Score Expect Identities Gaps Strand
183 bits(99) 4e-51 105/108(57%) 0/108(0%) Plus/Minus
Features: 141380 by ot 5 side: bifunclional nate dehydr dehyd...
1455 bp at 3 side: protein slow walker 1
Query 467 ATAATTTCATATTCATTCCTAGCTAGATAAGCAAMAGAAATAAGCACGTTTTATCTATAT 526
Shjer 10334808 ATAATTTCATATTCATTCCTAGCTAGATAAGCAAAAGAAATAAGCACATTTTATTTATAT
527 TITCCATCCCGTTTTOGTATTCATITCCTGGATTACCCGGCAGGCCAT
Sbjct 10334748 TTTCCATCCCGTTTTCGIGTTCATTTCCTGGATTACCOGGCAGGCCAT 10334701
Expact Tdantities Gaps Strand
418 bits(226) 2e-121 228/225(99%) 0/229(0%) Plus/Plus
Features: 2y
my:

TCACTTATTCTGTTIGATCGCATAAATAACTTTT

TAATATTTTGOGTGTCACTTATTCTGTTTGATTGGATAAATAACT

TTCAATCTTTCATTECATASATCATACTGAM

Query 519 TTCATTACCGATTATTACT

9015014 TGAT

AT 9015133

9015074 €T

\GTAATAATCTTTCTTTTGGTTGACAACTAATATCAAATGAATCCAGOD

CGAACAATACTTTGEA GAATATGTTCGATGGAACTGATAATCA 687

COAACAATACTTTGOATGGTTTGAATATGTTCGATGGAACTGATATCA 9015182

10334749

B

Score

Identites

Gaps Strand

547 bits{206) 4e-160 342/362(94%) 11/362(3%) Plus/Plus
Features: o Sido. SOIGUCing 1 NCOXyga

1538 bp at 3 side: b3 domain-containing tran n reprassor valt
Query 207 ATTTATATTAGATATAMATAGATTATATTTGAGTGATGTATT ot sasaata g 266
Sbjc 1000 ATTTATATTAGATATAAATAGATTATATTTGAGTRATGTATTTATAAAAATAAMAATCAG 16011059
Query 267 TITCC 326
Shjct 16011060 TCATCTAAAATARATAAATAAMACACAGATTAMAATAAAATAATATITASATATITIC 16011119
Query 321 ATGCTTATATATTTOGCTTTTAGGAGAMMGATTTCCTT 386
ATGCTCATATATTTGOCTTTTAGGAGARAGAT 16011178
Query 387 CATATTAACAACTTTTTATE i
Shjct 16011179 -ATATTAACAACTITTTAT-& T-ATTTAAATTTASATAAATACCCC
Query 446 t tgaatEtt AATATCAGTCGGTCCACCAARA 505
Shjc TCTAAATTTTCAAATTT
Query 506 COBACCATCAATTTTTAGGAAT
Shie COBACCATCAATTTTTAGGAAT
Quen 566 AL 567
Shic aa

1dentities
96/105(91%)

Scors
145 bits(78)

Expact
2e-38

Features:

trand

0/105(0%) Plus/Plus

159362.

34004 bp at & side: plant intraceliular ialed It protein 8

2220 bp at 3" side: calol g alpase 10, plasma membrane-type isol
Query 3M ATGGTCATCGTCAACCAATGACCAATGAATGTCTCACGGATATCAAGAAACGTGTAATTA 453
Shjet 15956200 ATGGTCACTGTCAACCAATGACCAATAAATGTCTCACG ATCAAGAAACGTGTAATTA
Query 454 ATTTGAATCTCATGCAATATCTACCGTCAGCATTAAAAGCAATT 498
Shjct 15956260 ATTTGAATTTTATGCAAATCTGTACGGTGAGCGTCAAAAGCAATT 15!

Figure S1. Sequence alignment of PCR products with the genome of P. trichocarpa.

(A) Sequence alignment of PCR products of A2 line. (B) Sequence alignment of PCR

products of A3 line. (C) Sequence alignment of PCR products of B3 line on Chr06. (D)

Sequence alignment of PCR products of B3 line on Chrl8.
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Figure S2. GO enrichment terms of DEGs in the A1 and B1 lines. (A) GO enrichment
terms of DEGs in the A1 line. (B) GO enrichment terms of DEGs in the B1 line.



