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Fz1 SSROIER , 2 , 11
Tab.1 Output statistics of SSR 5
SSR 6 14
SSR 67696 50.5°C, 61°C,
SSR 46164 90~370 bp
1 SSR 14423 . - o - . N
SSR 1048 23 ERIE B IEKRAE S AT
SSR 7577 14 SSR 32
3 SSR 4579 , 14 2~4
4 SSR 1572 R Ho He 0.0313~0.7143 0.031 3~
5 SSR 14 0.708 4 R (PIC)  0.089 5~0.640 5
6 SSR 6 ; -
(PIC>0.5), 10 (0.5>PIC>
R 14 s 0.25), 2 (PIC<0.25)
14 Sequential Bonferroni Hardy-Weinberg
, 7 4, 4 , 9 (P>0.05),
3,3 2 14 , 1 (0.05>P, 2)
&2 14 3 SSR 3147 32 M ERIAFEY EH LR
Tab.2 Primer sequences and characterization of 14 polymorphic microsatellite loci in 32 Paraoncidium reevesii
. y . o Size P value
Locus Primers: (5'—3") Repeat motif Ta('C) range(bp) Na Ho He PIC HWE
F: CTTGTTACACCCCGCT
CCC
PR4 (GCCCT)5 60 90~100 4 0.7143 0.7084 0.6405 0.0349
R: CTGTGACATAATCAA
TGCTGCTCT
F: TGATGCGTCAATACA
AGGGTG
PR5 (ATGC)5 50.5 172~185 3 03750 0.3229 0.2888 1.0000
R: AGTTCGGAGTGCGGA
ATGGT
F: AGTTACAGGTCCAGA
CAATG
PR6 (AATA)S 56.3 250~275 2 0.6944 0.5035 0.3733 0.0408
R: CTAAGACGGCAATCC
AATAC
F: TAAAGAAGACAGAA
ACAGGCAACA
PR9 (ATC)6 61 128~161 4 04063 0.3566 0.3333 1.0000
R: CAACGGTCATAAAGA
CTAAAGGAAT
F: TCTGCTGAACTTGCC
ATTGT
PR10 (ATT)6 57 131~150 4 0.3929 0.3468 0.3227 1.0000
R: TCCTCTACCAGGGCT
CAAAG
F: TCCACCTTCTTTATTA
CCACCC
PR12 (TAT)6 56 122~136 2 0.0313 0.0313 0.0303 1.0000
R: GCCACGCAGTATTGA
TTGTT
F: TTCTTCTTCAGGGAG
GTAAA
PR14 (CAT)6 55 161~193 3 0.4444 0.5524 0.4408 0.1739
R: TCAAGTTCTTCATTC
GGTTC
22 /2015 /39 /11
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Locus Primers: (5'—3") Repeat motif Ta(C) ran?glez(i)p) Na Ho He PIC PHV\;IEe

F: TGTTGGTTGCCTGCCT

TTCA
PR18 (GTA)6 56 150~162 2 0.3214 0.4929 0.3669 0.1125
R: ATCGGCTGGCTTGCC

TGTTC

F: CTGTCTGTTTGGCTG

TGATG
PR20 (TTG)6 53 185~280 4 04375 0.4172 0.3801 0.0555
R: AATGAAGTCTTGGGT

AGATGAA

F: GACAAACGACGAGC

GACAAA
PR22 (TGC)6 52 120~195 3 04583 0.5496 0.4802 0.3018
R: TGGAAGAAGGACAA

GGAGGAGTA

F: GGTCCCTCTGTGGAT

TTGGT
PR28 (GAT)6 56 195~270 4 0.6129 0.6171 0.5315 0.0459
R: AAGGATTCTGGCTTC

GGTGA

F: CATTCGCCCTCTGTTC

TATCC
PR37 (ATC)6 61 260~370 3 04333 0.3655 0.3262 1.0000
R: TGTCAAACGGTGCTT

CTCCTA

F: ATAATGATGCTGGAA

CTGAT
PR46 (ATT)6 52 250~300 4 0.6250 0.4673 0.3799 0.0304
R: AGGATAACAAACTG

GGACTT

F: TCGGGTTTCCTTGTCT

TGTA
PR50 (ATT)6 58 102~175 4 0.0625 0.0923 0.0895 0.0469
R: ATCTCCATCACCTTG

GCAGT

Locus: ; Ta: , Annealing temperature; Na: numbers of alleles; P value: P the test for deviation from HWE
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Development of microsatellite markers for Paraoncidium

reevesii based on transcriptome sequencing Illumina His-
eqTM 2000
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Abstract: Repeats in the transcriptome sequences of Paraoncidium reevesii were searched using MISA and SSR
Hunter1.3, 51 sequences with SSR were selected for primier designing. 24 primers were produced clearly defined
bands after preparatory screening. The further test in Zhanjiang population indicated that 14 loci were showed
polymorphism. The allele numbers per locus ranged from 2 to 4 and the observed and expected heterozygosity
ranged from 0.0313 to 0.7143 and from 0.0313 to 0.7084, respectively. The polymorphic information contents (PIC)
of each locus were between 0.0895 and 0.6405. Among 14 loci, 2 had a PIC>0.5, 10 had a 0.5>PIC>0.25, 2 had a
PIC<0.25. 9 loci were detected not deviated from HWE(P>0.05)in 14 after Bonferroni correction. No pairs of loci
showed significant linkage disequilibrium. These loci can be used for the research of population genetic and phy-
logenetic analysis of Onchidiidae. Furthermore, it will provide molecular data to conservation of P. reevesii re-

sources.
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