fung;

; Dikarya; Ascomycota; Pe:

omycotina;

Fusarium; Fusarium tr ctum species complex.
REFERENCE 1 (bases 1 to 1011)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source 11011
/Jorganism="Fusarium avenaceum"
/mol_type="genomic DNA"
/host="Solanum tuberosum ‘Purple Majesty™"
/db_xref="taxon:40199"
Jcountry="USA:Maryland"

v
/lat_lon="39.026, -76.925"|
Jcollection_date="2021"
Jprimers= fwdl name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: Er, revl_seq: GACGTTGAADCCRACRTTGTC"

fwd2_name: Ef13, fwd1_seq: gtaaaacggccagGAYTTCATCAAG, revl_name: Er13, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

C [CT77]: | see that some entries-submissions.
have elevation, as well as Lat-Lon; do you want this included
at well? It was not in the original format given, so was
wondering weather should include or not? Thanks.

Jgene="tef1"

Jcodon_start=3)
Jproduct="translation elongation factor 1-alpha"
ORIGIN A
>seq_5842 1011 bp
1 NCTGCCCTGGGTGAGCTGCTCGTGGTGCATCTCAACGGACTTGACTTCAGTGGTAACGCC

C [CT78]: Should this script be included? s it
necessarily necessary to include like information

into the other
submissions? Please let me know when you get the chance;

61 AGCGGGGGCGAAGGTGACGACCATACCGGGCTTGATAACAC CGATACGGCCGAC \ | thanks ...
121 AGGAACCGTTCCAATACCACCAATCTTGTAGACATCCTGGAGGGGAAGTCGGAGGG
181 GTCGTTGGGTCGCTTGGGGGGCTCGATGGAGTCGATGGCCTCAAGGA TTTCCGG Commented [CT79R78]: As per past comments-

241 GAGCTTGCCAGACTTGATCTCACGCTCCCATCCCTTGTACCAGGGGCAGTTGGTGGAGGG
301 GGCAAGCATGWGTCACCGTIGAAACCGGAGATGGGGACGAAAG(GACAGccﬂGGGGW
361 GTAGCCGACCTTCT TCCTTGATGATCTCCTGGTAACGGGCCTC
421 AGACCACTTGGTGGTGTCCATCTTGTTGATGGCGACGATGAGGTTCTTGACACCAAGGGT

questions, for different samples-accessions, with like scripts,
this seems more applicable when a larger part of the
chromosome is sequenced, or the whole thing.

ag1 GTAGGCAAGAAGAGCGTGLTCACGGGT(_TGGCCATCCWGGAGATACCAGCCTCGAAC[C
541 ACCAGTAC ACAATCAGCCT CAGTAATCAT
601 GTTCTTC CCCTTTTT CCCCCTTGANACCTTC
661 CTCNTCNNATCNNCCTACNAGGGCGANGNAAGTGTTNACAACANATTAATCNNGGCTATC
721 CACGNAGGTGGTAACATNTACCNANCCNCATCTTCCGTTCAATNNNAATGACNNNNTACC
781 CGCCTCTTNNANCGACTTGGTCGACATNCATNNCTATCTTGATCACCTTCTAGAGNTCAG

ACTCTTCNNGACATTTCTAGCACAGGCTACCNTGTCTTNCTTGCATAGATGCTTNGACGC

901 TGGCNATGGTNATACNCNAGTTAGCCNATGACNGTGANCCTTTCGAAAACTGACNGGGNA
961 AGNTNCGTAATCGTACCNCNACNGTTATTAATTTTCGGGAGCANGCACAGT

2

USDA-ARS-GIFVL

Supplementary Table SLITS epon saences from isolated fungi.

TAATGTGAAT
ATTGCGCCCGCCAGCATTCTGGCGGGCATGCCTGT
T(GAGCGKATWCAA(CCTCAAG(TCIGCTTGGTGWGGGGCTCTACGG
TCGACGTAGGCCCTC GGACCCTCCCGGAGCCTCCTTTG
CGTAGTAACATTTCGTCTCGCACTGGGATCCGGAGGGACTCTTGCCGT
AACCCCCCAATTTTCCAAAGGTTGACCTCGGATCAGGTAGGAATACCCGC
TGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGCTGGTTTCCTGAAN

WZ-97 small il

gene, partial sequence; internal

ribosomal RNA gene,
Sequence I0: N

spacer 2, complete
Length 596 numer of Motehes: 1

Range 1: 30 to 505 Genfank GrAGNCS

03 bira(562)

Sy
soger 30
ey 6 ¢
o

Query 122

+ and large

I
Sjct 148 A

Query 182 T
I
sbjct 268 T
Query 22 ©
1

sjet 288

Query 361
Sbjet 328

Query 362

111
chjer e CETALLOLL TCARAEET,

Query 421

Shjer g

query ez

Sbjct 508 CTTG T AT CAGTABGIATALE

query saz
il
sbjet sex TEAACTT

if
=

son

A LOCUS  MN856254

596bp DNA linear PLN 25-DEC-2019

1,585
RNA gene, partial sequence

4/28/2024
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J LOCUS  591bp DNA linear PLN 25-DEC-2019

DEFINITION Colletotrichum boninense strain W2-97

ACCESSION

VERSION

KEYWORDS .

SOURCE  Colletotrichum boninense

ORGANISM Colletotrichum boninense
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

omycotina;

Colletotrichum; Colletotrichum boninense species complex.
REFERENCE 1 (bases 1to 591)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source 1.591
Jorganism="Colletotrichum boninense"
/mol_type="genomic DNA"
[strain="Wz-97"
Jisolation_sourcs
/host="Solanum tuberosum ‘Purple Majesty”"
/db_xref="taxon:200359"
/country="USA:Maryland"
/lat_lon="39.026, -76.925"
Jcollection_date="2021"
/PCR_primers="fwd_name: IS5, fwd_seq:
ggaagtaaaagtcgtaacaagg, rev_name: ITS4, rev_seq:

rstems”

4/28/2024

1
Gene  <1.>591
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5,85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
mRNA  <1.>591
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Colletotrichum boninense strain WZ-97"
s <1591
/gene=" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Colletotrichum boninense strain WZ-97"
ORIGIN
1

@
a
2]
3
&
a
]
a
3
8
Q
Q
2
2
8
8
£
z
]
8
Q
2
=
8
8
8
]
8
8
3
]
8
Q
£
z
o]
8

WTACTNGAGGTTACCGCrCTATAACCCITTGTGAACATAECTAEAACTGTTGCWCGGc
C

121 GACCCGGCGCCCGCCGGAGGATAACC ACTCTATTGT/

AAACTCT/ AACGACGTTTCTTCTGAGTGG
181 ATAAGCAAAATAATCAAAACTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAA
241 CGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGA
301 ACGCACATTGCGCCCGCCAGCATTCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCC
361 TCAAGCTCTGCTTGGTGTTGGGGCTCTACGGTCGACGTAGGCCCTCAAAGGTAGTGGCGG

b
>
z
g
q
g
g
2
g
g
a
g
2
E
3
2
g
B
a3
g
z
£
§
E
B
g
a
2
g
g
8
a
4
8
g
g
£
a
g
g
g
a
g
2
B

481 TCTTGCCGTAAAACCCCCCAATTTTCCAAAGGTTGACCTCGGATCAGGTAGGAATACCCG
541 CTGAACTTAAGCATATCAATAAGCGGAGGAGTCATAGCTGGTTTCCTGAAN

C [CT80]: When you get the chance, may you
please provide primers for this sample? No associated
primers, ITS or TEF were associated with this fungi, when
looking at Table 1 ‘Endophyte isolation... ..

thanks

Commented [CT81R80]: ITS

USDA-ARS-GIFVL ‘Supp\emen(aw Table S1. ITS region sequences from isolated lungl.‘

CATTACTGAGTTTACGCTCTACAACCCTTGTGTAGAA
cATAccrArAAGTGTTGCrrcGGcGGGneaeTcrccecaAcccrcccGG
CCTCGCGGCCCCGGGLGGS
ATWAACGACGTWCWLTGAGTGGTACAAGCAAATAATCAAAACITI‘F
ACAACGGATCTCTTGGTTCTGGCATCGAT GAAGAACACATCGAAATGCGA
TAAGTAATGTGAATTGCAGAATTCACTGAATCATCTAATCT
cATchGcccGc(AG(AncTGGcGGGCATG((TGTrcGAG(GTcAmc
AAACCCTCAGGCTCTGCTTGGTGTTGGGGCCCTACAGCCGATGTAGGCCCT
c GGACCCTCCCGGAGCCTCCTTTGCGTAATAACTTTAC

T GACTTC
GAGGAGAGGCGCAGGGTCGAGGAGCIGGACGCGACGTHTGCTGG"GGA
TGCTTCTGAACC

CCGCCCATGCCTCCCCTTCTTC
ArrrAATrrcAATrcATcGGccTcAGAWGGTAGGAcmcccGchAAc
TTAAGCATATCAATAAGCGGAGGAGTCATAGCNTGTTTTCCNNGAA

Golletotrichum glososparioides isolate QS5¥1005-52.1 small subunit ribosomal RNA gene, partial sequence; intemal wanscribed spacer 1,
5.88 ribosomal RNA gene, and Internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial

sequence

Sequence I0: MW 7749521 Lengin: 599 Number of Matches: 2

Range 1+ 50 ta 599 Cenflank Graphics

st Maich

= e
s3(98%] s/ss3(0%)

ST T TG TR T 22

Query 61 ComTASOSTCTECaOACCTCC Rt TCoCoocCosconaTCoatecciorren Lae
1 I T
Ter 4 1

-
i 1l I'\ 1 \IH\'\HI‘ LTI
TTTACGCTCTACMICECTT- T6T- GACATACLTATAMCTETTECTTCEE 187
<

1

Skjet tes CeeGTAGGE
ouery
Shjet 168 ACGATAACCAWMCTCIEN

TTTTARCAACGEATC
LT
Shjet 228 ACTTITASCMCEEATC

Query 8t

Query z4 ?r.‘\nh'v‘w
I
Sbiet 285 STAATETEAN

auery 301 e TECIGCCe TTCRAGH
ik i)
SbYet 34 AGLATTCTGECGGGOATGLCTGTTCRAGEE!
query 361 ACAGCCEATETAGECLCT
sbfct 4g8
Gy e Te e
[T LT
Sbjct 468 TTGLCTAGTAMCTTTACET

Query 4BL CAMTTTTCCMAGETTGACCTCRGAT CAGETAGGATACCCECTEANTTANGTATATCA

LT
stjer sas tHHESUESHE RGBS HEEE B L

Query 541 ATAAGCEGGAGGA 53
LT LT
Chjet B8 ATAALCHG-AGLY

Range 2 340 t 399 GiBaN G

o bits(in)
query 705
sjet a6

TAGAMEEAMTASTEARS
TN
TACAACLAAATAAT AR

IHIHHH\IH\HHHHHHIHIIHI\HIHHHHHHHII il
TesGCCS CAAGETAGTEGC

TR ACT GO CEOaASEACTCTTECCRT AN
SRR YRAS AN MR RN R A RRARARENNY RN
CTCAOACT GEGA TCLOOAGGEACT LTTOLOETAMALLLLE 527

CATEAMGMCACATCGAAATGCEATAN 238
LI T
GAACACCALLEAA

LT
Ttiatia 267

A

croc asp
1]

1 LOCUS  MW774952 599bp DNA linear PLN 24-MAR-2021

[« [CT82]: When BLASTing @ NCBI, this also
macthed (higher) in similarity to 00253548.1 /
Colletotrichum gloeosporioides isolate WH2-4, which is 2
years more current, than the given GenBank #; should the
strain be QSY1005-52.1 to correspsond to MW774952.1, or
WH2-4 to correspsond to 0Q253548.1?

Commented [CT83R82]: Leaning towards the latter
0Q253548.1 / WH2-4
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4 LOCUS  783bp DNA linear PLN 24-MAR-2021

DEFINITION Colletotrichum gloeosporioides isolate QSY1005-52.1

ACCESSION

VERSION

KEYWORDS .

SOURCE  Colletotrichum gloeosporioides

ORGANISM Colletotrichum gloeosporioides
Eukaryota; Fungi; Dikarya; Ascomycota; Pe

omycotina;

C C i complex.
REFERENCE 1 (bases 1to 783)
AUTHORS Unpublished
TITLE  Unpublished
JOURNAL Unpublished
FEATURES Location/Qualifiers
source 1.783
Jorganism= “Co\le\om(hum gloeosporioides"
/mol_type="ge
Jisolation_source=" slems
/host="Solanum tuberosum ‘Purple Majesty””
/db_xref=" 2:
Jcountry="UsA:Maryland"
/lat_lon="39.026, -76.925"
/eollection_date="2021"
/PCR_primers="fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgcgg, revl_name: ITS4, revl_seq: tectccgcttattgatatgc,

n:

4/28/2024

fwd2_name: M13-1T51, fwd2_seq: gtaaaacggecagtecgtagetgaacc, rev2_name: M13R-ITS4, rev2_seq: caggaaacagctatgactectecgcttatigat

Gene  <1.>783
/gene="" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

MRNA  <1.>783
/gene="" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.8 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"
/product=" Colletotrichum gloeosporioides isolate QSY1005-52.1”

s <1783
/gene="" contains small subunit ribosomal RNA, internal
transcribed spacer 1, 5.85 ribosomal RNA, internal
transcribed spacer 2, and large subunit ribosomal RNA"

/product=" Colletotrichum gloeosporioides isolate QSY1005-52.1"
ORIGIN
1 CATTA CTGAGTWACGCTCTACAACCCWGTGTAGAACATACETATAAGTGTTGCITCGG
61 CGGGTAGGGTCTCCGCGACK GGTCGGCGCCCGCCGE

121 AGGATAACCAAACTCTGATTTAACGACGTTTCTTCTGAGTGGTACAAGCAAATAATCAAA
181 ACTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACACATCGAAATGCGATAA
241 GTAATGTGAATTGCAGAATTCACTGAATCATCTAATCTTTGAACGCACATTGCGCCCGCC
301 AGCATTCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCCTCAGGCTCTGCTTGGTGT
361 TGGGGCCCTACAGCCGATGTAGGCCCTCAAAGGTAGTGGCGGACCCTCCCGGAGCCTCCT
a1 ﬂGcGrAATAACmA(G CTCGCACTGGGATCCGGAGGGACTCTTGCCGTAAAACCCCC
481 CAATTTTCCAAAGGTTGACCTCGGATCAGGTAGGAATACCCGCTGAACTTAAGCATATCA
5 ATAAGCGGGAGGAGTCATAGNNTI‘ITTCCTGAATCAGGACWCGAGAGAGGAGAGGCGCA
601 GGGTCGAGGAG::rGGAchGAcGTrrrGCrGGTrGGAGTGCrrcTGAAcccchccATGc

,ﬁ

661 CCTTCTTCGH GATTTAATTTCAATTCATCGGCCTCAGATTGGT
721 AGGACTACCCGCTGAACWAAGCATATEAATAAGCGGAGGAGTCATAG(NTGTH‘FCCNN
781 GAA

"

USDA-ARS-GIFVL Supplementary Table S1. TS region sequences from isolated fungi.

[TEF Colletotrichum

NCNCCTCNGTGAGCTGCTCGTGGTGCATCT
CCACGGACTTGACTTCGGTGGTGACCTTGGCAGGAGCGAAGGTGACCACC

GATACCACCGATCTTGTAGACATCCTGGANGGGAAGACGGATGGGCTTGT
CGGTGGGACGCTCGGGGGGCTCGATGGAGTCGATGGCCT
TTGCCGGTGACCTTGCCACCCTTGCCCTCCTTCTCCCCCCCCTTGGACCT

GTGGGGGCAACCTTGTTGTCGCCGAGGAAGCCGGAGA
TGGGGA:GAAGGCNACGGrcTrGGGGTTGTAGCCGAcchrGATGAAG
TTGGAGGTCTCCTTGATGATCTCCTGGTAACGGTCCTCAGACCACTTGGT
GGTGTCCATCTTGTTGATGGCGACNATCACCTGCTTGACACCCTCGGTGT
ATGCAAGCACATCGTGCTCTCGGGTCTGGCCATCCTTGGAGATACCACCC
TCGAACTCACCANNACCGGCGGCGATNATGAGAATATGACAGTCGTGCTG
GGAAGTACCANTGATCATGTGCTTGNNANTCTGNNNCNNTTTNNANAGAC
AAGCTCCAACATCTCGGGGTCGTCAATGGCATCNACCTTGTTGACGAAGA
CNACNATACGCTGGACACCGACCTGACGGGCGAGCAGCAAGTGCTCACGG
GTCTGGGGCATCTGACCGTCAGAGGCGGCGACGACGANNTGGCACCGTCC
ATGTTGGCTGCACCAGTGATCATGTTCTTGANGAAATCNNGGCCCTTTTT
AAAAA

2 9eleet ol 1ihsmoumnces svircest [

Dt sooamn v 4

B Comton s stan 408 cornencrs § [T

Cebiicum 1 57

b gl i AT bt ool s s

4t A A0 R 1412571 3003 TEE) B AAA

ke s pirtcd

Culisticaun yac s 678 vslton skl facar st pane. 3akal s

LOCUS  GU994501 [o83bp_DNA linear PLN25-1UL-2016

Gisabics

wery

Bhsisne ves gt sy MBA Vines

=

C [CT84]: Should the species be siamenese,
instead of ignotum? The former is the closer match on NLM-
NCBI, and is a whole chromosome; the latter slighlty less
identical but is matching accesion number, partial CDS, etc.;
whatis correct for species determination? Leaning towards
the former (siamenese). Let know when you get a chance;
thanks

[ commented [CT85]: As per, the previous comment ..

Ce [CT86]: It seems as if the NLM-NCBI closest
non whole chromosome match is longer than the given
sequence, should this not be included then? As per past
conversation, and beyond; thanks ...
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LOCUS  835bp DNA linear PLN 24-APR-2024
DEFINITION Colletotrichum ignotum strain E183 translation elongation factor 1
alpha gene, partial cds.
ACCESSION
VERSION
KEYWORDS .
SOURCE  Colletotrichum fructicola
ORGANISM Colletotrichum fructicola
Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;

Colletotrichum; Ct ies complex.
REFERENCE 1 (bases 1 to 835)

AUTHORS  Unpublished

TITLE  Unpublished

JOURNAL Unpublished

FEATURES Location/Qualifiers
source  1.835
/organism="Colletotrichum fructicola”

/mol_type="genomic DNA'
/host="Solanum tuberosum ‘Purple Majesty
0256"

Jcollection_dat
/primers="fwd1_name: Ef, fwd1_seq: GAYTTCATCAAGAACATGAT, revl_name: r, revl_seq: GACGTTGAADCCRACRTTGTC”

“fwd2_name: E13, fwd1_seq; gtaaaacggccagGAYTTCATCAAG, revi_name: Er13, rev2_seq: caggaaacagctatgacGACGTTGAADCCRAC”

mRNA  <1.>983
translation elongation factor 1 alpha"
[
/codcr\ start=2
rodu ranslancn elanganon factor 1 alpha”
/pm(em id="ADQ55:
ORIGIN

NCNCCTCNGTGAGCTGCTCGTGGTGCATCTCCACGGACTTGACTTCGGTGGTGACCTTGG

o
2
2
8
2
2
a
8
2
2
2
2
Q
3
2
2
2
2
g
5
g
3
2
2
2
2
2
2
2
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121 GCACCTTGCCGATACCACCGATCTTGTAGACATCCTGGANGGGAAGACGGATGGGCTTGT
181 CGGTGGGACGCTCGGGGGGCTCGATGGAGTCGATGGCCTCCAGGAGGGTCTTGCCGGTGA
GGG
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ATCNACCWGTTGACGAAGACNACNhTACGCTGGACACCGACCTGACGGGCGAGCAGCAA
721 GTGCTCACGGGTCTGGGGCATCTGACCGTC ACGACGANNTGGCACCGTCC
781 ATGTrGGCrGCACCAGTGATCATGWCTTGANGAAAT:NNGGcccrrrrrAAAAA

NCBI are marked as /pcr primers=, others as /primers=,
without the per ... which script is correct to use, format
wise? Just let me know whenever possible...

USDA-ARS-GIFVL

Asfaras

Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

Iy : ssueil of NLM-NCBI

Coniochaeta sp. / KF367565, in ‘Pontiac-8'
Should the species for this genus of fungi be velutina or deborreae? The former is what | induced-inferred from BLASTing-etc. @ NCBI
Fungal endophyte / F1449999, in Solanum tuberosum ‘Kennebec-7" (Pg.40-41) .. determination of Genera-species?
ossible: ON712593.1 / Chaetopyrena penicillata isolate 3MAR ?
Fungal endophyte sp. / KT923239, in Solanum tuberosum ‘Pontiac-7" (Pg.76-77) . determination of Genera-species?
Possible: Alternaria angustiovoidea / MK9100601
Phiebiopsis sp(?) / MN8S6290, in Solanum tuberosum ‘Purple Majesty 2’ (°g.86-87) ...
Possible: flavidoalba strain WZ-144 7
« This EndoPhyteF
(Please see below)
Fusarium endophyte 5. 1202, 1QRO9G74,in Purple Malesy 3 (24.88.89)
* should the species for this Fusarium b Thatis the closer in alignment, when BLASTing at
NCBI,or is . oxysprum the more accurate determination? Leaning towards the former

i ger id d to NLM-MCBI

While BLASTing @ NCBI,

what should be done in T fed individual comments.
Cladosporium cladosporiodes / MT486517, in Solanum microdontum-2 (Pg.16-17) . accuracy of strain?
.+ onmmAz?

Paraboeremia sp / MW?764237, in Kennebec-6 (pg.38-39) .. accuracy of Genera?
= Phoma as the Genera, and not Paraboeremia?

Cladosporium cladosporioides / MT466517, in Kennebec-2 (Pg.22-23) .. accuracy of species-strain?
cladosporioides or pseudocladosporioides, a the species?

< /00625290, in Kenebec' (Pg.32-33) .. accuracy of species?
Elocosporioides, not siamense ?

Pestalotiopsis fci/ XM-007831532, in Solanum tubersosum ‘Pontiac’ (°8.50-51) . accuracy of Genera-species?
Neopestalotiopsis hypericin, not Pestalotiopsis fic

/oL

a 697235, in “Pontiac’ (Pg.54-55) .. accuracy of species?
= cladosporiodes or oxysporum ?
Cladosp /MT218371, in ‘Pontiac’ (Pg.56-57 ... accuracy of strain?
= TSPLYU-S, MTCC, etc. ?
KP323133,in “Pontiac’ (Pg.62:63) .. accuracy of strain?
= antarticus, not rugulosus?
« 5p./ OR490369, in “Pontiac’ (Pg. 70-71) P
* Rhizocotonia solani, not Ceratobasidium sp(p). ?

Coniochaeta sp. KF367565, in Solanum tuberosum Pontiac’ (Pg.78-79) ... accuracy of Genera and / or Genera-species?
Aureobasidium, not Coniochaeta ?
velutina, not deborreae 7
CoHemwchumg\oeosnnrm\des/MW774951 in Solanum tuberosum ‘Purple Majesty 5' (Pg. 94-95) ... accuracy of the strain?.
H2-4, not QSY1005-52.1 7
(D\\E&D&v\chum\gnmum/GUS?‘SDI in Solanum tuberosum ‘Purple Majesty 5' (Pg. 96-98) ... accuracy of species?
siamense, not ignotum

While using BLAST in the NCBI of the NLM, with some of these samples-accessions, the whole chromosome

is being used as a placeholder / [Jifll§ have closest non-whole chromosome identity match marked instead, what should be done here for the

annotations/submissions?

Parastagonospora avenae DQ7788S (Pg. 4-5)

Exserohilum rostratum Q857405 ( Pg. 20-21)

Fusarium oxysporum MN329692 (Pg.36-37)

(323133, in “Pontiac (Pg.62:63)
- Diveristyof Fungi,as well
Ceratobasidium sp. / OR40369, n (Pg. 70-71)

Also has an o pr with not C . Please see above

Some of these L to appear in multi differing cultivars, locations, times, etc.); just wanted to make sure this was the accurate

Afew of

., and not a differing
KP323133, in “Kennebec' (Pg.28-29 )
rugulosus KP323133, in ‘Pontiac’ (Pg.62-63)
= The losus KP323133) also has. with sequenced for (EEENNERBONE)
CoHemmchum&\amense KYa21040, in Solanum tuberosum ‘Kenebec’ (Pg.30-31)
), in tuberosum ‘Kenebec’ (Pg.32-33)
= Thelatter [Colletotrichum siamense 0Q625290, in Solanum tuberosum ‘Kenebec’ (Pg32-33)} also seems to maybe have an accuracy of species issue;
(gloeosporioides, not siamense] ?

/ accessions. i i ion in the NCBI of the NLM, however
sequence length, th there ..

Didymella bellidis / MN274965, in Solanum tuberosum ‘Pontiac’ (Pg,64-65)
Coniochacta deborreae / MW8S0106 , in Solanum tuberosum Pontiac’ (Pg,80-81)
Phlebiopsis / MN856290, Solanum tuberosum ‘Purple Majesty - 2 (Pg, 86-87)
= Possible species determination for this EndoFungi of plants: flavidoalba strain wz-144 ? ()



USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi.
« Should the site /location be included i the source section? (For all samples)

+ Should the strainfisolate be included in both/either the definition or product name? (For al samples)

+ Should elevation be included in the source section? (For all samples)

inTable 1

4/28/2024

«  Thesecond i i here, #2: Xylar LC431575 in Solanum tuberosum ‘Binte- 2 i
d this, in the g

should it be? Also, as with the

wve Analysis / Annotation - Report / Submission
rimer Certainty ?

enera-species Determination ?

Strain Similarity Labelity Confusion ?
iversity of Plant / Crop Host Range

ightly longer / more recent sequence

Light & DEFRINENBN = Whole Chromosome Sequenced

©  Please se
o

prosperity-posterity, for all parti d not involved,

to effectls), and beyond ..

fora
(Although individually, feel as the greater report and accurs
ER

acy in the NUM for forward
hanks; have an awesome April

USDA-ARS-GIFVL Supplementary Table S1. ITS region sequences from isolated fungi. 4/28/2024

Provided Primers

fwd1_name: ITS1, fwd1_seq: tccgtaggtgaacctgegg, revl_name: ITS4, revl_seq: tectccgcttattgatatge,
fwd2_name: M13-ITS1, fwd2_seq: gtasaacggccagtccgtaggtgaace, rev2_name: MI3R-ITS4, rev2_seq: caggaaacagetatgactcctecgcttattgat

fwd3_name: Ef, fwd3_seq: GAYTTCATCAAGAACATGAT, rev3_nam:

T, rev3_seq: GACGTTGAADCCRACRTTGTC

fwdd_name: Ef13, fwdd_seq; gtaaaacggccagGAYTTCATCAAG, rev4_name: Er13, revd_seq: cagganacagctatgacGACGTTGAADCCRAC



