Table S1. Genome data information used for TEs analysis.

NGS Data used
Genome .

Individual Comparative No. of
Species  Collection BioProject SRR . in . para
. Sizes Clustering Clustering clusters*
Name site Number Number Repeatexplorer2
(coverage) (coverage)

(pg) (reads)

No. of Super
Clusters*

€. Changehun, bp 638780 SRR14826315  9.99 16,283,700 0.5x 0.03x 345
abbreviatus Jilin, China
Alxa Zuoqji,
Alxa
League,
C.barbarus Inner
Mongolia,
China
Zhangye
City, Gansu
C.italicus Province,
China

PRJNA638780 SRR14826314 10.37 16,903,100 0.5x 0.03x 355

PRJNA638780 SRR14826313 10.1 16,463,000 0.5x 0.03x 479

292

320

453

*Clusters and Super Cluster above the threshold of 0.01%.
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Figure S1. The graphical summary of individual clustering analysis of the genus Calliptamus species. The heights and
widths of the bars denote superclusters, corresponding to the number of reads in the superclusters on y-axis and their
proportions in all examined reads on x-axis. Individual clusters are represented by rectangles inside the supercluster
bars. The proportions of clustered and single reads are shown in the blue and pink background panels, respectively.
On the left of the dotted line are the top clusters. a) C. abbreviates, b) C. italicus, ¢) C. barbarus.



20

-
(3]
|

10

=)
|
Scl -F
0S-92 -F
SL-LS -F
001-9. -F
sZl-Lok -F
0S1-921 -F
SLI-LS) -F
002-9.1 -F
§22-102 -F
052-922 -F
§.2-1S¢ -F
00€-9.2 -F
§2¢e-10€ -F

Number of clusters
[3,]
N 1 N N
056-92¢ _F_—‘

s15-15c -

Cluster Series

Figure S2. The proportion of annotation of classified and unclassified clusters by RepeatExplorer2. Clusters are

arranged in ascending order.
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Figure S3. The classification of C. barbarus species-specific unclassified cluster CL-222 and CL-170 using the YASS tool.
The CL-222 graph depicts a typical layout of tandem repeats, and the contigs in this cluster were compared to one
another (Self-comparison). The diagonal lines (green lines) in the graph represent the tandem repeat, which allows us
to characterize it as satellite DNA repeat CSat20-245. The other cluster CL-170 has not shown any evidence of tandem

repeat and left it as unclassified.




C. italicus Correlations C. barbarus Corslations
Length Abundance K2P Length Abundance K2P
Spearman'stho  Length Correlation Coefficient 1.000 -100 ..267 Spearman's tho  Length Correlation Coefficient 1.000 -.233 477
Sig. (2-talled) 684 270 SN 230 039
N 19 9 19 N 19 19 19
Abundance  Correlation Coefficient -.233 1.000 -.086
Abundance  Correlation Coefficient -100 1.000 -.067
Sig. (2-tailed) 336 726
Sig. (2-tailed) 684 786 N 19 19 19
N 19 19 19 K2p Correlation Coefficient N 086  1.000
K2P Correlation Coefficient -.267 -.067 1.000 Sig. (2-tailed) 039 726
Sig. (2-tailed) 270 786 N 19 19 19
N 19 19 19 *. Correlation is significant at the 0.05 level (2-tailed).
Length vs abundance (rs=-0.1 , t=0.684, p= 0.68) , Length Vs K2P (r5=-0.267 , t=0.270, p= 0.26) Length vs abundance (rs=-0.233, t=0.336, p= 31), Length Vs K2P (rs=0.477, t=0.03, p= 0.03)

K2P vs abundance (rs=-0.086, t=0.726, p= 0.70), Length vs A+T (rs=-0.322, t=1.40, p=0.17)
K2P vs abundance (rs=-0.067, t=0.786, p= 0.78), Length vs A+T (rs=-0.322 , t=1.40, p=0.17)

C. abbreviatus Correlations
Length Abundance K2P
Spearman'srho  Length Correlation Coefficient 1.000 31 -531"
Sig. (2-tailed) 196 023
N 19 19 18
C: Coeffi 31 1.000 -294
Sig. (2-tailed) 196 236
N 19 19 18
K2P Correlation Cosfficient -531" -294 1.000
Sig. (2-tailed) 023 236
N 18 18 18
*_Correlation is significant atthe 0.05 level (2-tailed)

Length vs abundance (rs=-0.311, t=0.196, p= .44), Length Vs K2P (rs=0.531, t=0.023, p=0.023)
K2P vs abundance (rs=-0.294, t=0.236, p= 0.23), Length vs A+T (rs=-0.322, t=1.40, p=0.17)

Figure S4. The Spearsman rank-order correlation test. There was no significant correlation observed between K2P
divergence against monomer length (rs = -0.267, t = 0.270, p = 0.26) and A+T content (rs = 0.02, t = 0.09, p = 0.92) in
Calliptamus italicus species. the K2P divergence has shown a positive correlation with monomer length (rs =0.477, t =
0.03, p = 0.03) in Calliptamus barbarus and in Calliptamus abbreviatus (rs = 0.531, t = 0.023, p = 0.023).
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Figure S5. Satellitome comparative line graphs with single-peak and flattened distribution of abundance against the
divergence.
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Figure S6. Satellitome graphical-structures for each family of satDNAs. The comparative graphical structures of
satellite DNAs and rDNA-repeats reported in the Repeatexplorer2 output. Colors in the graph represent the species-
specific reads (green-for-italicus, blue-for-abbreviatus, and red-for-barbarus) where the node denotes a specific read
and the edges as a bridge (connecting lines) between the similar reads.
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Figure S7. Interspresed repeat landscapes and line graphs of rDNAs and CSat20-45 family. The interspersed repeat
landscape of rDNA-repeat, CSat20, and unclassified cluster has been shown here (a). In C. barbarus, a distinct individual
repeat landscape demonstrates the existence of a single abundant peak of CSat20-245 satellite DNA. Similarly, the
recent abundant copy of 5S-rDNA-01 in C. italicus and C. barbarus revealed one peak and multi-variant flat distribution
in C. abbreviatus. There are two peaks of 5S-rTDNA-02, the recent one and another ancient/degenerated highly divergent

copy (b).
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Figure S8. The individual satellite DNAs repeat and variant profiles demonstrate the strong species-specific signatures.
Species profiles arranged in a sequence of C. abbreviatus => C. barbarus => C. italicus. Most of the satDNAs profiles have
shown reasonable read depth coverage with the decrease of variation in the variant profiles, which are represented in
dark red color. The CSatl2 profile uneven coverage of repeats with sharp boundaries shows the differential
amplification of fragmented copies of this repeat, implying the novel spread of satellite DNA sequence. Additionally,
some profiles suggest the residual existence of some of the satDNAs degenerated copies such as CSat12 profile in C.

italicus.




The detail of consensus sequences of the satDNAs and 5S5-rDNAs identified in the
current experiment.

>CSat01#Satellite/CSat01

gtaataggcagccactaagcagagtgtcgcagtggaagcttactgggaccataactcacaggtccgtggatcgaaaccaagectataagt
atcgtgcgcaatccagttgtgecactggggctacageacagecttcccaaacagecatattcacattaaatecgtegtgtagegaccagaaat
acgtcatctatcgtcatttacggctgtactgagacttcggcaactgectacgaatgattcacactactctactttggtaacaacgattacttgcaa
atggacagcttttagtcacggaatacgtgcagaaaaccgcgcegcecttgtegtttgctaactgacacacagegaaacaaggtaggtgecgte
ttctaagttctgaaggagcacagcgaatgcegcatctccagcagaggcegctttecttgggtgetgecagtagggcgeagaaggecagagg
gaagatgctatcgttgccaatggacaaaaggaaaacaaaaagcagaaaaaaatecttecttgtgtagcaacacttttctgegagactgagg
agaaagcagtggccctgtgacgcaacggataacgectctgaccacgggceagaagattccaggttcaaatectggeagggtegtaattttgt
taattggtggagcgttgctaggcaacggacctggcecatcttactgctcttattcccacggtatttcgcagttgcaagecttgetgatcacgata
aataccgcctcccgcaagegtcagegtagegtcagtcgagcaaagtcgagecaagtcaagetgagagcetgtaggaaatgcetgeatctttaa
atttagatatataaaacatcgcagggaagacttctcatgagttccgtgtcagag

>CSat02#Satellite/CSat02

gaatatagtataaacagcattggcgattcagtgaaatttccgaactttegtegtgtctaaacgacttgegaagegtttggegeteatggegea
cctcagcagcecactgggcagtgcetgggacaaccaaagaatcgatttagtataaacageattggegattcagtgaaatttccgaactttegtc
gtgtctaaacgacttgcgaagegtttggegcteatggegeacctcageagecactgggcagtgctgggacaaccaaagaatcgattgaata

>CSat03#Satellite/CSat03

gttagttgatttcaatcgagatgcgaagagcaggattatgatgggaagegttttgeggecatggggcaactcagtaggeccgggatagty
tggggacaaccgtagaatcgatcgaatgcaggtaacaggagceactggegatggtctgaaatttctaaat

>CSat04#Satellite/CSat04

gcttcctaagggaaacgtccttetgtgtgtgctgactggtetegtgaacaatttgcacatattgtegttgaatacagtgcetaaattaatgtaaag
ccactgagctacaccgggattttcatacatatccagacctgtatcgacaaaatcaactgtttcggagagtctegtaatttgegtte

>CSat05#Satellite/CSat05

cctctccaaaagtatttcatcgatacaaaaagtaggtgtttcatatcagcatccatccagtagegacagtgtgacgtcttgcagagttaatttec
gtttcgtattagttttacaagcaatcgacgactgagaaataacattgtaagctttgtgtaacttctgtccaaaatctattttgtgttgtttaacgect
atggcattaaacataggttgaaaattcccccttaagggggaaatggggcctectectecccttacageccgececttt

>CSat06#Satellite/CSat06

gtcgaggatttggctaccttaagagacttaagagagtcgaggatttggetacgatttggctaccttaagagagtegatgatttggctacctta
agagagtcgagcgaggatttggctaccttaagagagtggatttggctaccttaagagagtcga

>CSat07#Satellite/CSat07

actctgtcacacaccacgaaagtttttcataacgcaggcgttgactacaacagcttcecttccacagacgacttatecgactttgecacgacgct
cacgcagcgctcacgctagegacatectctcttaaaacttcacgtcgagectaaaaatatgagceacgtatctcctaggacacaggcecaccctc



ctaccgttggtgcacgatgtgtggagtcagegcagggccgcaggctttcactgttcacgectacaaaacctetgetegettgtaaagagcetg
aaaaaaatcgcgagactcccatgtcgetacacgatttcattggceacgacatctgecgtcaggtgtctcaaccatcaacatcageagceteccga
atggacgtgaaaaaaagaaagctgtactggagatttcattgcttcggcacaaggceagttcttttcgacgcagcttgcagtatcttatggaagt
gcttgtactgctcctaaagcaaattttggggaacaatggagggtcgttgetgcacataataatgceatttactcggagttcagatccattgeage
cgctaagccttcgeaactgcectttctggtcaccageaccgtctccactggaccttattgacagctcattgttctacatgetegecagtecatgtgt
tttaaaaacgttggagacgecgggtatcgatcccggtacctetegeatgetaagegagegcetctaccatctgagcetacgtecccacactgeg
atgtgtagectcggaaggtcaattcagtgacaaagatacaactactgecttcattccgcagacagecactaatctcaacaagectegtgaag
acggcgacaagtgttgactgcactttagacccagtcccagatggacgtagtcagagtagcactcactatgtcgaaaatgattctaaggecgt
tcgctgaataaagctacaaccttgectgetcgatgttaagetgttacacctagagacgtttcaccttgcaggceacgtcgagtgetgaaaatect
ttcatacacagctcacatcacctcgectcagtgtecatectgtgtgattctgacgcetgctttggacatttcgegtgattacgagaaggtcegacaa
cttacgcttaccaccaagggagtacaaaatttggaggcgecgggocttgaaccegggacctttcacatgcaaagegaacgctctaccaget
gagctacgcccccacgtgcetagtaaacgctetggtgtaccctectetgttcttctactetgeactaacagacgttcacacagacagtatgtcteg
ttgctcacataaaataagtacaacttttgccagcetgttacgtcttacagtgaaggtacttggcatatcgcetectttctegttecctgtcgacaatca
cacagcaagaaagtaaacacaagccaatctcaagteggtegtgcacctgactgtgeatatcaactagetgectcacaggtttctactgegtac
cacgccggtcttggaactacatatgggagagcettcctecattttcacg

>CSat08#Satellite/CSat08

tatacagctcacgtggtgtagtgcgtgcgttccgecacccatttacctgaaatgcaagetccagacatgacctggegtaagaaggaacgtgc
tttatttgagcaggcaatacgcttccaccattcgacttaaactggtcccctcccagtcataactgatgaactegtgtaatcaatgtgggcacaca
tattggtcatctaatgcagagctgtgttttccaatgtgtgtttttcatggegggaaccaatacgcetgectgtcettcaaatctaccacattctgecac
ctacccattc

>CSat09#Satellite/CSat09

tacggatttcgacagaatccacagttttattccgatcttgatgaaattttgcacacttgaccttcaaaacaagaggaaggtcactgtctacataa
aatttcgtatggtgcatggcggagggtactttacttacggacttcgacagaatccacagttttattccgatcttgatgaaattttgcacacttga
ccttcaaaacaagaggaaggtcactgtctacataaaatttcgtatggtgcatggeggagggtactttact

>CSat10#Satellite/CSat10

taaccgtttaaatagtatttaccctgttcatttgaactcttggaataacattgtattagatcgecacacctaattcagggatatacacgtctcacag
tattggagccaacattttgagtgaaatgctaaaatatgtgtcagattctgtttctgegttctegttgtataatgctaggactggeagggaagta
agagcctccttaagtactaggaaagatctttettgegectcattccagtaaaacttggceatctecctgecagaagttcttgcaatggacgtgectt
gttacagaaatcttttatgaagcgtcggtagtacgagcacatcccgaggaagcttctcacatcacgaatgtgteggctagttggcaattetgt
gactgcccttattttctetgtatcaggacggactccatctecgttaactaggtgccccaggatttttatctettgggegacaaataggegcettect
cggattcagacggagacatgcagtttgaacacacttcaacacagctgacaggcgactcagatgttcttcaaatgttttcgagaaaacgacaa
atcatctagatagcaaagacacgtcgtccacttaaggtgtcgaagcaagtagtccatcatgegtttgaatgtggccggagceattacatagte
caaatagcattactttgaattcatagaggccgtcaggtgtaataaaagcecgtcttttcectgtcagcettegtcaacctegatttgecaataacct
gtttgcatgtccatggttgagaaatacttagcaccattcaagcagtctaaggtgtcgtcaatacgeggceagtgggtagacgtctttetttgtga
ctttgttcagccgecgataatcgacacagaaacgccacgtgcecatatttcttctttacgaggaccactggagaagaccaaggactctctgag
ggttgaataatgtcgtcgtgcagcatcttctecacttctteccggteattegtcttccagetggtgacatectatacgaatgctagetaattgtag
gatgatccccagtgttgatacggtectttaccgtggectgttttgcatggcetcttctectgetgggctttgaatgecacccgaaaattggegtagt



atagctaacacctgctggcegttgttccttggtcaggetgggccctattggaatttccacagttgtccecteccagegtgttgtetgtattaacaac
agagcatgggtcttcgtgaa
>CSat11#Satellite/CSat11

tattttgattgcagcagccgctcccccagegaagaggacgccagtggactacgatcaagacacccccacaccaaaggcttetttgagatgtg
ggcaagggaagaaattttecttcattttggtaagtattttttgacgtttctaagtgtatataattcactcagtgegtacactaggagatatctaca
aaaaatggaagcttaattaacattttcatgcc

>CSat12#Satellite/CSat12

gggocgettgcaactgcttetgggocgettgcaactgcettctcaactgetictgggocgettgacttetgggocgettgcaactgettetgg

ggcggttgcaacttgcttctgggacggttgcaacggttgcaactgettctgggeacttctggogocggttgcaactgtttatggggcgattgca
actgc

>(CSat13#Satellite/CSat13

cttggacgctgttgagtggacaggtgaaacgcactgccacctegtttgectctgagtacgttaaggegtgetgtgcagecactgtgaaatga
aggagtgtgtcgtgtgcctgtgtcgtcaccteccctegtgtctctcagtegattttgatgettgteccttgatataggecgaactgagagegtca
gctetcgegtcagetctegeaaagtcgagacaagtecgagacacatatacacactacgggecgcactgcaatgagttgtcggggoaaaaac
gttaattttaagggcgcgtcgcagacgtgttcatacgaaaaaatgaaggceatgttgeggtggccgggaatcgaacccggatcaactgcettg
gaaggcaactatgctgaccattacaccaccaccgcacggcegeggaagagagttacgecgaggcegtatcggcettccegectgecageage
ggccgaagttgatcgtagetgtaggegcattacgatgtaggtgagceacatccacacacattcggacaacgcectttacgeggattttgegtcett
ttcacgacagacgccaccgacgcecgactcagaggatcgegatgtagegtcattgtaacgagtacactgecaggactcetgtttcaatagegcet
gttttcgggaggataagacagegcetaggeggcagtcccactttcactgcaaacgactgetgaggaagceaccaggaagctcatctecagec
gagcatcggtggttcagtggtagaatgctcgectgecacgegggcggcccgggttcgattcccggecgatgceatcattttatagtttetgea
acaattcggccgceatgcttacttatttgagcetgeacgtgcttcaattatgtccaccgggactegetgecagaaaaaccaaacatgetgeacge
acgagacgttgctggacgetggcgecgaaatgtcageagactatggteggtetggcgtcacgagttgcagtgtecgcettggtgectggctg
atgtggcgtaacggacaagcggagctgecttcggtaggaaaaatcgeagcetecattttaacctgetgagcagacaatgtgeatgtageage
tgaagacaccattaaggaagcaaaactgccctaatttagagtacttaccaaatttctagaagcegcetgcaagecaggtgectcggtagegea
gtaggcagcgcegtaagtctcataatcttaaggtegtgagttcgatectcacccggggcatttaatttagtctegatcagegecgaattcacgg
cgttgctgttgctaggaaacgatcttatttgttgtttgtaacccacgagttttgcagcaccaaaacgagaaaattattttgectccagetgttact
accttgcttcatctectccgctaggaatacacgatgecaaaagegatgggtcetttttetgtgttcttcgacatttagtatacgtaaaggttctcac
aaaccgagaggcgcegccgacgccagactgcagattggacacgaaatacgcatggagtgegtctaaacgagacgttggaagtgegtctee
ggtgtggtctagtggctaggatacctggctttcacccaggaggeccgggttcgattcccggtaccggaacagaatttttcccgeacacaact
cgtagagttttagcccttcgaaataccgtttctggtectectegtaggattagtatgaggacctgaataacaggagaagagegcetgcetatgec
attggacagcaacatgcaacgtgcttcttctgtatcgcagcaagggtctgtttcacgaggeccgttagetcagttggttagagegtegtgcta
ataacgcgaaggtcgtggottcgatccccccacgggecacgtegatttttctattgaaaaaaccaacgecgatttcgacaggceaaattggte
gccaaatgtcattacttttgtgtggaactgagacaggatecgatcecgatttgtcgagacacgcttcagecttcatecttcaacggcecatatcac



tttgaataccctgtttctcgtccgatctccgcetattagcaactttgggcecttgtcattatttgggtgtgegacagecggggaacacaaagtgetg
tcgactgcattaacttatttgcttcat

>CSat14#Satellite/CSat14

ctccttcgtagcagcetagtgttgtagegatgaaageacttcggaaaataacgcaggtacatcgcettaatgtcaacatattgetctaaactgea

gcaaatgcatacgtctaaagactgttcgtcagcaagceagtcgtggecgagtggttaaggegtctgactagaaatcagatteectetgggag

cgtaggttcgagtectaccggcetgegttcgattttgaataaaaacaagceagatattttcgcagaaatttgaaagatgecgataacaggtgga
agcaggccactgatgcagttaccaacaagacgcggatttctgtttaggaatgtttatttagttcacgacggcecgcetccttetgtacagecatceg
gttcacctcgcaccaagcegtacgacagegcecattggactaggacggcagagegcecageactgagcecacgaggecccagtegtttcgtega
geegteteggtgtttgtaaacacgcaaggtgctgcatgtactagaaagtgtagtgggcagegatcactcattactgttcttaaatttgegttge
attctttcgattacgatttccgttatcaggcagegtttecttgtcttatagatctcgcagetacttggaagtgggtccatcatttaagatcccgceaa
actagcgtcagegtggcgtcagtgggaagtctgtgaagtcgecagtggagecagaagcecagtaattgcaatactacgcattcacacacac

atgtgagttggcatgcactccacaatcgecgtgtgtgagaccggatagetcagteggtagagcattaggcettttaacctaagggtccagggt
tcaagtccctgtccgggcgaagattttaa

>CSat15#Satellite/CSat15

gaactgtgatgtagcaaaattatcggcacagcegecgttcgegagagttttggcetgacacctecacgtctaagacaggatatgactgctacac
tgtaagtatgtttaaaatcgagtaaacgtgtttgttaatggcaccactacttccgtaggtetgeattcagtttgetcacctctcagagaccttttge
aatgaaacaaaatcacttgcagaaaagacattagacggtaagaagagatcgtgtaaggaccacaaggceccgaacagtagtgtctcccat
gtgattcgttgcacaagceaggeggtgtgcceggctagetcagteggtagagceatgagactcttaatctcagggtegtggottcgageccca
cgcetggocgaggtagaattttgtctcectgeagattcaagatgectttgttgttatgaaatctacttaacggacgtagetgeatageacgcetgc
ctggctctactacagtctcagagaaacgatactggaagcetgcaggtgattcggtaaacaacggtaaaatgecttgttctgaaagtacaggtg
tcgttegttgttgagtacaccggatatgtgtgagacatgatggggagcagtaatgacgcettcttagttgcaaattttagtcgctaatacatgtt
attttcaggtgaagccagacgattcacatgcttgcatggacgaagtacccagaaggcacaacgggegcecgectctttagetcagtggcaga
gcactggtctagtaaaccaggggtcgtgagttcgatcctcacaggaggcaaatgceattttggaaageagttgegcettettggecatttcgaa
agttctttccagaaatacgaaaagttggcaatgggcatcaactacaatacaaatctcgcatgtgaatagggtggaatgttgttatttaagtag
gtcgcaaaacggceactgtttttggeggtcttaacgggatcgegatgectcttacttactcgtateccttattttctacgagtaataaacactctcg
cgaatgtcgtegtegteggcgecgecgecgectcttgageagtggtggtcaaacgecattgtatgacaagecagggagggaccacctgetgt
cgattgagaaggcagttagtgtttggtectgatttcgaaactctgtttcatcagtcacatacgtggtggaaaatgacgggtgtataggaaaca
ggaagacgaagcgtcgcatttttagcagtgaattttgaggtcaagaatggeggcatagagggaaagcaccttcgttaaggtgtacgacgtt
tagaaatgagacgtatgtaaggaggtgttgaacgtcagtgaccgtgtggcctaatggataaggegtcggacttcggatccgaagattgea
ggttcgaatectgtcacggtegtgtttttccacttctgcaaaagagacataccgttttactgtgatattagagcaatacaaaaccctctcaaagtt
tcagcgctecggctgeagtttggagaccagtttggagttgactgacaagac

>CSatl6#Satellite/CSat16

atacagaagcattgtggtcactcgccaagetgggottaaatattttagcagaagatgtgaaacaagecaggagectgtgtttectttaggaga
gagcagtgtgtgctgtgcttttatccttttttgacgtttacttggggggctctgecatgtaatacaaagecttttgtagtaactgaatcacaggtt
ctccectaacacttataaaaagaaacagatatcccce

>CSat17#Satellite/CSat17



gcagcctgggotagectaagtggtaacaggaggataatactgtictcaaatttctgecaggtaggtgacacagggtgctacgccacagecta
aatattcgttatgtctctgtaatatatagggtgtggtcactcgecagtcatattgttaaaagagtaatttttaattaattaacgaaaatgaagetg
ggaagtatcattccaactcacctaccccaaaggagg

>CSat18#Satellite/CSat18

cggcgtccaatttcagacgtccataactaaataaatattcgtegtcgcaatateccactttcageatccatagtacactacttatttagttatgtga
caaaaaatcaaatcatttctatggtcctattaggatctataggccactgaataccgaaggaaatacgcgggacgcectgggatgcegcetct

>CSat19#Satellite/CSat19

aaatcgcaggtgaaatgcagaaaactcgactcaaatacaaattcagaaagtcgtccattatacacatttactatgtatgacaataaaacgteg
tcgtegtcgecgecgcacgcacgtcatatggaacacatgeggtaaaacacggaatagtgtctagaaacgcagggtgctaccgacagtatg
aaaattcgacagggtaccaactgaccaatactggacaggtgactcgatacaccgctgcattcgtactgtectaggaggtctctaacgttgtct
gctgtgagtatatggacctgaaagtgaatactggttgtacattctgcactacatetttgeggeggcgtettgeggacgtcaaacgagggegg
agcttatggttgcgtagtgtgecgecagatacacatcaagaaacgagctacaagtatagtaaatacatgaaatgaggctaccacacgcaa
gtgtcaggatggccgageggtctaaggcegccagactcaaggagceacccttggetgcaaatgeagectgagecttetggtectegtetgag
ggcgtgogottcgaatcccactcctgacaaagattttactctttcgetacacaagtgtgeacatcgcagagaacgggtgtaatgggotaaaac
atgcagaaaccgcatcttgegtggaacctacacctgecctatcaaactcaactctgcaatagtgtaagcttcaaacgcagagtactggttgea
aatgcggcgttacccteegcetgtetcactgacctecacgtcacagtegcacaaatattataatgageactcgagatcttacactgaatgttgtet
agacgcaaactgctaatgacaaatgcaaggaaacactacatcecttaccactttacgaggttaaccctet

>CSat20#satellite/CSat20

gacccatgagcatgaatgacccaaatgacccatagaccatgacccataagacccaaaagacccaaaagacccaaactaaaagacccaaa
atgacccaaaagacccaaaagacccaaaagacctaaaagacccaaaagacccaaaagacccaaaagacccaaaagacccaagagecc
aaaagacccaaaaaacctaaaaaacacaaaaggcccaaaaaaaaccaaaaagaacaaaaagceccaaaaa

>55_rDNA-14#rDNA/5S_rDNA-1

tactggtgtttccataagaaataacattaccgaaatgaacatgacattccatagtgatgaaaatacgagaaataatgggcgggcaaaagcet
acgaaatgcactgtgagaagcacaaagctgtatgattccagaggcattttgtgaaataaagtagaacctgttactcagtagcagtgtaatttc
cccatttgtaaataaagtttatctcttttctcaccatgtccccaacgcttaatgecactgttttcgaacgtctcgecgectctegeagatgtttatcat
ccttttgetgtcatatgggccagaccccgageggeagegageggcagegagcaaagtecgggacaagtcgggacggaaggggaggee
gcacctgcgaatgcagcettgcactcgctataaatgectctaatatttgegagttgegtgtegegagtettacctegctageagtggegctetec
agcacgacaatgcggtcgctgtgacgtgaagcatagtacgcetgcaacgtcecgectecctegeggeaagtgactggeggtgatataggec
agcccgcectegeacgtggeggcccacctgecaattcggeagacgctectggggcgegaaaggegegegecctgtggcgggagaagatg
cattccatcaaattaccgccctgtttctgccgaaaattccaactttaggtgtcaccagaggagcagaagecgattectggegegcecactacatt
ttactggcgccaacggcecatacaacgttgaatacaccggttctcgtecgatcaccgaagttaagcaacattgggcccggttagtacttggat
gggtgaccgectgggaaccgaaataaacacgaggtacaaaattgatgaaaatgggagaacaaatgagtgaagcaaaactaccaactgt
gctttgataataacgaagctgcatgagtgcagtgatattttctgaaatattacagagceccattactcagtagcagtgtaattttccgaatttgta
aataaaggtttatcttttatcgtaaaaaaatggtgctgttgagtctttttgtctectatttectactttctcccacceccctecattgttaaactacegt
tttettgtge

>55_rDNA-2#rDNA/5S_rDNA-2



gtctgegggcgcetgttggcaagegggotgcactcaacccttgtgaggcaaattcaggatcaacttgattgagaagtageggcetctggtctt
gaaaactgacatacggccgagagagceggtgtectgaccacacaccactccataccgeagecggegacgeatttgggccgaggatgacac

ggcggcectgtecgtaccgatgggeccttcgeggectgttecgt

>CL170#Unclassified/CL170
tgttttcaaaataatccccagcaccgacacacagtatggtactcagtgtcagatacagecaggaaaatctgattgeagtgtagggcccaagtg

ttaaaaaaaattttagtatgcagcattgtagtacttgaacttcaaaaggaacaaacttcggaccctataaagtcaaaccaggaatcatatctga

cgcaataagtat



